These are the search results with the CS63win
sewquence in the Claw_original PCR file:

| Database IBest score| Best matching sequence
AV 715471 DCB Homo sapiens cDNA clone
EST (expressed sequence tags) 462 DCBBNEO4 5
GSS (genome survey sequence) 350 CHZSQ-ZSJB.TJ CI_—IORI -230 Segment 1 Rattus
norvegicus genomic clone
HTGS (high throughput genomic) 808 Homo sapiens chromosome 13 clone RP11-85C8
Human genomic 721 Homo sapiens chromosome 4, compl ete sequence
Other genomic 460 Homo sapiens mitochondrion, complete genome
Mitochondrial 460 Gorilla gorilla mitochondrion, complete genome
Non-redundant proteins 88 similar to ATP synthase 6 [Homo sapiens]
Non-redundant nucleotides 564 Human germline T-cell receptor _beta chai n (t_he
particular sequence matches a mitochondrial insert
PDB (protein databank) 507 Homo sapiens chromosome 5 clone CTC-203K 17,
compl ete sequence
SNP (single nucleotide
(singie 738 gnl|dbSNP|ss6879113
polymorphism)
; Xg4124 KWOK Homo sapiens STS genomic,
STS (sequence tagged sites) 200 sequence tagged site
WGS (whole genome shotgun 419 Mus musculus whole genome shotgun assembly
sequencing) contig 116023
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Dat abase: Dat abase of GenBank+EMBL+DDBJ sequences from EST
Di vi si ons
16, 228, 583 sequences; 8, 136,396,407 total letters
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BLAST Search Results
dbj | AV715471. 1| AV715471

gb| BMr59852. 1| BM/59852
dbj | AV734539. 1| AV734539

dbj | AV717499. 1] AV717499

dbj | AV717058. 1| AV717058

dbj | AV715951. 1] AV715951

gb| BEB75083.

1| BE875083

gb| BE439860.

1| BE439860

gb| BE184973.

1| BE184973

gb| BE184958.

1| BE184958

gb| BE184903.

1| BE184903

gb| BE184902.

1| BE184902

gb| BE184899.

1| BE184899

gb| BE184896.

1| BE184896

gb| BE184892.

1| BE184892

gb| BE184885.

1| BE184885

gb| BE171576.

1| BE171576

dbj | AV757771. 1| AV757771

dbj | AV756329. 1| AV756329

dbj | AV729085. 1| AV729085

dbj | AV717147. 1| AV717147

dbj | AV759622. 1| AV759622

dbj | AV717161. 1] AV717161

dbj | AV716623. 1| AV716623

dbj | AV714620. 1] AV714620

dbj | AV707620. 1] AV707620

dbj | AV706276. 1| AV706276

gb| BE184971. 1| BE184971
dbj | AV760712. 1| AV760712

dbj | AV756248. 1| AV756248

dbj | AV689611. 1] AV689611

gb| BE184900. 1| BE184900
gb| BE171482. 1| BE171482
gb| AAB08966. 1| AAB08966
dbj | AV735162. 1| AV735162

gb| BE175368. 1| BE175368
dbj | AV716721. 1| AV716721

dbj | AV714571. 1] AV714571

dbj | AV708821. 1] AV708821

gb| BE184961.

1| BE184961

gb| BE184959.

1| BE184959

gb| BE184897.

1| BE184897

gb| BE184952.

1| BE184952

gb| BE184940.

1| BE184940

gb| BE184922.

1| BE184922

dbj | AV756962. 1| AV756962

gb| BE184955. 1| BE184955
gb| AW264289. 1| AW64289
gb| BMB41018. 1| BMB41018
gb| BMB33760. 1| BMB33760
dbj | AV762492. 1| AV762492

dbj | AV703400. 1] AV703400

gb| BE184893. 1| BE184893
dbj | Av682100. 1| AV682100

gb| BE184956. 1| BE184956

AV715471 DCB Hono sapi ens
K- EST0040167 S5SNU484 Hono
AV734539 cdA Hono sapi ens
AV717499 DCB Hono sapi ens
AV717058 DCB Homp sapi ens
AV715951 DCB Homp sapi ens

601485953F1 NIH M3C 69 Honp sapi ens ..
s CcDNA

HTML- 442F HTML Honmo sapi en
MR1- HTO707- 100500- 002- h07
MR1- HTO707- 100500- 002- c03
MR1- HTO707- 100500- 001- h05
MR1- HTO707- 100500- 001- g10
MR1- HTO707- 100500- 001- f 04
MR1- HTO707- 100500- 001-d12
MR1- HTO707- 100500- 001-c11
MR1- HTO707- 100500- 001- b02
RC5- HT0547- 130300- 031- C08
AV757771 BM Hono sapi ens
AV756329 BM Honmo sapi ens
AV729085 HTC Hono sapi ens
AV717147 DCB Honmpo sapi ens
AV759622 NMDS Honop sapi ens
AV717161 DCB Hono sapi ens
AV716623 DCB Homp sapi ens
AV714620 DCB Hono sapi ens
AV707620 ADB Hono sapi ens
AV706276 ADB Hormp sapi ens
MR1- HTO707- 100500- 002- g08
AV760712 NMDS Hono sapi ens
AV756248 BM Honmo sapi ens
AV689611 GKC Hono sapi ens
MR1- HTO707- 100500- 001-f 09
RC5- HT0547- 130300- 031- BO3

AV735162 cdA Hormpo sapi ens
RC4- HT0578- 090300- 011- €10
AV716721 DCB Hono sapi ens
AV714571 DCB Hono sapi ens
AV708821 ADC Hono sapi ens
MR1- HTO707- 100500- 002- c07
MR1- HTO707- 100500- 002- c05
MR1- HTO707- 100500- 001- €06
MR1- HTO707- 100500- 002- a06
MR1- HTO707- 100500- 002- f 08
MR1- HTO707- 100500- 002- b08
AV756962 BM Honp sapi ens
MR1- HTO707- 100500- 002- b06
xg97905. x1 NClI _CGAP_Br n53

K- EST0108602 S11SNU1 Honop
AV762492 MDS Honmo sapi ens
AV703400 ADB Hono sapi ens

MR1- HT0707- 100500- 001- d04
AV682100 CGKB Homp sapi ens

MR1- HT0707- 100500- 002- b09
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cDNA cl on..
sapiens c..
cDNA cl on. .
cDNA cl on. .
cDNA cl on..
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HTO0707
HTO0707
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Hom ..
Hom ..
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cDNA cl one. .
cDNA cl on. .
cDNA cl on..
cDNA cl on. .
cDNA cl on. .
cDNA cl on..
cDNA cl on. .
cDNA cl on..
cDNA cl on..
HTO0707 Hom . .
cDNA cl on..
cDNA cl one. .
cDNA cl on. .
HTO707 Hom . .
HT0547 Hom . .
nwl6hl2.s1 NCI _CGAP_GCBO Hono sapi en. .
cDNA cl on..
HT0578 Hom . .
cDNA cl on..
cDNA cl on..
cDNA cl on. .

HTO0707
HT0707
HTO0707
HT0707
HTO0707
HTO0707

Hom ..
Hom ..
Hom . .
Hom ..
Hom ..
Hom ..

cDNA cl one. .
HT0707 Hom ..
Hono sapi e. .
K- EST0118186 S12SNU216 Honmp sapi ens ..
sapi ens cD..
cDNA cl on..
cDNA cl on..
HT0707 Hom ..
cDNA cl on..
HT0707 Hom ..

e-127
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-126
e-125
e-125
e-125
e-125
e-125
e-125
e-125
e-125
e-125
e-125
e-125
e-124
e-124
e-123
e-123
e-123
e-122
e-122
e-122
e-121
e-121
e-121
e-121
e-121
e-121
e-121
e-119
e-119
e-118
e-118
e-118
e-118
e-118
e-117
e-117
e-117
e-117
e-116


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796988&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19089467&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10852084&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814651&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814210&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10797468&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10323859&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09439230&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664157&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664142&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664087&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664086&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664083&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664080&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664076&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664069&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08634211&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10915619&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914177&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10838506&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814299&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10917470&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814313&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10813775&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796137&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10724885&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10723562&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664155&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10918560&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914096&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10291474&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664084&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08634208&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02878372&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10852707&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08638097&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10813873&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796088&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10726086&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664145&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664143&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664081&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664136&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664124&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664106&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914810&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664139&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06641031&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19197427&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19190169&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10920340&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10720727&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664077&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10283963&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664140&dopt=GenBank

BLAST Search Results

gb| BE184969. 1| BE184969 MR1- HT0707- 100500- 002-f 10 HT0707 Hom .. 423  e-115
dbj | AV727170. 1| AV727170 AV727170 HTC Honp sapi ens cDNA clon. .. 421 e-115
gb| AA196042. 1| AA196042 zp95a08.s1 Stratagene muscle 937209 ... 421  e-115
dbj | AV726884. 1| AV726884 AV726884 HTC Hompo sapi ens cDNA cl on. .. 419 e-114
dbj | AV716719. 1| AV716719 AV716719 DCB Honp sapi ens cDNA clon. .. 419 e-114
gb| BE887240. 1| BEB87240 601508552F1 NIH MaC 71 Hono sapiens ... 419 e-114
gb| BE816626. 1| BEB16626 RC5- BN0232-190500- 031-C11 BN0232 Hom .. 419 e-114
gb| BEB16625. 1| BE816625 RC5- BN0232-190500- 031- B08 BN0232 Hom .. 419 e-114
gb| BE816624. 1| BEB16624 RC5- BN0232-190500- 031-B06 BN0232 Hom .. 419 e-114
gb| BE816628. 1| BEB16628 RC5- BN0232- 190500- 031- D07 BN0232 Hom .. 415 e-113
gb| BF349023. 1| BF349023 QV1- DT0071-090200-061-h11 DTO071 Hom .. 414 e-113
gb| BE816636. 1| BEB16636 RC5- BN0232- 190500- 031- E10 BN0232 Hom .. 414  e-113
gb| AWD58245. 1| AWD58245 wx17f07.x1 NCl _CGAP_Gas4 Honp sapi en. .. 412 e-112
gb| BQ681898. 1| BQx81898 il 10e04.y1l Human insul i noma Hono sap. .. 410 e-111
dbj | AV753688. 1| AV753688 AV753688 TP Honbp sapi ens cDNA cl one. .. 410 e-111
gb| BE184967. 1| BE184967 MR1- HTO707- 100500- 002-f 07 HTO707 Hom .. 410 e-111
gb| BF360707. 1| BF360707 MR2- OT0049- 280300- 101- a06 OT0049 Hom .. 408 e-111
gb| AA564684. 1| AA564684 nj 22f 06. s1 NCI _CGAP_AAl Honp sapiens... 406 e-110
gb| BQ681572. 1| BQs81572 il 10e04. x1 Human insul i noma Hono sap. .. 404 e-110
dbj | AV757778. 1| AV757778 AV757778 BM Hono sapi ens cDNA cl one. .. 404 e-110
gb| BE825382. 1| BE825382 PM)- ENO0OO4- 180500- 008- g04 ENO004 Hom .. 404 e-110
gb| BF331634. 1| BF331634 CM3- BT0612-180200- 098-d11 BT0612 Hom .. 402 e-109
gb| BE182691. 1| BE182691 RC3- HT0649- 100500- 022- c05 HT0649 Hom .. 402 e-109
gb| BMB34106. 1| BMB34106 K- EST0108980 S11SNUl Honmp sapiens cD. .. 400 e-109
dbj | AV735018. 1| AV735018 AV735018 cdA Honp sapi ens cDNA clon... 400 e-109
dbj | AV715329. 1| AV715329 AV715329 DCB Honp sapiens cDNA clon. .. 400 e-109
gb| BE179343. 1| BE179343 RC1- HT0615-200400- 022-¢c10 HT0615 Hom .. 400 e-109
gb| BE161661. 1| BE161661 MR3- HT0446-260300-202- a06 HT0446 Hom .. 400 e-109
gb| BU198205. 1| BU198205 DCBCNDO7 DCB Honp sapi ens cDNA. 398 e-108
dbj | AV715724. 1| AV715724 AV715724 DCB Honp sapi ens cDNA clon... 398 e-108
dbj | AV714200. 1] AV714200 AV714200 DCB Honpo sapi ens cDNA clon. .. 398 e-108
dbj | AV714097. 1| AV714097 AV714097 DCB Honp sapi ens cDNA clon. .. 398 e-108
gb| BF332144. 1| BF332144 CM2- BT0664-240200- 103-e02 BT0664 Hom .. 394 e-107
gb| BE926838. 1| BE926838 QV0- BT0676- 180800- 351- h04 BT0676 Hom .. 394 e-107
gb| AA491968. 1| AAA91968 ng52e05.s1 NCl _CGAP_Li 2 Honpo sapiens. .. 394 e-107
gb| BMB36690. 1| BMB36690 K- EST0112550 S9SNU601 Honp sapiens c. .. 392 e-106
gb| BF332316. 1| BF332316 Qv2- BT0682-260400-171-g05 BT0682 Hom .. 392 e-106
gb| BF331526. 1| BF331526 MR1- BT0549-240300- 002-g10 BT0549 Hom .. 392 e-106
dbj | AV764318. 1| AV764318 AV764318 MDS Honp sapi ens cDNA clon. .. 392 e-106
dbj | AV764284. 1| AV764284 AV764284 MDS Honp sapi ens cDNA clon. .. 392 e-106
dbj | AV758014. 1| AV758014 AV758014 BM Honp sapi ens cDNA cl one. .. 392 e-106
dbj | AV756842. 1| AV756842 AV756842 BM Honb sapi ens cDNA cl one. .. 392 e-106
dbj | AV756802. 1| AV756802 AV756802 BM Honb sapi ens cDNA cl one. .. 392 e-106
dbj | AV756610. 1| AV756610 AV756610 BM Honb sapi ens cDNA cl one. .. 392 e-106
dbj | AV756468. 1| AV756468 AV756468 BM Honb sapi ens cDNA cl one. .. 392 e-106

>dbj | AV715471. 1| AV715471 AV715471 DCB Honmb sapi ens c¢cDNA cl one DCBBNFO4 5'.
Length = 639

Score = 462 bits (240), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGITAGATCAACAA 387
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664153&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10836591&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01791633&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10836305&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10813871&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10342330&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10248860&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10248859&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10248858&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10248862&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11308097&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10248870&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05933884&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21494794&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10911536&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664151&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11319779&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02336323&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21494468&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10915626&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10257760&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11302382&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08661867&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19190515&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10852563&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796846&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08658495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08624382&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22716083&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10797241&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10795717&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10795614&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11302892&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10452914&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02221530&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19193099&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11303064&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11302183&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10922166&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10922132&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10915862&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914690&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914650&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914458&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914316&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796988&dopt=GenBank

BLAST Search Results
Shj ct: 88 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCCCAACAGT TAAATCAACAA 147

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT 327
Sbjct: 148 AACTGCCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGGCAGIGCTTC 207

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 208 ATATCCCTCTAGAGCAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT 267

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 268 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGECA 327

Query: 207 AGTATCTACATAAAAACGTTAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGECG- TA 149
Sbjct: 328 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGCCTA 387

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGGECTCAAGGAG 89
Sbjct: 388 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGCGTCGAAGGTG 443

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCGCACAC 29
Shjct: 444 GATTTAGCAGIAAACTAAGAGTAGAGT CCTTAGT TGAACAGEGECCCTGAAGCGCGTACAC 503

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 504 ACCGNCCGICACCCTC 519

5.
Lengt h = 555

Score = 460 bits (239), Expect = e-126
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Shjct: 101 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTITAAATCAACAA 160

Query: 386 AACTGITCGECCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTCECAGTCCTTT 327
Sbjct: 161 AACTGCTCGCCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGECGGTGCTTC 220

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 221 ATATCCCTCTAGAGGAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT 280

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 281 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 340

Query: 207 AGTATCTACATAAAAACGTTAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGECG- TA 149
Sbjct: 341 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGGCTA 400

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGEECTCAAGGAG 89
Sbjct: 401 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGCGTCGAAGGTG 456

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACCCACAC 29
Sbjct: 457 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCT GAAGCGCGTACAC 516

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 517 ACCGCCCGICACCCTC 532

>dbj | AV734539. 1| AV734539 AV734539 cdA Honmb sapi ens cDNA cl one cdAANFO3 5'.
Length = 651

Score = 460 bits (239), Expect = e-126
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>gb| BMr59852. 1| BM/59852 K- EST0040167 S5SNU484 Honp sapi ens cDNA cl one S5SNU484-22- (08


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19089467&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10852084&dopt=GenBank

BLAST Search Results

Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA
Sbjct: 60 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTCCTTT
Sbjct: 120 AACTGCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 180 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGCCCACAGAGTAAGCAGA
Sbjct: 240 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 300 AGTACCCACGTAAAGACGTTAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 360 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 416 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCTGAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCIC 13
Sbjct: 476 ACCGCCCGICACCCTC 491

>dbj | AV717499. 1| AV717499 AV717499 DCB Honmo sapi ens cDNA cl one DCBBADO2 5'.

Length = 706

Score = 460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 24 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 84  AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGCCGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 144 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGECCACAGAGTAAGCAGA
Shjct: 204 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 264 AGTACCCACGTAAAGACGTTAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGEECTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 324 CATTTTCTAC CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 380 GATTTAGCAGIAAACTAAGAGTAGAGTCCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 440 ACCGCCCGTCACCCTC 455
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814651&dopt=GenBank

BLAST Search Results

>dbj | AV717058. 1| AV717058 AV717058 DCB Honp sapi ens cDNA cl one DCBCE®)2 5'.
Length = 606

Score = 460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 146 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCCCAACAGITAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 206 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 266 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGCCCACAGAGTAAGCAGA
Sbjct: 326 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 386 AGTACCCACGTAAAGACGT TAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 446 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 502 GATTTAGCAGTAAACTAAGAGTAGAGT CCTTAGT TGAACAGECCCCTGAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCIC 13
Sbjct: 562 ACCGCCCGICACCCTC 577

>dbj | AV715951. 1| AV715951 AV715951 DCB Homp sapi ens cDNA cl one DCBCAD10 5'.
Length = 606

Score = 460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 146 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCCCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 206 AACTGCCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGCECEGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 266 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
Sbjct: 326 TGCTCACCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 386 AGTACCCACGTAAAGACGTTAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGTTTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 446 CATTTTCTAC CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 502 GATTTAGCAGIAAACTAAGAGTAGAGTCCTTAGT TGAACAGEECCCT GAAGCGCGTACAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814210&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10797468&dopt=GenBank

BLAST Search Results

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 562 ACCGCCCGICACCCTC 577

>gb| BE875083. 1| BE875083 601485953F1 NI H MSC 69 Honp sapi ens cDNA cl one | MAGE: 3888469
5.
Length = 569

Score = 460 bits (239), Expect = e-126
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Sbjct: 81 CAAACTGCGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 140

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT 327
Sbjct: 141 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGECGGTGCTTC 200

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 201 ATATCCCTCTAGAGCAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT 260

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 261 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 320

Query: 207 AGTATCTACATAAAAACGTTAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGECG- TA 149
Shjct: 321 AGTACCCACGTAAAGACGT TAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGGECTA 380

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGEECTCAAGGAG 89
Sbjct: 381 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGCGTCGAAGGTG 436

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACCCACAC 29
Sbjct: 437 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCT GAAGCGCGTACAC 496

Query: 28  ACCGCCCGICACCCIC 13
Sbjct: 497 ACCGCCCGICACCCTC 512

>gb| BE439860. 1| BE439860 HTML- 442F HTML Hono sapi ens cDNA
Length = 518

Score = 460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTCCCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Shjct: 65 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 124

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTCCTTT 327
Shjct: 125 AACTGCCTCGCCAGAACACTACGAGCCACACCTTAAAACTCAAAGGACCTGCCECGGTICGCTTC 184

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 185 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 244

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 245 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 304

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG- TA 149
Shjct: 305 AGTACCCACGTAAAGACGTTAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA 364
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10323859&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09439230&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184973. 1| BE184973 MR1- HT0707- 100500- 002- h07 HTO0707 Honb sapi ens CDNA.

148
365

88
421

28
481

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAACCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 496

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184958. 1| BE184958 MR1- HT0707- 100500- 002- c03 HT0707 Honp sapi ens cDNA.

Length = 692

460 bits (239), Expect = e-126
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACT GCGGATTAGATACCCCACTATGCT TAGCCCTAAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACT TGGECAGTCCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCT AAGGECT CAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 601

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:

Length = 653

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
154

386
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274

266

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGCGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACTTGGECAGT GCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGGCCACAGAGTAAGCAGA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664157&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664142&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184903. 1| BE184903 MR1- HT0707- 100500- 001- hO5 HTO0707 Honb sapi ens CDNA.

334

207
394

148
454

88
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TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAACCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCGCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 585

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184902. 1| BE184902 MR1- HT0707- 100500- 001- g10 HT0707 Honp sapi ens cDNA.

Length = 673

460 bits (239), Expect = e-126
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
143

386
203

326
263

266
323

207
383

148
443

88
499

28
559

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCCTTT
AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AACCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 574

Score =

Query:
Shj ct:

Query:
Shj ct:

Length = 663

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
138

386
198

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGT GCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC
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393

149
453

89
509

29
569

387
202

327
262

267
322

208
382

149
442

89
498

29
558

387
197

327
257


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664087&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664086&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184899. 1| BE184899 MR1- HT0707- 100500- 001-f 04 HTO0707 Honb sapi ens CDNA.

326
258

266
318

207
378

148
438

88
494

28
554

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GECAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGCCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACCCACAC
GATTTAGCAGT AAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 569

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184896. 1| BE184896 MR1- HT0707- 100500- 001-d12 HT0707 Honp sapi ens cDNA.

Length = 664

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
145

386
205

326
265

266
325

207
385

148
445

88
501

28
561

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECT CAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 576

Score =

Query:

Length = 615

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

267
317

208
377

149
437

89
493

29
553

387
204

327
264

267
324

208
384

149
444

89
500

29
560

446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664083&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664080&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184892. 1| BE184892 NMR1- HT0707- 100500- 001-c11 HTO0707 Honb sapi ens cDNA.

156

386
216

326
276

266
336

207
396

148
456

88
512

28
572

CAAACTGCGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACTTGECAGT GCTTT
AACT GCT CGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGGCTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAACCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 587

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184885. 1| BE184885 MR1- HT0707- 100500- 001- b02 HT0707 Honp sapi ens cDNA.

Length = 613

460 bits (239), Expect = e-126
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
147

386
207

326
267

266
327

207
387

148
447

88
503

28
563

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AACCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCAT GAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 578

Score =

Length = 702

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
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215

327
275
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335
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562


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664076&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664069&dopt=GenBank

BLAST Search Results
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE171576. 1| BE171576 RC5- HT0547- 130300- 031- C08 HT0547 Honp sapi ens cDNA.

446
145

386
205

326
265

266
325

207
385

148
445

88
501

28
561

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGTAACCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 576

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 536

460 bits (239), Expect = e-126
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / Plus

13
63

73
123

133
180

192
239

251
299

311
359

371
419

431
479

GAGGGT GACGGEECGGT GT GTGCGT GCT TCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACGGEGECGGT GTGTACGCGCT TCAGGECCCTGI TCAACTAAGCACTCTACTCTC

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGT CCCGAGATTTTT
AGTTTACTGCTAAATCCACCTTCGACCCTTAAGI TTCATAAGECCTATCGT- - - AGTTTT

CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGECTACACCTTGACCTAACG
CTGCGEG GTAGAAAATGTAGCCCATTTCT TGCCACCT CATGGGCTACACCTTGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTC CAGGGT TTGCTGAAGATGGAG
TCTTTACGTGEGTACTTGCCCTTACTTTGTAGCCT TCATCAGGEGT TTGCTGAAGATGECG

GTATATAGGCT GGGCAAGAGGT GGTGAGGTAAATTGGGGT TTATCGATTATAGAACAGEC
GIATATAGGCT GAGCAAGAGGT GGT GAGGT TGATCGGGGT TTATCGAT TACAGAACAGEC

TCCTTTAGAGCGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGT
TCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGAGT TTTAAGCTGTGECTCGTAGT

GITCTGGCGAACAGTI TTTGTTGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGT
GITCTGECGAGCAGI TTTGTTGATTTAACTGT TGAGGT TTAGGGCTAAGCATAGT GGGGT

ATCTAATCCCAGITTG 446
ATCTAATCCCAGITTG 494

>dbj | AV757771. 1| AV757771 AV757771 BM Honp sapi ens cDNA cl one BMFAOX1 5'.
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478


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08634211&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10915619&dopt=GenBank

BLAST Search Results
Length = 863
Score = 456 bits (237), Expect = e-125

Identities = 377/437 (86%, Gaps = 7/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 103 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 163 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGCECEGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 223 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG - GAAACGCCACAGAGTAAGCAG
Sbjct: 283 TGCTCACCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCECCTACAAAGTAACGCCC

Query: 208 AAGIATCTACATAAAAACGT TAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGEG T
Shjct: 343 AAGIACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GEGCT

Query: 149 ACGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGGCECTCAAGGA
Sbjct: 403 ACATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGEGTCGAAGGT

Query: 89 GGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACCECACA
Sbjct: 459 GGATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGECCCCT GAAGCGCGTACA

Query: 29 CACCGCCCGTCACCCTC 13
Sbjct: 519 CACCCCCCGICACCCTC 535

>dbj | AV756329. 1| AV756329 AV756329 BM Honb sapi ens cDNA cl one BMFBHAOL 5'.
Length = 833

Score = 456 bits (237), Expect = e-125
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 136 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 196 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGGOGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 256 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGECCACAGAGT AAGCAGA
Sbjct: 316 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 376 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCAAGAAATGGCCTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 436 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 492 GATTTAGCAGIAAACT GAGAGTAGAGICCTTAGT TGAACAGEECCCT GAAGCGCGTACAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914177&dopt=GenBank

BLAST Search Results

Query: 28  ACCGCCCGICACCCIC 13
Sbjct: 552 ACCONCCGICACCCTC 567

>dbj | AV729085. 1| AV729085 AV729085 HTC Homb sapi ens cDNA cl one HTCAEEO4 5'.
Length = 667

Score = 456 bits (237), Expect = e-125
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 62 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCTCAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 122 AACTGCCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGCECEGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 182 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
Shjct: 242 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 302 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 362 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 418 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 478 ACCGNCCGTCACCCTC 493

>dbj | AV717147. 1| AV717147 AV717147 DCB Honmo sapi ens cDNA cl one DCBBEB1l1 5'.
Length = 687

Score = 456 bits (237), Expect = e-125
Identities = 378/436 (86%, Gaps = 5/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Sbjct: 35 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 95  AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 155 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGECCACAGAGI AAGCAGA
Shjct: 215 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCEG TA
Sbjct: 275 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAGT GGCCTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 335 CATTTTCTAC- CCCAGAAAAA- CT- ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10838506&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814299&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

88
392

28
452

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACTAAGAGT AGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 467

>dbj | AV759622. 1| AV759622 AV759622 MDS Honp sapi ens cDNA cl one MDSBZF11 5'.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 1264

454 bits (236), Expect = e-125
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
86

386
146

326
206

266
266

207
326

148
386

88
442

28
502

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

AACT GTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAACCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCAT GAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGGCCGTCACCCTC 517

>dbj | AV717161. 1] AV717161 AV717161 DCB Honmb sapi ens c¢cDNA cl one DCBAYHO2 5'.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 767

454 bits (236), Expect = e-125
Identities = 375/435 (86%, Gaps = 6/435 (1%
Strand = Plus / M nus

446
233

386
293

326
353

266
413

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCCTTT
AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10917470&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10814313&dopt=GenBank

BLAST Search Results

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 473 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 533 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 589 GATTTACCAGTAAACTAACGAGTAGAGT CCTTAGT TGAACAGECCCCTGAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCT 14
Sbjct: 649 ACCGCCNGICACCCT 663

>dbj | AV716623. 1| AV716623 AV716623 DCB Honb sapi ens cDNA cl one DCBBCHO1 5'.

Length = 736

Score = 454 bits (236), Expect = e-125
Identities = 375/435 (86%, Gaps = 6/435 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 194 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCCCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 254 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGCECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 314 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGIAAGCAGA
Sbjct: 374 TGCTCAGCCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 434 AGTACCCACGTAAAGACGT TAGGTCAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 494 CATTTTCTAC CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 550 GATTTAGCAGIAAACTAAGAGTAGAGTCCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCT 14
Sbjct: 610 ACCGNCCGTCACCCT 624

>dbj | AV714620. 1] AV714620 AV714620 DCB Honmb sapi ens c¢cDNA cl one DCBBYE10 5'.

Length = 534
Score = 454 bits (236), Expect = e-125

Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACT CGAATAGTTAGATCAACAA
Sbjct: 17 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

Query: 386 AACTGITCGECCAGAACACTACAAGCAACAGCT TAAAACT CAAACCACTTCCCAGTCCTTT
Sbjct: 77 AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGEEGEECTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 137 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10813775&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796137&dopt=GenBank

BLAST Search Results

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
Sbjct: 197 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 257 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 317 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88  GATTTAGCAATAAATTGAGAGCAGAGTGTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 373 GATTTACCAGTAAACTAAGAGTAGAGT CCTTAGT TGAACAGECCCCTGAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 433 ACCGCCCGTCACCCTC 448

>dbj | AV707620. 1| AV707620 AV707620 ADB Honb sapi ens cDNA cl one ADBAJA12 5'.
Length = 584

Score = 454 bits (236), Expect = e-125
Identities = 375/435 (86%, Gaps = 6/435 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 100 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 160 AACTGCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 220 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGT AAGCAGA
Sbjct: 280 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCEG TA
Sbjct: 340 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGCCTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 400 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCCACAC
Shjct: 456 GATTTAGCAGIAAACT GAGAGTAGAGICCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCT 14
Sbjct: 516 ACCGNCCGICACCCT 530

>dbj | AV706276. 1| AV/06276 AV706276 ADB Honp sapi ens cDNA cl one ADBCBD10 5'.
Length = 718

Score = 454 bits (236), Expect = e-125
Identities = 375/435 (86%, Gaps = 6/435 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA
Sbhjct: 74 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10724885&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10723562&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

386
134

326
194

266
254

207
314

148
374

88
430

28
490

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AACCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCT 14
ACCCNCCGTCACCCT 504

>gb| BE184971. 1| BE184971 MR1- HT0707- 100500- 002- g08 HT0707 Honp sapi ens cDNA.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>dbj | AV760712. 1| AV760712 AV760712 MDS Honmpb sapi ens c¢cDNA cl one MDSBMFO1l 5'.

Length = 638

454 bits (236), Expect = e-125
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
156

386
216

326
276

266
336

207
396

148
456

88
512

28
572

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGT GCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCT CTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECTCAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGGCCGTCACCCTC 587

Score =

Length = 567

450 bits (234), Expect = e-124
Identities = 375/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664155&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10918560&dopt=GenBank

BLAST Search Results

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGITAGATCAACAA
Sbjct: 65 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTCCTTT
Sbjct: 125 AACTGCTCGCCAGAACACTACGAGCCACAGCT TAAAACTCAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 185 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCT CACCACCCCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGCCCACAGAGTAAGCAGA
Sbjct: 245 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 305 AGTACCCACGTAAAGACGT TAGGTCAAGGT GTAGCCCATGAGGT GCCAAGAAATGGCCTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 421 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 481 ACCGNCCGICACCCTC 496

>dbj | AV756248. 1| AV756248 AV756248 BM Honp sapi ens cDNA cl one BMFAFGE08 5'.
Length = 753

Score = 450 bits (234), Expect = e-124
Identities = 375/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 172 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 232 AACTGCCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECEGTCGCTCC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 292 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
Sbjct: 352 TGCTCACCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 412 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 472 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 528 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 588 ACCGNCCGTCACCCTC 603

>dbj | AV689611. 1| AV689611 AV689611 GKC Honp sapi ens cDNA cl one GKCCL®ED8 5'.
Length = 681
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914096&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10291474&dopt=GenBank

BLAST Search Results
448 bits (233), Expect = e-123

ldentities = 374/ 435 (85%, Gaps = 6/435 (1%
Strand = Plus / M nus

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184900. 1| BE184900 MR1- HT0707-100500- 001-f 09 HTO707 Honb sapi ens CcDNA.

446
238

386
298

326
358

266
418

207
478

148
538

88
594

28
654

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGECAGTGCTTT
AACT GCT CGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGCCAG
CATTTTCTAC- CCCAGAAGACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCAT GAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCT 14
ACCGNCCGICACCCT 668

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 710

448 bits (233), Expect = e-123
Identities = 375/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
135

386
195

326
255

266
315

207
375

148
435
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491

28
551

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAGACCTCAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACT TGGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCACGAGGT GGCAAGAAATGGCECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 566
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664084&dopt=GenBank

BLAST Search Results

>gb| BE171482. 1| BE171482 RC5- HT0547- 130300- 031- BO3 HT0547 Honb sapi ens cDNA.
Length = 568

Score = 448 bits (233), Expect = e-123
Identities = 375/436 (86%, Gaps = 6/436 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GTGTGCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 63 GAGGGT GACGGEGECGGT GT GTACGCGCT TCAGGECCCTGI TCAACTAAGCACTCTACTCTC 122

Query: 73  AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCCCGAGATTTTT 132
Shjct: 123 AGITTACTGCTAAATCCACCT TCGACCCTTAAGI TTCATAAGECCTATCGT---AGITTT 179

Query: 133 CTGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Shjct: 180 CTGGG GTAGAAAATGTAGCCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACG 238

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTC CAGSGT TTGCTGAAGATGGAG 250
Sbjct: 239 TCITTACGTGEGTACTTGCCCTTACTTTGIAGCCTTCATCAGEGT TTGCTGAAGATEECG 298

Query: 251 GIATATAGGECT CGECAAGAGGT GGTGAGGTAAATTGEECET TTATCGATTATAGAACAGEC 310
Shjct: 299 GIATATAGGCTGAGCAAGAGGTGGTGAGGT TGATCGGEGEGT TTATCGATTACAGAACAGEC 358

Query: 311 TCCTTTAGAGCGATATAAAGCACTGCCCAAGTCCTTTGAGTTTTAAGCTGITGCTTGTAGT 370
Sbjct: 359 TCCTCTAGAGCGATATGAAGCACCCCCAGEGCCTTTGAGITTTAAGCTGIGECTCGTAGT 418

Query: 371 GITCTGECGAACAGITTTGITGATCTAACTATTCGAGT TTAGEGT TAAGCATAGTIGEGET 430
Sbjct: 419 GITCTGECGAGCAGITTTGITGATTTAACTGI TGAGGT TTAGECECTAACCATAGIGETGT 478

Query: 431 ATCTAATCCCAGITTG 446
Shjct: 479 ATCTAATCCCAGITTG 494

>gh| AAB08966. 1| AAB08966 nwl6h1l2.s1 NCI _CGAP_GCBO Hono sapi ens cDNA cl one
| MAGE: 1240679 3
simlar to gb: X72308 MONOCYTE CHEMOTACTI C PROTEIN 3
PRECURSOR ( HUMAN) ; .
Length = 785

Score = 446 bits (232), Expect = e-122

ldentities = 377/437 (86%, Gaps = 7/437 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GT GTGCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 37 GAGGGT GACGGEGECGEGT GTGTACGCGCT TCAGGGCCCTGT TCAACTAAGCACTCTACTCTC - 96

Query: 73  AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCCCGAGATTTTT 132
Sbjct: 97 AGTTTACTGCTAAATCCACCTTCGACCCTTAAGI TTCATAAGECCTATCGT- - - AGITTT - 153

Query: 133 CTGIGIGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEGECTACACCTTGACCTAACG 191
Sbjct: 154 CTGGG GTAGAAAATGTAGCCCATTTCTTGCCACCTCATGGGCTACACCTTGACCTAACG 212

Query: 192 TTTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTC CAGSGT TTGCTGAAGATGGAG 250
Sbjct: 213 TCITTACGTGEGTACTTGCCCTTACTTTGIAGCCTTCATCAGEGT TTGCTGAAGATGECG 272

Query: 251 GIATATAGGCTGGGCAAGAGGTGGTGAGGTAAATTGGCGTTTATCGATTATAGAACAGEC 310
Sbjct: 273 GTATATAGGCTGAGCAAGAGGT GGTGAGGT TGATCGGGGT TTATCGATTACAGAACAGEC 332

Query: 311 TCCTTTAGAGCCGATATAAACCACTCCCAAGTCCTTTGAGTITTTAAGCTGITGCTTGTAGT 370
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08634208&dopt=GenBank
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BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

333

371
393

430
453

TCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGAGT TTTAAGCTGTGECTCGTAGT

392

GITCTGGCGAACAGT TTTGTTGATCTAACTATTCGAGT TTAGGGI TAAGC- ATAGTGGGG 429
GITCTGECGAGCAGI TTTGTTGATTTAACTGT TGAGGT TTAGGGCTAAGCAATAGTGGGG 452

TATCTAATCCCAGITTG 446
TATCTAATCCCAGITTG 469

>dbj | AV735162. 1| AV735162 AV735162 cdA Honmp sapi ens cDNA cl one cdAAYBl11l 5'.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE175368. 1| BE175368 RCA- HT0578- 090300- 011-e10 HT0578 Honmp sapi ens cDNA

Length = 530

444 bits (231), Expect = e-122
Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

446
65

386
125

326
185

266
245

207
305

148
365

88
421

28
481

CAAACTGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGT GCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCT GECGEGEECTTC

ATATCCCT CTAAAGGAGCCTGI TCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECT CAAGCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
GATTTGGCAGTAAACT GAGAGTANAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCGCCCGTCACCCTC 496

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 556

444 bits (231), Expect = e-122
Identities = 371/431 (86%, Gaps = 6/431 (1%
Strand = Plus / M nus

446
125

386
185

326
245

266
305

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGECAGTGCTTT
AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCGEECEGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10852707&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08638097&dopt=GenBank

BLAST Search Results

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCEG TA
Sbjct: 365 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGCCTA

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 425 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 481 GATTTAGCAGIAAACT GAGAGTAGAGICCTTAGT TGAACAGEGECCCTGAAGCGCGTACAC

Query: 28  ACCGOCCGTCA 18
Shjct: 541 ACCGOCCGICA 551

>dbj | AV716721. 1| AV716721 AV716721 DCB Honmb sapi ens cDNA cl one DCBBXAO08 5'.

Length = 592

Score = 442 bits (230), Expect = e-121
Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 65 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTCCTTT
Shjct: 125 AACTGCCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECEEGEECTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 185 ATATCCCTCTAGAGGAGCCTGITCCGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGT AAGCAGA
Sbjct: 245 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGTTTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGCCECTCAAGEAG
Sbjct: 365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88  GATTTAGCAATAAATTGAGAGCAGAGTGI TTAATTGAATGAGGCCATGAAGCACCCACAC
Sbjct: 421 GATTTACCAGTAAACTAACGAGTAGAGT CCTTAGI TGAACAGECCCCTGAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCTC 13
Sbjct: 481 ACCGCCCGTCACTCTC 496

>dbj | AV714571. 1| AV714571 AV714571 DCB Honb sapi ens cDNA cl one DCBBM309 5'.

Length = 561
Score = 442 bits (230), Expect = e-121

Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 87 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCCCAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 147 AACTCCTCGCCAGAACACT ACGAGCCACACGT GGAAACT CAAAGGACCTGECGGICCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10813873&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10796088&dopt=GenBank

BLAST Search Results
Shj ct: 207 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCCACAGAGTAAGCAGA
Sbjct: 267 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTACAAAGT AAGCCCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 327 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 387 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 443 GATTTAGCCAGTAAACTAAGAGTAGAGT CCTTAGT TGAACAGECCCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGICACCCIC 13
Sbjct: 5083 ACCGCCCGICACCCTC 518

>dbj | AV708821. 1| AV708821 AV708821 ADC Honb sapi ens cDNA cl one ADCAQC04 5'.
Length = 670

Score = 442 bits (230), Expect = e-121
Identities = 373/435 (85%, Gaps = 6/435 (1%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGTTAGATCAACAA
Shjct: 122 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTGCTTT
Shjct: 182 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGCECEGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 242 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA
Shjct: 302 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Shjct: 362 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA

Query: 148 CGTTTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGECCTCAAGEAG
Sbjct: 422 CATTTTCTAC CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGET G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
Sbjct: 478 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEECCCT GAAGCGCGTACAC

Query: 28  ACCGCCCGTCACCCT 14
Sbjct: 538 ANCCGCCGICACCCT 552

>gb| BE184961. 1| BE184961 MR1- HT0707- 100500- 002- cO7 HT0707 Honp sapi ens cDNA.
Length = 693

Score = 442 bits (230), Expect = e-121
Identities = 370/430 (86%, Gaps = 6/430 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 158 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10726086&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664145&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

386
218

326
278

266
338

207
398

148
458

88
514

28
574

AACT GT TCCCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGECAGT GCTTT
AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGTAACCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCEG TA
AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAAGCCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACGCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

ACCGECCCGTC 19
ACCCGCCGTC 583

>gb| BE184959. 1| BE184959 MR1- HT0707- 100500- 002- cO5 HT0707 Honp sapi ens cDNA.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184897. 1| BE184897 MR1- HTO0707- 100500- 001- e06 HT0707 Honmo sapi ens cDNA.

Length = 654

442 bits (230), Expect = e-121
Identities = 377/438 (86%, Gaps = 8/438 (1%
Strand = Plus / M nus

446
154

386
214

328
274

268
334

209
394

150
454

90
510

30
570

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCTCAACAGT TAAATCAACAA

AACTGTTCGCC- - AGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGGCAGT GCT
AACT GCT CGCCCAAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCT GECGGT GCT

TTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCT
TCATATCCCTCTAGAGGAGCCT GT TCTGT AAT CGATAAACCCCGATCAACCT CACCACCT

CTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCA
CTTGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCG

GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
CAAGT ACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGEC

TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGS
TACATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGG

AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCAC
TGGATTTAGCAGT AAACT GAGAGT AGAGT GCTTAGT TGAACAGGGECCCTGAAGCGCGTAC

ACACCGCCCGICACCCTC 13
ACACCGCCCGTCACCCTC 587

Score =

Length = 656

442 bits (230), Expect = e-121
Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

http://169.237.78.119/Claw/est.html (25 of 31) [4/27/2003 10:26:21 AM]

327
277

267
337

208
397

149
457

89
513

29
573

387
213

329
273

269
333

210
393

151
453

91
509

31
569


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664143&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664081&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184952. 1| BE184952 MR1- HT0707- 100500- 002- a06 HT0707 Honp sapi ens cDNA.

446
115

386
175

326
235

266
295

207
355

148
415

88
471

28
531

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGCCCTTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGT GCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGCCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

CGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGEECTCAAGCEAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACCCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCTGAAGCGCGTACAC

ACCGCCCGTCACCCTC 13
ACCCGCCGTCAACCTC 546

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 697

440 bits (229), Expect = e-121
Identities = 376/437 (86%, Gaps = 7/437 (1%
Strand = Plus / Plus

13
115

73
175

132
232

191
291

250
351

310
411

370
471

430
531

GAGGGT GACGGEECGGTGT GTGCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACGGEGECGGT GT GTACGCGCT TCAGGECCCTGI TCAACTAAGCACTCTACTCTC

AATTTATTG CTAAATCCTCCTTGAGCCCT TAGATTTCATAACCGT TGTCCCGAGATTTT
AGTTTACTCGCTAAATCCACCT TCGACCCTTAAGT TTCATAAGCCECTATCGT- - - AGTTT

TCTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGGCTACACCTTGACCTAAC
TCTGCGG GTAGAAAATGTAGCCCATTTCT TGCCACCT CATGGGCTACACCTTGACCTAAC

GITTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTC- CAGGGT TTGCTGAAGATGGA
GICTTTACGTGGGTACTTGCGCTTACTTTGTAGCCT TCATCAGGGT TTGCTGAAGATGEC

GGTATATAGGCT GGCCAAGAGGT GGTGAGGTAAATTGGGGT TTATCGAT TATAGAACAGG
GGTATATAGGCT GAGCAAGAGGT GGTGAGGT TGATCGGGGT TTATCGAT TACAGAACAGG

CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAG
CTCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGAGT TTTAAGCTGITGGCTCGTAG

TGITCTGGCGAACAGTI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGG
TGTTCTGCCGAGCAGT TTTGT TGATTTAACT GT TGAGGT TAAGGGCTAAGCATAGT GEGG

TATCTAATCCCAGITTG 446
TATCTAATCCCAGITTG 547

>gb| BE184940. 1| BE184940 MR1- HT0707-100500- 002-f 08 HTO0707 Honb sapi ens CcDNA.

Length = 711
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08664136&dopt=GenBank
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BLAST Search Results

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184922. 1| BE184922 NMR1- HT0707- 100500- 002- b0O8 HT0707 Honb sapi ens CDNA.

435 bits (226), Expect = e-119
Identities = 375/437 (85%, Gaps = 7/437 (1%
Strand = Plus / M nus

446
160

386
220

326
280

266
340

207
400

148
460

89
516

29
576

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGCGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGEE CTCAAGCEA
CATTTTCTAC- CCCAGAAAACT- - - ACCGATAGCCCT TATGAAACT TAAGGGT CGAAGEGT

GGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACCCACA
GGATTTAGCAGTAAACT GAGAGT AGAGT CCTTAGT TGAACAGGEGEGCCT GAAGCGCGTACA

CACCGCCCGICACCCTC 13
CACCGGCCGTCACCCTC 592

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:

Length = 723

435 bits (226), Expect = e-119
ldentities = 375/437 (85%, Gaps = 7/437 (1%
Strand = Plus / M nus

446
161

386
221

326
281

266
341

207
401

149
461

89
517

29

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCCTTT
AACT GCTCGCCAGAACACTACGAGCCACAGCTTAAAACT CAAAGGACCTGECGGTCCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

TGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGTAACCAGA
TGCTCAGCCTATATACCGCCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGTCAAGGT GTAG- CCCATGAGGT GGCAAGAAATGCEG T
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCCAT GAGGT GGCAAGAAAT GECECT

ACGTITTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGECECTCAAGCGA
ACATTTTCTAC- CCCAGAAAACT - - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGGT

GGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAAT TGAAT GAGGCCAT GAAGCACCGCACA
GGATTTAGCAGTAAACT GAGAGT AGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACA

CACCGCCCGITCACCCTC 13
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BLAST Search Results

Shj ct:

577

CACCCGCCGTCAACCTC 593

>dbj | AV756962. 1| AV756962 AV756962 BM Honb sapi ens cDNA cl one BMFALC11 5'.

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| BE184955. 1| BE184955 MR1- HT0707- 100500- 002- b06 HT0707 Honp sapi ens cDNA.

Length = 573

433 bits (225), Expect = e-118
Identities = 367/428 (85%, Gaps = 6/428 (1%
Strand = Plus / M nus

446
136

386
196

326
256

266
316

207
376

148
436

88
492

28
552

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTGCTTT
AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
TGCTCAGCCTATATACCGGCATCT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT GGG TA
AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECECTCAACCAG
CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGTCGAAGGT G

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

ACCECCCG 21
ACCCGCCG 559

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 631

433 bits (225), Expect = e-118
Identities = 377/438 (86%, Gaps = 8/438 (1%
Strand = Plus / Plus

13
117

73
177

132
234

191
293

250
353

310
413

GAGGGT GACGGEECGGT GT GTGCGT GCTTCATGECCTCAT TCAATTAAACACTCTGCTCTC
GAGGGT GACGGEGECGGET GT GTACGCGCT TCAGGECCCTGI TCAACTAAGCACTCTACTCTC

AATTTATTG CTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTT
AGTTTACTCGCTAAATCCACCT TCGACCCTTAAGT TTCATAAGECECTATCGT- - - AGTTT

TCTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGGCTACACCTTGACCTAAC
TCTGCGG GTAGAAAATGTAGCCCATTTCT TGCCACCT CATGGGCTACACCTTGACCTAAC

GITTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTC- CAGGGT TTGCTGAAGATGCGA
GICTTTACGTGGGTACTTGCGCTTACTTTGTAGCCT TCATCAGGGT TTGCTGAAGATGEC

GGTATATAGGCT GGCECAAGAGGT GGTGAGGTAAATTGGGGT TTATCGAT TATAGAACAGG
GGTATATAGGCT GAGCAAGAGGT GGTGAGGT TGATCGGGGT TTATCGAT TACAGAACAGG

CTCCTTTAGAGGGATATAAAGCACTGCCA- AGTCCTTTGAGI TTTAAGCTGT TGCTTGTA
CTCCTCTAGAGGGATATGAAGCACCGCCAGGEGTCCTTTGAGT TTTAAGCTGTGECTCGTA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10914810&dopt=GenBank
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BLAST Search Results
Query: 369 GIGITCTGGCGAACAGITTTGITGATCTAACTATTCGAGI TTAGGGT TAAGCATAGT GGG
Shj ct: 473 GIGITCTGGCGAGCAGITTTGITGATTTAACTGI TGAGGT TTAGGGCTAAGCATAGT GGG

Query: 429 GIATCTAATCCCAGITTG 446
Sbjct: 533 GIATCTAATCCCAGITTG 550

>gb| AW264289. 1| AW264289 xq97g05. x1 NCI _CGAP_Brn53 Hono sapi ens cDNA cl one
| MAGE: 2758616 3'.
Length = 489

Score = 433 bits (225), Expect = e-118
Identities = 363/422 (86%, Gaps = 6/422 (1%
Strand = Plus / Plus

Query: 27 GIGTGTGCGT GCTTCATGGCCTCATTCAATTAAACACTCTGCTCTCAATTTATTGCTAAA
Shjct: 2 GI'GTGTACGCCGCT TCAGGGECCCTGT TCAACTAAGCACTCTACTCTCAGT TTACTGCTAAA

Query: 87 TCCTCCTTGAGCCCTTAGAT TTCATAACGGT TGT CCCGAGATTTTTCTGTGTGTAGAAAA
Sbjct: 62 TCCACCTTCGACCCTTAAGI TTCATAAGECECTATCGT- - - AGT TTTCTGGE GTAGAAAA

Query: 147 CGTA- CCCATTTCTTGCCACCTCATGGEGCTACACCTTGACCTAACGITTTTATGTAGATA
Shjct: 118 TGTAGCCCATTTCTTGCCACCTCATGGEGCTACACCTTGACCTAACGTCTTTACGTGGEGTA

Query: 206 CITCTGCTTACTCTGIGECCTTTC CAGCGTTTGCTGAAGATGCAGGTATATAGECT GGG
Sbjct: 178 CITGCCCTTACTTTGIAGCCTTCATCAGGEGT TTGCTGAAGAT GECCGTATATAGCCTGAG

Query: 265 CAAGAGGTGGTGAGGTAAATTGCEGT TTATCGATTATAGAACAGCCTCCTTTAGAGGGAT
Sbjct: 238 CAAGAGGTGGTGAGGT TGATCGGGGT TTATCGAT TACAGAACAGCCT CCTCTAGAGCGAT

Query: 325 ATAAAGCACTGCCAAGICCTTTGAGITTTAAGCTGITCCTTGTAGIGI TCTGECGAACAG
Sbjct: 298 ATGAAGCACCGCCAGGTCCTTTGAGTTTTAAGCTGTGECTCGTAGT GT TCTGGECGAGCAG

Query: 385 TTTTGITGATCTAACTATTCGAGT TTAGGGTTAAGCATAGI GGGGTATCTAATCCCAGIT
Shjct: 358 TTTTGITGATTTAACTGTTGAGGTTTAGGCCCTAAGCATAGTGGGGTATCTAATCCCAGTIT

Query: 445 TG 446
Sbjct: 418 TG 419

>gb| BMB41018. 1| BMB41018 K- EST0118186 S12SNU216 Hono sapi ens cDNA cl one
S12SNU216- 49-C02 5'.
Length = 508

Score = 431 bits (224), Expect = e-118
Identities = 362/421 (85%, Gaps = 6/421 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Shbjct: 92 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICGCTTT
Sbjct: 152 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 212 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Shjct: 272 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06641031&dopt=GenBank
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BLAST Search Results

Query: 207 AGTATCTACATAAAAACGTTAGGT CAAGGTGTAGCCCATGAGGT GGCAAGAAATECG TA 149
Sbjct: 332 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCCAAGAAATGGCCTA 391

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGCECTCAAGGAG 89
Sbjct: 392 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGTG 447

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACGCACAC 29
Sbjct: 448 GATTTAGCAGIAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGECCCTGAAGCGCGTACAC 507

Query: 28 A 28
Sbjct: 508 A 508

>gb| BMB33760. 1| BMB33760 K- EST0108602 S11SNU1 Honmp sapi ens cDNA cl one S11SNUL-57- A04
5'.

Length = 540

Score = 431 bits (224), Expect = e-118
ldentities = 362/421 (85%, Gaps = 6/421 (1%
Strand = Plus / M nus

Query: 446 CAAACTCCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Sbjct: 124 CAAACTGGCGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGTTAAATCAACAA 183

Query: 386 AACTGITCGECCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTCCTTT 327
Shjct: 184 AACTGCTCGCCAGAACACTACGAGCCACAGCTTAAAACTCAAAGGACCTGCCCEGTCCTTC 243

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 244 ATATCCCTCTAGAGGAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT 303

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 304 TGCTCAGCCTATATACCACCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 363

Query: 207 AGTATCTACATAAAAACGTTAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEEG- TA 149
Shjct: 364 AGTACCCACGTAAAGACGT TAGGTCAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECTA 423

Query: 148 CGITTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGEECTCAAGGAG 89
Sbjct: 424 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGCGTCGAAGGTG 479

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACGCACAC 29
Sbjct: 480 GATTTAGCCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGECCCCTGAAGCGCGTACAC 539

Query: 28 A 28
Sbjct: 540 A 540

Dat abase: Dat abase of GenBank+EMBL+DDBJ sequences from EST Divi si ons
Posted date: Apr 10, 2003 8:11 PM

Number of letters in database: 5,207,507, 767

Nurmber of sequences in database: 11,001, 213

Dat abase: db/est.01

Posted date: Apr 10, 2003 9:16 PM
Nunber of letters in database: 2,928, 888, 640
Nurmber of sequences in database: 5,227,370

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H
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BLAST Search Results

1.33

0.621 1.12

Matrix: blastn matrix:1 -2
Gap Penalties: Existence: 5, Extension: 2

Nunber of
Nunmber of
Nunber of
Nunber of
Number of
Nunber of
Nunber of
Nunber of
Nunmber of
 engt h of
| engt h of
effective
effective
effective
effective
effective
T: O

A O

X1: 6 (11.

Hts to DB: 1,779,872

Sequences: 16228583

extensi ons: 1779872

successful extensions: 506203

sequences better than 10.0: 3345

HSP's better than 10.0 without gapping: 3307
HSP' s successfully gapped in prelimtest: 38
HSP's that attenpted gapping in prelimtest: 499351
HSP' s gapped (non-prelim: 4847

query: 462

dat abase: 8, 136, 396, 407

HSP | ength: 24

| ength of query: 438

| engt h of database: 7,746,910, 415

search space: 3393146761770

search space used: 3393146761770

5 bits)

X2: 15 (28.8 bits)
S1: 12 (23.8 bits)
S2: 20 (39.1 bits)
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BLAST Search Results

BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Genone Survey Sequence, includes single-pass genomc
data, exon-trapped sequences, and Al u PCR sequences.
4,951, 493 sequences; 2,825,176,892 total letters

Query= CS63wi n
(462 letters)

Distribution of 36 Blast Hits on the Query Sequence

IMwwwamwwmmmmwwm&Wmeww@mms I

Color Key for Alignment Scores
1clld_
0 hi 100 150 200 250 300 350 d400 450
Scor e E
Sequences produci ng significant alignments: (bits) Value
gb| BH273593. 1| BH273593 CH230-23J3. TJ CHORI - 230 Segnent 1 Ra... 350 3e-94
gb| BH271532. 1| BH271532 CH230- 13C21. TJ CHORI -230 Segnment 1 R. .. 35 3e-94
gb| BH315753. 1| BH315753 CH230- 12K3. TV CHORI - 230 Segnent 1 Ra... 44 2e-92
gb| BH297049. 1| BH297049 CH230-57F10. TJ CHORI -230 Segnment 1 R... 344 2e-92
gb| BZ091717. 1| BZ091717 CH230-220D10. TV CHORI -230 Segnent 1 ... 341 3e-91
gb| BH302011. 1| BH302011 CH230-58E9. TJ CHORI - 230 Segnent 1 Ra... 314 3e-83
gb| AZ340180. 1| AZ340180 1MD072J11F Mouse 10kb plasm d UUGCLIM .. 67 3e-69
gb| AZ694776. 1| AZ694776 PJB59BC Honol ogy PCR genom c fragnen. .. 185 2e-44
gb| AQ001206. 1| AQD01206 Cl T- HSP-2283G17. TR ClI T- HSP Honpo sapi. .. 12 le- 27
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BLAST Search Results

gb| AQD58869.

1| AQD58869

dbj | AG248854. 1| AG248854

gb| BZ489446.

1| BZ489446

gb| BZ453161.

1| BZ453161

dbj | AG&238677. 1| A&238677

gb| BZ271631.

1| B7271631

gb| BZ250368.

1| BZ250368

gb| BZ083706.

1| BZ083706

gb| BH668313.

1| BH668313

gb| BH651023.

1| BH651023

gb| BH520042.

1| BH520042

gb| BH502662.

1| BH502662

gb| BH480568.

1| BH480568

RPCl 11-42H16. TJ RPCl - 11 Hono sapi ens. ..

AG248854 genonmic TAC library Lotus ...
BOOAB75TF BO 1.6_2 KB tot Brassica o...
BONES19TR BO 1.6 2 KB tot Brassica o...

AG238677 genomic TAC library Lotus ...
CH230- 459H7. TJ CHORI - 230 Segnent 2 R ..
CH230- 353016. TV CHORI - 230 Segnent 2 ...
| kx95b03. g1 B. ol eracea002 Brassica o. ..
BO 2 3 KB Brassica ol erace. ..
BO 2 3 KB Brassica ol erace. ..
BOHQ Brassica ol eracea gen. ..
BOGR Brassi ca ol eracea gen...
BOHN Brassi ca ol eracea gen...

BOVHR37TF
BOHUY63TF
BOHQH71TF
BOGRMBLTF
BOHNO7 1 TF

[EEN
N

enb| AL342173. 1| AL342173 COAA029CB01Cl1 A Tetraodon nigroviri. ..
enb| AL329206. 1| AL329206 COAAO08CGED5A1 A Tetraodon nigroviri. ..
enb| AL268860. 1| AL268860 COBQ)72BFO9LP1 G Tetraodon nigrovir. ..
gb| B76831. 1| B76831 T26K8TR TAMJ Ar abi dopsi s thaliana genom ...

gb| BZ422195.

1| BZ422195

gb| BH681230.

1| BH681230

gb| BH552315.

1| BH552315

gb| BH497158.

1| BH497158

gb| BH256248.

1| BH256248

i d50g07. b1 WGS- Shi col or F (DH5a net hy. ..
BOHYT79TR BO 2 3 KB Brassica ol erace. ..
BOHPBOTR BOHP Brassi ca ol eracea gen. ..
BOGZJ39TF BO&Z Brassica ol eracea gen. ..

LDH1OMCRO50001A06f Mcr

BC methy filt...

dbj | AGD64208. 1| AGD64208
gb| A7818826. 1| AZ818826
gb| AZ505406. 1| AZ505406
gb| AZ133391. 1| AZ133391
gb| AQ270654. 1| AQR70654

AG64208 PTB Chi npanzee Male BAC Li. ..
2MD089C06F Mouse 10kb plasm d UUGCIM ..
1MD345M24R Mouse 10kb plasni d UUGCIM ..
OSJNBb0108LO6f CUA Rice BAC Library...
HS 2047 Bl _GLO_MR CI' T Approved Hunan. ..

NN NNNNNMNN [N O O[O O 0[O O O O KO O IO O O 0O W
NNNNNNNNNNNNNNNNNNNNNNNNNNO

AP OOOOOOOOOOOOOOODO

>gb| BH273593. 1| BH273593 CH230-23J3. TJ CHORI - 230 Segnent 1 Rattus norvegi cus genomnic

cl one
CH230- 23J3.
Length = 830
Score = 350 bits (182), Expect = 3e-94
Identities = 360/439 (82%, Gaps = 7/439 (1%

Strand = Plus / Pl us

Query: 13 GAGGGT GACGGECGGT GTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72

Shjct: 129 GAGGGTGACCEECEGTGTGIGCGTACTTCATTGCTCTATTCAATTAAGCTCTCTATTCTT 188
Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT 132
Sbjct: 189 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 246
Query: 133 CITGIGIGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Sbjct: 247 CTCGCAAAAGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 306
Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTCCAGEGT TTCCTGAAGATCCACG 251
Sbjct: 307 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGSGTTTGCTGAAGATGECES 366
Query: 252 TATATACCCTCG - - - GCCAAGAGGTGGTGAGGTAAATTGGEEGT TTATCGATTATAGAACA 307
Shjct: 367 TATATAGECTGAATTAGCGAGAACGEGTAAGGTATAACCCCGTTTATCCGATTATAGAACA 426
Query: 308 GCCTCCTTTAGAGECATATAAACCACTGCCCAAGTCCTTTGAGITTTAACCTGITGCTTGT 367
Sbjct: 427 GCCCTCCTCTAGATGCATATAAAGTACCGCCAAGTCCTTTGAGTTTTAAGCTGTACCTAGT 486
Query: 368 AGIGITCTGECGAACAGI TTTGITGATCTAACTATTCGAGI TTAGEGTTAAGCATAGTCG 427
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03360595&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26648619&dopt=GenBank
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26727858&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26549514&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23990495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23911623&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23712619&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18728696&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18708957&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17728127&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17710759&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17688672&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08235931&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08222828&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07990725&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02773470&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26370244&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18751673&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17804095&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17705262&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17151141&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16616010&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12988734&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10686638&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08212220&dopt=GenBank
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BLAST Search Results
Shj ct: 487 AGITCICTGECAAATAATTTTGTACGTITTAATTATTAAGGT TTAGECECTAAGCATAGIGSE 546

Query: 428 CGTATCTAATCCCAGITTG 446
Sbjct: 547 GGTATCTAATCCCAGITTG 565

>gb| BH271532. 1| BH271532 CH230- 13C21. TJ CHORI - 230 Segment 1 Rattus norvegi cus genomni c
cl one
CH230- 13C21.
Length = 848

Score = 350 bits (182), Expect = 3e-94
Identities = 360/439 (82%, Gaps = 7/439 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 155 GAGGGTIGACCCECGETGIGICCGTACTTCATTCCTCTATTCAATTAAGCTCTCTATTCTT 214

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACGGT TGTCCCGAGATTTTT 132
Sbjct: 215 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 272

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Sbjct: 273 CTCGCAAAAGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 332

Query: 192 TTTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTCCAGEGTI TTCCTGAAGATCEAGG 251
Sbjct: 333 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGEGTTTGCTGAAGATGECEE 392

Query: 252 TATATAGECTCG - - - GCAAGAGGT GGTGAGGTAAATTGCECGT TTATCGATTATAGAACA 307
Sbjct: 393 TATATAGGECTGAATTAGCGAGAACGEGTAAGGTATAACGCCGT TTATCGATTATAGAACA 452

Query: 308 GCCTCCTTTAGAGCGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGT 367
Shjct: 453 GGCTCCTCTAGATGGATATAAAGTACCGCCAAGTCCTTTGAGITTTAAGCTGTAGCTAGT 512

Query: 368 AGIGITCTGECGAACAGITTTGITCGATCTAACTATTCGAGI TTAGEGTTAAGCATAGTIGG 427
Sbjct: 513 AGITCTCTGCCAAATAATTTTGTACGITTAATTATTAAGGT TTAGCECTAAGCATAGTIGS 572

Query: 428 CGTATCTAATCCCAGITTG 446
Sbjct: 573 GGTATCTAATCCCAGITTG 591

>gb| BH315753. 1| BH315753 CH230- 12K3. TV CHORI - 230 Segnent 1 Rattus norvegi cus genomic
cl one

CH230- 12K3.
Length = 846

Score = 344 bits (179), Expect = 2e-92
Identities = 359/439 (81%, Gaps = 7/439 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GTGTGCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 129 GAGGGTIGACCEECGEETGIGICCGTACTTCATTCCTCTATTCAATTAAGTITCTCTATTCTT 188

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACGGT TGTCCCGAGATTTTT 132
Sbjct: 189 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 246

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Sbjct: 247 CTCGGAAAAGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 306

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTCCAGEGTI TTCCTGAAGATCCAGG 251
Sbjct: 307 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGEGT TTGCTGAAGATGECES 366
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BLAST Search Results

Query: 252 TATATACCCTCG - - - GCAAGAGETGGTGAGGTAAATTGECGTTTATCGATTATAGAACA 307
Shjct: 367 TATATAGECTGAATTAGCGAGAACGEGTAAGGTATAACCCGGT TTATCGATTATAGAACA 426

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGT 367
Shjct: 427 GGCTCCTCTAGATGGATATAAAGTACCGCCAAGTCCTTTGAGTTTTAAGCTGTACCTAGT 486

Query: 368 AGIGITCTGECGAACAGTI TTTGITGATCTAACTATTCGAGI TTAGGGTTAAGCATAGTCG 427
Sbjct: 487 AGITCTICTGCCAAATAATTTTGTACGTTTAATTATTAAGGT TTAGCCCTAAGCATAGICG 546

Query: 428 CGTATCTAATCCCAGITTG 446
Shjct: 547 GGTATCTAATCCCAGITTG 565

>gb| BH297049. 1| BH297049 CH230-57F10. TJ CHORI - 230 Segment 1 Rattus norvegi cus genonic
cl one

CH230- 57F10.
Length = 786

Score = 344 bits (179), Expect = 2e-92
Identities = 359/439 (81%, Gaps = 7/439 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEGECGGET GTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 156 GAGGGTGACCCECGETIGTGICCGTACTTCATTGCTCTATTCTATTAAGCTCTCTATTCTT 215

Query: 73  AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCCCGAGATTTTT 132
Shjct: 216 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 273

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Shjct: 274 CTCGCAAAAGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 333

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTCCAGEGTTTGCTGAAGATCEAGG 251
Sbjct: 334 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGEGTTTGCTGAAGATGECEE 393

Query: 252 TATATACCCTCG - - - GCAAGAGETGGTGAGGTAAATTGEEGTTTATCGATTATAGAACA 307
Shjct: 394 TATATAGECTGAATTAGCGAGAACGEGTAAGGTATAACCCGGT TTATCCGATTATAGAACA 453

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGT 367
Shjct: 454 GGCTCCTCTAGATGGATATAAAGTACCGCCAAGTCCTTTGAGTTTTAAGCTGTACCTAGT 513

Query: 368 AGIGITCTGECGAACAGTI TTTGITGATCTAACTATTCGAGI TTAGGGTTAAGCATAGTCG 427
Sbjct: 514 AGITCTCTGCCAAATAATTTTGTACGITTAATTATTAAGGT TTAGCECTAAGCATAGTGS 573

Query: 428 CGIATCTAATCCCAGTTTG 446
Shjct: 574 CGIATCTAATCCCAGITTG 592

>gb| BZ091717. 1| BZ091717 CH230-220D10. TV CHORI - 230 Segnent 1 Rattus norvegi cus genomic
cl one

CH230- 220D10.
Length = 816

Score = 341 bits (177), Expect = 3e-91

Identities = 360/439 (82%, Gaps = 8/439 (1%
Strand = Plus / Plus

Query: 13 GAGGEGT GACGGEECGGT GT GTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 152 GAGGGTIGACCEECEETGTGIGCGTACTTCATTGCTCTATTCAATTAAGCTCTCTATTCTT 211
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BLAST Search Results

Query: 73  AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGICCCGAGATTTTT 132
Shjct: 212 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 269

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Sbjct: 270 CTCGCAAAACGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 329

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTCCAGEGTTTGCTGAAGATCEAGG 251
Sbjct: 330 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGEGTTTGCTGAAGATGECGS 389

Query: 252 TATATACCCTCG - - - GCAAGAGETGGTGAGGTAAATTGECGTTTATCGATTATAGAACA 307
Shjct: 390 TATATAGECTGAATTAGCGAGAACGEGTAAGGTATAACGCCGT TTATCGATTATAGAACA 449

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGT 367
Shjct: 450 GGCTCCTCTAGATGCGATATAAAGTACCGCCAAGTCCTTTGAGTTTTAAGCTGTACGCTAGT 509

Query: 368 AGIGITCTGECGAACAGTITTTGITGATCTAACTATTCGAGI TTAGGGTTAAGCATAGTCG 427
Sbjct: 510 AGITCTCTGCCAAATA- TTTTGTACGTTTAATTATTAAGGT TTAGCCCTAAGCATAGICG 568

Query: 428 CGTATCTAATCCCAGITTG 446
Shjct: 569 CGTATCTAATCCCAGITTG 587

>gb| BH302011. 1| BH302011 CH230-58E9. TJ CHORI - 230 Segnent 1 Rattus norvegi cus genonic
cl one
CH230- 58E9.
Length = 606

Score = 314 bits (163), Expect = 3e-83
ldentities = 349/432 (80%, Gaps = 7/432 (1%
Strand = Plus / Plus

Query: 13 GAGGEGT GACGGEECGGT GTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 109 GAGGGTGACCCECGETIGTGICCGTACTTCATTECTCTATTTAATTAAGCTCTCTATTCTT 168

Query: 73  AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCCCGAGATTTTT 132
Shjct: 169 AATTTACTACTAAATCCTCCTTTGICCTTTAG TTTCATAAAGCGITTCGTAATGITCT- 226

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Shjct: 227 CTCGCAAAAGAAAATGTAGCCCATTTCTTTCCGCTTCATTGECTACACCTTGACCTAACG 286

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGECCTTTCCAGEGTTTGCTGAAGATCEAGG 251
Sbjct: 287 TTTTTATGITTGITCTTGICCTTACTTTAGTGCCTTTTTAGEGTTTGCTGAAGATGECEE 346

Query: 252 TATATACCCTCG - - - GCAAGAGETGGTGAGGTAAATTGECGTTTATCGATTATAGAACA 307
Shjct: 347 TATATAGECT GAATTAGCGAGAACGEGTAAGGTATAACCCCGT TTATCCGATTATAGAACA 406

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGT 367
Sbjct: 407 GGCTCCTCTAGATGCATATAAAGTACCECCAAGTCCTTTGAGTTTTAAGCTGTACCTAGT 466

Query: 368 AGIGITCTGECGAACAGTITTTGITGATCTAACTATTCGAGI TTAGGGTTAAGCATAGICG 427
Sbjct: 467 AGITCTCTGCCATATAATTTTGIAGGCTTAATTATTAACGT TTAGCCCTAAGCATACTCG 526

Query: 428 GGTATCTAATCC 439
Sbjct: 527 CGGTATCTAATCC 538

>gb| AZ340180. 1| AZ340180 1MD072J11F Mouse 10kb plasm d UUGCIM |ibrary Mis nuscul us
genomi ¢

cl one UUGCIMD072J11 F.
Length = 726
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17214419&dopt=GenBank
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BLAST Search Results

Score = 267 bits (139), Expect = 3e-69
Identities = 315/386 (81%, Gaps = 12/386 (3%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 341 GAGGGTIGACCCECGEGETGIGICCGTACTTCATTCCTCAATTCAATTAAGCTCTCTATTCTT 400

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACGGT TGTCCCGAGATTTTT 132
Sbjct: 401 AATTTACTACTAAATCCTCCTTAGICCTTTAG TTTCATAAAGCGTATAGTAATGITCTT 459

Query: 133 CIGIGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGEECTACACCTTGACCTAACG 191
Shjct: 460 TTATA--- AGAAAATGTAGCCCATTTCTTCCCATTTCATTGGECTACACCTTGACCTAACG 516

Query: 192 TTTTTATGIA- GATACTTCTGCTTACTCTGTGGCCTTTCCAGEGT TTGCTGAAGATGGAG 250
Sbjct: 517 TTTTTATGITTGATTCTTTTGCTTACTTTAATACCTTTTTAGEGT TTGCTGAAGATGECG 576

Query: 251 GTATATAGGCTGG - - - GCAAGAGGT GGTGAGGTAAATTGGG GTTTATCGATTATAGAA 305
Sbjct: 577 GIATATAGGCTGAATTAGCAAGACATGGTGAGGTANAGCCEENGI TTATCGATTATAGAA 636

Query: 306 CAGCCTCCTTTAGAGECGATATAAACCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTT 365
Sbjct: 637 CAGGCTCCTCTAGATGGATATAAAGTACCGCCAAGTCCTTTGAGITTTAAGCTATGGCTA 696

Query: 366 GIAGIGITCTGECGAACAGITTTGIT 391
Sbjct: 697 GIAGITCICIGEC- AATAGITTTGIT 721

>gb| AZ694776. 1| AZ694776 PJIB59BC Honol ogy PCR genonic fragnments of Vittaforma corneae

Vittaforma corneae genomic.
Length = 585

Score = 185 bits (96), Expect = 2e-44
Identities = 151/176 (85%, Gaps = 1/176 (0%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGI TAGATCAACAA 387
Shjct: 368 CAAACTGEGATTAGATACCCCACTATGCTTAGCCCTAAACTTTGATAATTTCAT- AACAA 426

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGECAGTCCTTT - 327
Sbjct: 427 AATTATTCGCCAGAGAACTACAAGCCAAACCTTAAAACTCAAAGCACTTCCCGGICGCTTT 486

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Sbjct: 487 ATACCCACCTAGAGGAGCCTGITCCGTAATCCGATAAACCCCGATAAACCTTACCAC 542

>gb| AQD01206. 1] AQD01206 Cl T- HSP-2283GLl7. TR Cl T- HSP Honp sapi ens genonic cl one
2283Gl7.

Length = 669
Score = 129 bits (67), Expect = le-27

Identities = 91/103 (88%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Shjct: 567 CAAACTTGGATTAGATACACCACTATGCTTAGCCCTAAACTCTAATAGTITATATTAACAA 626

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAA 344
Sbjct: 627 AACCATTCACCAGAGTACCACAAGCAACAGCTTAAAACTCAAA 669
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BLAST Search Results

>gb| AQD58869. 1| AQD58869 RPCl 11-42H16. TJ RPCl -11 Hono sapi ens genonic cl one
RPCI - 11- 42H16.
Length = 643

Score = 43.0 bits (22), Expect = 0.14
Identities = 22/22 (100%
Strand = Plus / M nus

Query: 446 CAAACTGCCGATTAGATACCCCA 425
Sbjct: 488 CAAACTGEGATTAGATACCCCA 509

>dbj | AG248854. 1| AGQ248854 AG248854 genonic TAC library Lotus japoni cus genom c cl one
Lj T23n18_sfi .
Length = 474

Score = 39.1 bits (20), Expect = 2.0
ldentities = 22/23 (95%
Strand = Plus / M nus

Query: 80 AATAAATTGAGAGCAGAGIGITT 58
Shjct: 367 AATAAATTGAGAGCAGAGTATTT 389

>gb| BZ489446. 1| BZ489446 BOOAB75TF BO_1.6_2 KB tot Brassica ol eracea genomn c cl one
BOOAB75.

Length = 817

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGTTAACCATAGTIGEGGTATCTAATCCCA 441
Shjct: 769 GITTACGECTAAGACTACTGEGEGTATCTAATCCCA 803

>gb| BZ453161. 1| BZ453161 BONES19TR BO 1.6_2 KB tot Brassica ol eracea genomi c cl one
BONES19.

Length = 659

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / M nus

Query: 441 TGGEGATTAGATACCCCACTATGCTTAACCCTAAAC 407
Sbjct: 346 TGEGATTAGATACCCCAGIAGICCTAACCGTAAAC 380

>dbj | AGR238677. 1| AG238677 AG238677 genomic TAC library Lotus japoni cus genonic clone
Lj T02n15_sfi .
Length = 433

Score = 39.1 bits (20), Expect = 2.0
Identities = 22/23 (95%
Strand = Plus / M nus
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BLAST Search Results

Query: 80 AATAAATTGAGAGCAGAGIGITT 58
Shjct: 311 AATAAATTGAGAGCAGAGTATTT 333

>gb| BZ271631. 1| BZ271631 CH230- 459H7. TJ CHORI - 230 Segment 2 Rattus norvegi cus genom c
cl one

CH230- 459H7.
Length = 842

Score = 39.1 bhits (20), Expect = 2.0
Identities = 36/44 (81%
Strand = Plus / Plus

Query: 13 GAGGGT GACGCEECGGTGT GTCCGTGCTTCATGECCTCATTCAAT - 56
Sbjct: 795 GAGGGTGACCEECCEGETCGECEAACTTCATTCGCTCTATTCAAT 838

>gb| BZ250368. 1| BZ250368 CH230- 353016. TV CHORI - 230 Segnent 2 Rattus norvegi cus genonic
cl one

CH230- 353016.
Length = 609

Score = 39.1 bits (20), Expect = 2.0
Identities = 26/29 (89%
Strand = Plus / M nus

Query: 335 CAGICCTTTATATCCCTCTAAAGEACGCCT 307
Sbjct: 318 CAGICCTTTATATACCTCAAAAAGAGCCT 346

>ghb| BZ083706. 1| BZ083706 | kx95b03. g1 B. ol eracea002 Brassi ca ol eracea genomnic
Length = 684

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGT TAACCATAGIGEGGTATCTAATCCCA 441
Sbjct: 481 GITTACGECTAAGACTACTGCEGEGTATCTAATCCCA 515

>gb| BH668313. 1| BH668313 BOVHR37TF BO 2_3 KB Brassica ol eracea genom ¢ cl one BOVHR37
Length = 539

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGT TAACCATAGIGEEGTATCTAATCCCA 441
Shjct: 491 GITTACGECTAAGACTACTCEGEGTATCTAATCCCA 525

>gb| BH651023. 1| BH651023 BOHUY63TF BO _2_3 KB Brassi ca ol eracea genom ¢ cl one BOHUY63.
Length = 352
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23990495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23911623&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23712619&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18728696&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18708957&dopt=GenBank

BLAST Search Results

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGT TAACCATAGIGGEGGTATCTAATCCCA 441
Sbjct: 318 GITTACGECTAAGACTACTCCGEGTATCTAATCCCA 352

>gb| BH520042. 1| BH520042 BOHQH71TF BOHQ Brassi ca ol eracea genom c cl one BOHQH71.
Length = 616

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGTTAACCATAGIGEGGTATCTAATCCCA 441
Sbjct: 577 GITTACGECTAAGACTACTCCGGTATCTAATCCCA 611

>gb| BH502662. 1| BH502662 BOGRMB1TF BOGR Brassi ca ol eracea genoni c cl one BOGRMB1.
Length = 802

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGTTAACCATAGIGEGGTATCTAATCCCA 441
Shjct: 722 GITTACGECTAAGACTACTGCCGEGTATCTAATCCCA 756

>gb| BH480568. 1| BH480568 BOHNO71TF BOHN Brassi ca ol eracea genoni ¢ cl one BOHNO71.
Length = 718

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / Plus

Query: 407 GITTAGEGT TAACCATAGIGEGGTATCTAATCCCA 441
Shjct: 643 GITTACGECTAAGACTACTCCGEGTATCTAATCCCA 677

>enb| AL342173. 1| AL342173 COAA029CB01C1 A Tetraodon nigroviridis genom c clone 029D01
T7.

Length = 1101

Score = 39.1 bits (20), Expect = 2.0
ldentities = 22/23 (95%
Strand = Plus / Plus

Query: 51 TTCAATTAAACACTCTCCTCTCA 73
Shjct: 645 TTCAATTAAGCACTCTGCTCTCA 667

>enb| AL329206. 1| AL329206 COAAO08CGED5A1 A Tetraodon nigroviridis genom c cl one 008NO9.
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17728127&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17710759&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17688672&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08235931&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08222828&dopt=GenBank

BLAST Search Results
Length = 1084
Score = 39.1 bits (20), Expect = 2.0

ldentities = 22/23 (95%
Strand = Plus / Plus

Query: 51 TTCAATTAAACACTCTCCTCTCA 73
Sbjct: 573 TTCAATTAAGCACTCTCGCTCTCA 595

>enb| AL268860. 1| AL268860 COBRO72BFO9LP1 G Tetraodon nigroviridis genom c cl one 072K18
T7.

Length = 909

Score = 39.1 bits (20), Expect = 2.0
ldentities = 22/23 (95%
Strand = Plus / Plus

Query: 51 TTCAATTAAACACTCTCCTCTCA 73
Sbjct: 567 TTCAATTAAGCACTCTGCTCTCA 589

>gb| B76831. 1| B76831 T26K8TR TAMJ Ar abi dopsi s thal i ana genonic cl one T26K8.
Length = 374

Score = 39.1 bits (20), Expect = 2.0
Identities = 30/35 (85%
Strand = Plus / M nus

Query: 441 TCGGECGATTAGATACCCCACTATGCTTAACCCTAAAC 407
Sbjct: 56 TGGGATTAGATACCCCAGTATTCCTATCCGTAAAC 90

>gb| BZ422195. 1| BZ422195 i d50g07. b1 WGS- Shi col or F (DHsa methyl filtered) Sorghum
bi col or

genom ¢ cl one id50g07 5'.
Length = 816

Score = 37.2 bits (19), Expect = 7.4
Identities = 23/25 (92%
Strand = Plus / Plus

Query: 310 CTCCTTTAGAGEGATATAAAGCACT 334
Sbjct: 709 CTCCGITTGAGCGATATAAAGCACT 733

>gb| BH681230. 1| BH681230 BCOHYT79TR BO_2_3 KB Brassi ca ol eracea genoni ¢ cl one BOHYT79.
Length = 790

Score = 37.2 bits (19), Expect = 7.4

Identities = 19/19 (100%
Strand = Plus / M nus

Query: 425 ACTATGCTTAACCCTAAAC 407
Sbjct: 644 ACTATGCTTAACCCTAAAC 662

http://169.237.78.119/Claw/gss.html (10 of 13) [4/27/2003 10:26:24 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07990725&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02773470&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26370244&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18751673&dopt=GenBank

BLAST Search Results

>gb| BH552315. 1| BH552315 BOHP(BOTR BOHP Brassi ca ol eracea genom c cl one BOHPQBO.
Length = 800

Score = 37.2 bits (19), Expect = 7.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 425 ACTATGCTTAACCCTAAAC 407
Sbjct: 93 ACTATGCTTAACCCTAAAC 111

>gb| BH497158. 1| BH497158 BO&GZJ39TF BO&Z Brassi ca ol eracea genomni c cl one BOGZJ39.
Length = 727

Score = 37.2 bits (19), Expect = 7.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 425 ACTATGCTTAACCCTAAAC 407
Sbjct: 115 ACTATGCTTAACCCTAAAC 133

>gb| BH256248. 1| BH256248 LDH1O0MCRO50001A06f Mcr BC nethy filtrati on maize | eaf genonic
shot gun

library Zea mays genom ¢ cl one LDHLOMCRO50001A06f .
Length = 735

Score = 37.2 bits (19), Expect = 7.4
Identities = 19/19 (100%
Strand = Plus / Plus

Query: 444 TTGAATCACTAGTGAATTC 462
Shjct: 717 TTGAATCACTAGIGAATTC 735

>dbj | AG064208. 1| AGD64208 ARD64208 PTB Chi npanzee Mal e BAC Li brary Pan trogl odytes
genomi ¢

cl one PTB-053D12. R.
Length = 645

Score = 37.2 bits (19), Expect = 7.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 234 CCCTGGAAAGGCCACAGAG 216
Sbjct: 334 CCCTGCGAAAGGCCACAGAG 352

>gb| AZ818826. 1| A7818826 2MD089C06F Myuse 10kb plasmi d UUGCIM |l ibrary Mis muscul us
genom ¢

cl one UUGC2MD0O89C06 F.
Length = 623

Score = 37.2 bits (19), Expect = 7.4
Identities = 19/19 (100%

http://169.237.78.119/Claw/gss.html (11 of 13) [4/27/2003 10:26:24 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17804095&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17705262&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17151141&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16616010&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12988734&dopt=GenBank

BLAST Search Results
Strand = Plus / Plus

Query: 228 TCCAGGGITTCCTGAAGAT 246
Sbjct: 541 TCCAGGGTTTGCTGAAGAT 559

>gb| AZ505406. 1| AZ505406 1MD345M24R Mbuse 10kb plasmi d UUGCIM |ibrary Mis muscul us
genomi ¢

cl one UUGCIMD345MP4 R
Length = 683

Score = 37.2 bits (19), Expect = 7.4
Identities = 21/22 (95%
Strand = Plus / Plus

Query: 209 CTGCTTACTCTGIGECCTTTCC 230
Sbjct: 15 CTGCTTCCTCTGTGCCCTTTCC 36

>gb| AZ133391. 1| AZ133391 OSJNBb0108L06f CUG Rice BAC Library (EcoRI) Ovyza sativa
(j aponi ca

cul tivar-group) genom c cl one OSIJINBbO108LO6f .
Length = 739

Score = 37.2 bits (19), Expect = 7.4
ldentities = 21/22 (95%
Strand = Plus / M nus

Query: 318 CTAAAGGAGCCTGITCTATAAT 297
Shbjct: 195 CTAAAGGAGCCGGITCTATAAT 216

>gb| AQ270654. 1| AQR70654 HS_2047_Bl1_GlO0_MR CI T Approved Human Genomic Sperm Library D
Hono

sapi ens genoni c clone Pl ate=2047 Col =19 Row=N.
Length = 801

Score = 37.2 bits (19), Expect = 7.4
Identities = 23/25 (92%
Strand = Plus / M nus

Query: 404 GAATAGITAGATCAACAAAACTGIT 380
Sbjct: 505 GAATATTCACGATCAACAAAACTGTT 529

Dat abase: Cenone Survey Sequence, includes single-pass genom c data,
exon-trapped sequences, and Al u PCR sequences.
Posted date: Apr 10, 2003 7:13 PM
Nurmber of letters in database: 2,825,176, 892
Nurmber of sequences in database: 4,951,493

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H

1.33 0.621 1.12
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10686638&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08212220&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03823249&dopt=GenBank

BLAST Search Results

Matrix: blastn matrix:1 -2

Gap Penalties: Existence: 5, Extension: 2

Nurmber of Hits to DB: 645, 666

Nunber of Sequences: 4951493

Number of extensions: 645666

Number of successful extensions: 189708

Nunber of sequences better than 10.0: 37

Nurmber of HSP's better than 10.0 without gapping: 37
Nunber of HSP's successfully gapped in prelimtest: 0
Nurmber of HSP's that attenpted gapping in prelimtest: 189639
Nunber of HSP' s gapped (non-prelim: 59

l ength of query: 462

l engt h of database: 2,825,176, 892

ef fective HSP |l ength: 24

effective length of query: 438

effective |l ength of database: 2,706, 341, 060

ef fective search space: 1185377384280

ef fective search space used: 1185377384280

T: 0

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 bits)

S1: 12 (23.8 hits)

S2: 19 (37.2 bits)
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BLAST Search Results

BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Unfini shed H gh Throughput Genoni c Sequences;
Sequences: phases 0,1 and 2

68, 262 sequences; 11,705,682,188 total letters

Query= CS63wi n
(462 letters)

Distribution of 97 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Color Key for Alignment Scores
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview

BLAST Search Results

Sequences produci ng significant alignments:

enb| AL354817. 4]
enmb| AL354697. 5|

enmb| AL354822. 3|

gb| AC125394. 21|
gb| AC091085. 2|
emb| AL355793. 5]

Hono sapi ens chronosone 13 cl one RP11-85C8, ..
Hono sapi ens chronosone 13 cl one RP11-475C1..
gb| AC044785. 3| AC044785 Honp sapi ens chronosonme 02 cl one RPL..
gb] AC021029. 5| AC021029 Hono sapi ens chronmosone 09 cl one RP1..
Hono sapi ens chronmosone 13 cl one RP11-474C2..
gb| AC024975. 2| AC024975 Honp sapi ens chronpsonme 13 cl one RP1..
gb| AC026079. 4] AC026079 Hono sapi ens chronmpsone 10 cl one RP1..
Pan trogl odytes clone rp43-45i 3, WORKING DR. ..
Hono sapi ens chronosone 17 cl one RP11-10A10 ..
Hono sapi ens chronosone 1 cl one RP4-694MLO, ..

gb| ACO00382.

2| HSAC000382 Hono sapi ens chronosonme 11 cl one p..

gb| AC068398.

3| AC068398 Honp

gb| AC087707.

1| ACO87707 Hono

gb| AC022192.

3| AC022192 Honp

gb| AC027456.

3] AC027456 Hono

gb| AC092432.

2| Honmo sapi ens

gb| AC024170.

3| AC024170 Honmp

gb| AC068239.

1] AC068239 Hono

gb| AC016147.

gb| AC068619.

4| AC068619 Honp

gb| AC015935.

7] Honp sapiens

gb| AC058808.

1| ACO58808 Honp

gb| AC021473.

3] AC021473 Hono

gb| AC024498.

2| AC024498 Hono

enb| AL359533. 1]

gb| AC016151.

gb| AC069389.

3| AC069389 Hono

gb| AC025337.

gb| AC024954.

1| Homp sapiens

sapi ens chronmosone 2 cl one RP11..
sapi ens cl one RP11-485P11, LOW. ..
sapi ens cl one RP11-23B24, WORKI. .
sapi ens chronmosone 21 clone RP1..

chronmosone 2 cl one RP11-96C22

sapi ens chromosone 3 cl one RP11..
sapi ens chronmosone 2 clone RP11..
12| AC016147 Honp sapi ens chronosone 3 clone RP1..
sapi ens chronmosone 17 cl one RP1..
chronmosone 17 cl one CTD-2354J3 ..
sapi ens chronosone 11 clone RP1..
sapi ens cl one RP11-705H21, WVORK. .
sapi ens chronosone 1 clone RP11..
Mus nuscul us chronosone X cl one RP21-247L20..
20| Hono sapi ens chronosonme 3 clone RP11-141N10..
sapi ens chronosone 8 cl one RP11..
chronmosone 17 cl one RP11-471P22..

3| AC024954 Honop sapi ens clone RP11-3E16, WORKIN. ..

gb| AC023928.

3| AC023928 Honp sapi ens chronpsone 2 clone RP11..

gb| AC022223.

18] Honp sapi ens chronpsone 5 cl one RP11-538B23..

gb| AC021442.

2| AC021442 Hono sapi ens chronmosone 11 cl one RPL..

gb| AC068010.

4] AC068010 Honb sapi ens clone RP11-3J16, WORKIN. ..

gb| AC116047.

2| Papio hanmadryas clone RP41-440110, WORKING D. ..

gb| AF182108.

3] Honmo sapi ens

gb| AC096874.

gb| AC097006.

gb| AC018856.

4| AC018856 Homp

gb| AC021823.

3| AC021823 Honp

gb| AC013632.

3| AC013632 Hono

gb| AC107879.

gb| AC137882.

1| Homp sapiens
1| Honbp sapiens

gb| AC136354.

1| Honp sapiens

gb| AC016352.

2| Homp sapi ens

gb| AC025936.

3| AC025936 Hono

gb| AC027752.

2| AC027752 Hono

enb| BX322234. 2|

gb| AC143888.

1] Macaca nul atta cl one CH250-268B20,

gb| AC013679.

2| AC013679 Homp

gb| AC130279.

2]  Mus nuscul us

gb| AC120870.

2| Mus nuscul us

gb| AC023368.

2| AC023368 Honmp

chronosone 8 clone RP11-11N9 ma. .
2| Pan trogl odytes clone RP43-107P11, WORKI NG D. ..
1] Pan troglodytes clone RP43-11P24, WORKI NG DR. ..
sapi ens chronosone 2 cl one RP11..
sapi ens chromosone 2 clone RP11..
sapi ens clone RP11-12N13, WORKI ..
chromosone 18 cl one RP11-584012..
chromosone 15 cl one RP11-318M ...
chronosone 15 cl one RP11-318ML ..
chronmosone 22 cl one RP11-425Q21. ..
sapi ens chronmosone 8 cl one RP11..
sapi ens chronosone 11 cl one RP1..
Hono sapi ens chronobsone 6 cl one XXyac-65C7_. .
*** SEQUE. . .
sapi ens clone RP11-20L24, LOMP...
cl one RP24-394G12, WORKI NG DRAF. .
cl one RP23-15D1, WORKI NG DRAFT ...
sapi ens chronosone 2 clone RP11..
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09926558&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09930887&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09929671&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09957983&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12330769&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07684461&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09958233&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29366995&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15022068&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29561780&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28090802&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10280765&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12232518&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10045454&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08077580&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15487450&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10190764&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07671299&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09966204&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09558673&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22795324&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07596954&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07382441&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07239666&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08655455&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20127924&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09719814&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07210018&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08072513&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07684449&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20335453&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09144087&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09789668&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22123572&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14327845&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20334574&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15963660&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09502451&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07408019&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07230077&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18308601&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=26024060&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24431820&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09142079&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14210625&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08671973&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29501009&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29649428&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09123964&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28913290&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28191495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09123900&dopt=GenBank

BLAST Search Results

gb| AC024953.

4| AC024953

gb| AC099177.

5| Rattus

gb| AC119596.

5] Rattus

gb| AC097566.

6] Rattus

gb| AC079189.

3| AC079189

gb| AC022619.

4| AC022619

gb| AC016444.

3| AC016444

gb| AC135410.

2] Rattus

enb| AL512381. 18|

Hono

enb| AL450268. 10|

Hono

enb| AL359032. 13|

Hormo

enb| AL359968. 14|

Hono

gb| AC131450.

gb| AC093306.

Hono sapi ens clone RP11-114]112, WORK ..
*** SE. ..
norvegi cus cl one CH230-326E5, WORKI NG. . .
**x SE. ..
Homo sapi ens chronmosone 11 cl one RP1..
Hono sapi ens clone RP11-23L10, WORKI. .
Hono sapi ens chronosone 11 clone RP1..
**% SEQ. ..
sapi ens chronosone 1 cl one RP11-265C2..
sapi ens chronpbsone 1 clone RP11-428NL1. .
sapi ens chronosone 9 cl one RP11-18A21..
sapi ens chronposone 20 cl one RP11-21DL1. .
1| Strongyl ocentrotus purpuratus clone Sp4ll19,..

norvegi cus cl one CH230- 112E16,

norvegi cus cl one CH230-117K10,

norvegi cus clone CH230-191N9,

1| Hono sapiens chronosone 5 clone RP11-71K19,

gb| AC015560.

6] AC015560

gb| AC026614.

2| AC026614

gb| AC079017.

gb| AC132918.

gb| AC138731.

gb| AC135174.

gb| AC027267.

3| AC027267

enb| BX323023. 3|

Dani o

enmb| BX322597. 1

Dani o

gb| AC127795.

3] Rattus

gb| AC134061

2] Rattus

gb| AC096517.

7] Rattus

gb| AC108663.

4] Rattus

gb| AC129006.

2] Rattus

gb| AC106504.

3] Rattus

gb| AC094818.

4] Rattus

gb| AC021471.

5] AC021471

gb| AC027745.

2| AC027745

gb| AC041042.

4| AC041042

gb| AC018565.

3] AC018565

gb| AC023659.

2| AC023659

gb| AC022064.

3| AC022064

>enb| AL354817. 4|

Hono sapi ens chronosone 15 clone RP1..
Homo sapi ens chronmosone 5 cl one RP11..
11| Honp sapi ens chronpsone 15 cl one RP11-120F6. .
4| Mus nuscul us clone RP24-328F10, WORKI NG DRAF. .
2| Pongo pygmaeus cl one CH253-404N12, WORKI NG D. ..
2| Hono sapiens chronosone 15 clone RP11-1152K1..
Homo sapi ens chronmosone 15 cl one RP1..
*x % SEQUENC. .
*** SEQUENCI NG. . .
**% SEQ. ..
**% SEQ. ..
CH230- 16H15, WORKING. ..
CH230- 258E19, WORKI N. .
*xx SEQU. . .
*** SE. ..
*** SEQUE. . .
cl one RP11-441P23, WORK. .
cl one RP11-535A15, WORK. ..
5 clone RP11..
3 clone RP11..
2 clone RP11..
15 clone RP1..

rerio clone CH211-231117,
rerio clone RP71-7L19,
norvegi cus clone CH230-101A9,
norvegi cus cl one CH230- 66A19,
norvegi cus cl one
norvegi cus cl one
nor vegi cus cl one
norvegi cus cl one
norvegi cus cl one
Honmo sapi ens
Honmo sapi ens
Hono sapi ens
Honmo sapi ens
Honmo sapi ens
Honmo sapi ens

CH230- 1H22,
CH230- 2051 24,
CH230-5J9,

chr onosone
chr onosone
chr onobsone
chr onosone

bkl EERRRRRbEEERRRREaREEEER
QOO OOCOCOCOCOCOCOCOCOIFFFIFFFPFPFIOWWWWNNNNERFEFWIOND O D O |

Hono sapi ens chronosone 13 cl one RP11-85C8
PROCRESS ***,

20 unordered pieces

Length = 156024

Expect = 0.0

3e- 07
5e- 05
5e- 05
5e- 05
5e- 05
2e-04
8e-04
. 003
. 041
. 041
. 041
. 041

o

N 01 01 01Ol
© © © O

DWOODODDODOIDOENNNNNNNOOOOOOOO

g1 o1 o1 o1 o1 o1t ortorortortortortONNDNDNDNDN

GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA

GATCCAAACT GGGAGTAGATACCCCGCTATGCT TAACCCTAAACTCGAATAGT TAGATCA

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGECAGT G

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGECAGT G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC

Score = 808 bits (420),
Identities = 432/438 (98%
Strand = Plus / M nus
Query: 450
Sbjct: 66706
Query: 390
Shjct: 66766
Query: 330
Shjct: 66826
Query: 270

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC

CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGT AAGC
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*** SEQUENCI NG I N

391
66765

331
66825

271
66885

211


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08072481&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25139860&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25138050&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23268909&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11597017&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10047780&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10045722&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25137827&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16200173&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14455912&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10303408&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10443096&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22417320&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15193440&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13374656&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07534098&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27552631&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28565750&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27923655&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24757056&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14017534&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29691739&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29500784&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25139837&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25099603&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24817787&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23603906&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23269292&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23268128&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=23268050&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13958538&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10567968&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09838064&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09111535&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07331482&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07108094&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09926558&dopt=GenBank

BLAST Search Results
Shj ct: 66886 CTCTTGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 66945

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGEG 151
Sbjct: 66946 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG 67005

Query: 150 TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECCTCAAGG 91
Shjct: 67006 TACGTTTTCTACATCCAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCCTCAAGG 67065

Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACGCAC 31
Sbjct: 67066 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCAC 67125

Query: 30 ACACCGCCCGICACCCTC 13
Sbjct: 67126 ACACCGCCCTTCACCCTC 67143

>enb| AL354697. 5| Honp sapi ens chronosone 13 clone RP11-475C17, *** SEQUENCI NG I N

PROGRESS ***, 27 unordered pieces
Length = 139533

Score = 802 bits (417), Expect = 0.0
Identities = 431/438 (98%
Strand = Plus / M nus

Query: 450 GATTCAAACT GGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 130271 CGATCCAAACTGCGAGTAGATACCCCGCTATCCTTAACCCTAAACTCGAATAGTTAGATCA 130330

Query: 390 ACAAAACT GTTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
Sbjct: 130331 ACAAAACTGTTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTG 130390

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Shjct: 130391 CTTTATATCCCTCTAAAGGAGCCTGTITCTATAATCGATAAACCCCAATTTACCTCACCAC 130450

Query: 270 CTCTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT CGAAAGGCCACAGAGTAAGC 211
Shjct: 130451 CTCTTGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 130510

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGEG 151
Sbjct: 130511 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGECAAGAAATGEG 130570

Query: 150 TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAAGG 91
Sbjct: 130571 TACGITTTCTACATCCAAAAAAAT CTCCCGACAACCGTTATGAAATCTAAGCECTCAAGSG 130630

Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCAC 31
Shjct: 130631 AGGATTTAGCAATAAATTGAGAGCAGAGTGITTAATTGAATGAGGCCATGAAGCACGCAC 130690

Query: 30 ACACCGCCCGICACCCTC 13
Sbjct: 130691 ACACCGCCCTTCACCCTC 130708

>gb| AC044785. 3| AC044785 Homp sapi ens chronmpsone 02 cl one RP11-500110, 97 unordered
pi eces
Length = 302859

Score = 767 bits (399), Expect = 0.0

Identities = 425/438 (97%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 296127 GATCCAAACTGEGAGIAGATACCCCGCTATGCTTAACCCTAAACTCGAATAGITAGATCA 296186

Query: 390 ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09930887&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09929671&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| AC021029. 5| AC021029 Honp sapi ens chronpsone 09 cl one RP11-156F19, WORKI NG

296187

330
296247

270
296307

210
296367

150
296427

90
296487

30
296547

ACAAAACTGI TCACCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGECGGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC

CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGTAAGC
CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGTAAGC

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
ACAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATAGG

TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCECT CAAGE
TATGITTTCTACATCCAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGGGCTCAAGG

AGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCAC
AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATCGAATAAGGCCATGAAGCACGCAC

ACACCGCCCGTCACCCTC 13
ACACCGCCCTTCACCCTC 296564

SEQUENCE,

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>enb| AL354822. 3|

13 unordered pieces

Lengt h

= 175054

767 bits (399), Expect = 0.0
Identities = 425/438 (97%
Strand = Plus / M nus

450
109123

390
109183

330
109243

270
109303

210
109363

150
109423

90
109483

30
109543

GATTCAAACTGCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
GATCCAAACT GCGAGTAGATACCCCGCTATGCT TAACCCTAAACT CGAATAGT TAGATCA

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
ACAAAACTGT TCACCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGECGGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTTATATCCCTCTAAAGGAGCCT GT TCTATAATCGATAAACCCCAATTTACCTCACCAC

CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGTAAGC
CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGTAAGC

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
ACAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATAGG

TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCECT CAAGE
TATGITTTCTACATCCAGAAAAAT CT CGCGACAACCGT TATGAAAT CTAAGGGCTCAAGG

AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCAC
AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATCGAATAAGGCCATGAAGCACGCAC

ACACCGCCCGTCACCCTC 13
ACACCGCCCTTCACCCTC 109560

Score =

PROGRESS ***, 32 unordered pieces

Lengt h

= 137705

756 bits (393), Expect = 0.0
Identities = 423/438 (96%
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296246

271
296306

211
296366

151
296426

91
296486

31
296546

DRAFT

391
109182

331
109242

271
109302

211
109362

151
109422

91
109482

31
109542

Hono sapi ens chronosone 13 cl one RP11-474C22, *** SEQUENCI NG I N


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09957983&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12330769&dopt=GenBank

BLAST Search Results
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 56589 GATCCAAACT GGGAGTAGATACCCCGCTATGCTTAACCCTAAACTCGAATAGT TAGATCA 56648

Query: 390 ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
Sbjct: 56649 ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECGGTG 56708

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Sbjct: 56709 CTTTACATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC 56768

Query: 270 CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGTAACGC 211
Sbjct: 56769 CTCTTGCCCAGACTATATACCTCCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 56828

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGG 151
Shjct: 56829 ATAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATAGG 56888

Query: 150 TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCECTCAAGG 91
Sbjct: 56889 TACGTTTTCTACATCCAGAAAAAT CTCGTGACAACCGGTATGAAATCTAAGGGCTCAAGG 56948

Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCAC 31
Shjct: 56949 AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATAGAATAAGGCCATGAAGCACGCAC 57008

Query: 30 ACACCGCCCGICACCCTC 13
Sbjct: 57009  ACACCGCCCTTCACCCTC 57026

>gh| AC024975. 2| AC024975 Honp sapi ens chronmpsone 13 cl one RP11-542E15 nmap 13, WORKI NG
DRAFT

SEQUENCE, 26 unordered pieces
Lengt h = 155958

Score = 750 bits (390), Expect = 0.0

Identities = 422/438 (96%
Strand = Plus / Pl us

Query: 13 GAGGGT GACGGGECGGT GT GTGCGT GCTTCATGGCCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 113560 GAGCATGACGEECGGTGIGTGCATGCTTCATCGECCTTATTCAATTAAACACTCTCCTCTC 113619

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT 132
Shjct: 113620 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCGCGACATTTTT 113679

Query: 133 CTGTGT GTAGAAAACGTACCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGT 192
Sbjct: 113680 CTCGATGTIAGAAAACGITCCCATTTCTTGCCACCTTATGEECTACACCTTGACCTAAAGT 113739

Query: 193 TTTTATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT 252
Sbjct: 113740 TTTTATGTAGATACTTGIGCTTACTCTGIGECCT TTCCAGGGT TTGCTGAAGATGEAGST 113799

Query: 253 ATATAGCCT GGECAAGAGGT GGTGAGGTAAATTGEGGT TTATCGATTATAGAACAGCECTC 312
Shjct: 113800 ATTTAGCCTGGCCAAGAGGT GGTGAGGTAAATTGGEGGTTTATCGATTATAGAACAGCCTC 113859

Query: 313 CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAAGCTGI TGCTTGTAGIGT 372
Shjct: 113860 CTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGTAGIGT 113919

Query: 373 TCTGCCGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTAT 432
Shjct: 113920 TCTGGCGAACAGTITTTGITGATCTAACTATTCGAGTTTAGAGT TAAGCATAGCGGGGTAT 113979

Query: 433 CTAATCCCAGITTGAATC 450
Sbjct: 113980 CTACTCCCAGITTGGATC 113997
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07684461&dopt=GenBank

BLAST Search Results

>gb| AC026079. 4] AC026079 Honp sapi ens chronpsome 10 cl one RP11-351N21, WORKI NG DRAFT

SEQUENCE
16 unordered pieces
Length = 141075
Scor e 744 bits (387), Expect = 0.0

Identities = 421/438 (96%
Strand = Plus / Plus

GAGGGT GACGEECEGTGTGT GCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACCEECGEGTGTGTGCATGCTTCATGECCT TATTCAATTAAACACTCTGCTCTC

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGACATTTTT

CTGTGTGTAGAAAACGTACCCATTTCTTGCCACCT CATGGGCTACACCT TGACCTAACGT
CTGGATGTAGAAAACGT TCCCATTTCTTGCCACCT CATGGGECTACACCT TGACCTAAAGT

TTTTATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT
TTTTATGTAGATACTTGTGCTTACTCTGCGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT

ATATAGGECT GGGCAAGAGGT GGTGAGGTAAAT TGEGEGT TTATCGATTATAGAACAGGCTC
ATTTAGGECT GGGCAAGAGGT GGTGAGGTAAAT TGEGEGT TTATCGATTATAGAACAGCCTC

CTTTAGAGGGATATAAAGCACT GCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGT GT
CTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGI TTTAAGCTGI TGCTTGTAGT GT

TCTGGECGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTAT
TCTGCCGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGAGT TAAGCATAGCGGGGTAT

Query: 13

Shjct: 88738

Query: 73

Sbjct: 88798

Query: 133

Shjct: 88858

Query: 193

Shjct: 88918

Query: 253

Sbjct: 88978

Query: 313

Shjct: 89038

Query: 373

Sbjct: 89098

Query: 433 CTAATCCCAGITTGAATC 450
Shjct: 89158 CTACACCCAGITTCGATC 89175

72
88797

132
88857

192
88917

252
88977

312
89037

372
89097

432
89157

>gb| AC125394. 21| Pan trogl odytes clone rp43-45i 3, WORKI NG DRAFT SEQUENCE, 2 ordered

pi eces
Length = 214459

Score = 739 bits (384), Expect = 0.0
Identities = 420/ 438 (95%

Strand = Plus / Plus

Query: 13
Shjct: 161410
Query: 73
Shjct: 161470
Query: 133
Sbjct: 161530
Query: 193
Shjct: 161590
Query: 253
Sbjct: 161650
Query: 313

GAGGGT GACGGECGGT GTGTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGCTGACGGEECGGTGTGIGCGTGCTTCATGECCTTATTCAGT TAAACACTCTGCTCTC

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCACGAGATTTTT

CTGTGTGTAGAAAACGTACCCATTTCT TGCCACCT CATGGGCTACACCT TGACCTAACGT
CTGGATGTAGAAAACGT TTCCATTTCTTGCCACCT CATGGGCTACACCT TGACCTAACGT

TTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGEGT TTGCTGAAGAT GGAGGT
TTTTATGTAGATACTTGTGCTTACTCTGIGGCCTTTCCAGGGT TTGCGGAAGAT GGAGGT

ATATAGCCT GCGGCAAGAGGT GGTGAGGTAAATTGCGEGT TTATCGATTATAGAACAGECTC
ATTTAGCCT GGGCAAGAGGT GGTGAGATAAAT TGEGEGT TTATCGATTACAGAACAGGECTC

CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGTI TTTAAGCTGI TGCTTGTAGTGT
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72
161469

132
161529

192
161589

252
161649

312
161709

372


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09958233&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29366995&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| AC091085. 2|

161710

373
161770

433
161830

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>enb| AL355793. 5]

CTTTAGAGGGATATAAAGCACGGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAGTGIT 161769

TCTGGCGAACAGITTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTAT 432
TCTGGECGAACAGITTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGCGGGATAT 161829

CTAATCCCAGTTTGAATC 450
CTACTCCCAGTTTCGATC 161847

Hono sapi ens chronosone 17 clone RP11-10A10 map 17, WORKI NG DRAFT

SEQUENCE, 3 unordered pieces
Length = 167426

733 bits (381), Expect = 0.0
Identities = 419/438 (95%
Strand = Plus / M nus

450
47005

390
47065

330
47125

270
47185

210
47245

150
47305

90
47365

30
47425

GATTCAAACTGCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391
GATCCAAAT TGGGAGAAGATACCCCGCTATGCTTAACCCTAAACTCGAATAGI TAGATCA 47064

ACAAAACT GTTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTTGCGGTG 47124

CTTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCAC 271
CTTTACATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAGCCCCAATTTACCTCACCAC 47184

CTCTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GCGAAAGCCCACAGAGTAACGC 211
CTCTTGICCAGACTATATACATCCATCTTCAGCAAACCCTGGAAAGGECCACAGAGTAAGC 47244

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGG 151
ATAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGTAAGAAATAGG 47304

TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCECTCAAGG 91
TACGTTTTCTACATCCAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECTCAAGG 47364

AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCAC 31
AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATAAGGCCATGAAGCACGCAC 47424

ACACCGCCCGICACCCTC 13
ACACCGCCCTTCACCCTC 47442

Hono sapi ens chronmosone 1 cl one RP4-694MLO, *** SEQUENCI NG I N

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

PROGRESS ***, 2 ordered pieces

Lengt h

= 101109

727 bits (378), Expect = 0.0
Identities = 418/ 438 (95%
Strand = Plus / M nus

450
539

390
599

330
659

GATTCAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
GATCCAAACT GCGAGTAGATACCCCGCTATGCTTAACTCTAAACTCGAATAGT TAGATCA 598

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
ACAAAACT GTTGECCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACTTGECGGTG 658

CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
CTTTATAGCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCGCAATTTACCTCACCAC 718
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15022068&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29561780&dopt=GenBank

BLAST Search Results

Query: 270 CTCTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT CCGAAAGCCCACAGAGTAAGC 211
Sbjct: 719 CTCTTACCCAGCCTAAATACCTCCATCT TCAGCAAACGCTGGAAAGGECCGCAGAGTAAGC 778
Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGG 151
Sbjct: 779 ACAAGTATCTACATAAAAACT TTAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGG 838
Query: 150 TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCECTCAAGG 91
Sbjct: 839 AACGTTTTCTACATCCAGAAAAAT GT CGCGACAACCGT TATGAAATCTAAGGGCTCAAGG 898
Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAACGCACGCAC 31
Sbjct: 899 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATAAGGCCATGAAGCATGCAC 958
Query: 30 ACACCGCCCGTCACCCTC 13

Sbjct: 959 ACACCGCCCGICACCCTC 976

>gb| AC000382. 2] HSAC000382 Honp sapi ens chronpbsonme 11 clone pDJ197h17, *** SEQUENCI NG
I N

PROGRESS ***, 11 unordered pieces
Length = 114546

Score = 721 bits (375), Expect = 0.0
Identities = 417/ 438 (95%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGECECGGT G GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTCGCTCTC 72
Sbjct: 85304 GAGGGT GAAGGGAGGT GT GTGCGT GCTGCATGCCCTTATTCTATTAAACACTCTCCTCTC - 85363

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT 132
Shjct: 85364 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT 85423

Query: 133 CTGTGTGTAGAAAACGTACCCATTTCTTGCCACCTCATGGGCTACACCTTGACCTAACGT 192
Sbhjct: 85424 CTGGATGTAGAAAACGTACCTATTTCTTGCCACCTCATGGGECTACACTTTGACCTAACGT 85483

Query: 193 TTTTATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT 252
Sbjct: 85484  TTTTATGTAAATACTTATGCTTACTCTGIGECCT TTCCAGGGT TTGCTGAAAATGEAGET 85543

Query: 253 ATATAGGCT GGECAAGAGGT GGTGAGGTAAAT TGEGGT TTATCGATTATAGAACAGECTC 312
Sbjct: 85544 ATATAGT CTGGGCAAGAGGT GGTGAGCCAAATTGCGEGT TTATGGATTATAGAACAGECTC 85603

Query: 313 CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAGTIGT 372
Sbhjct: 85604 CTTTAGAGGGATGIAAAGCACTGCCAAGTCCTTTGAGI TTTAAGCTGITGCTTGTAGIGT 85663

Query: 373 TCTGCCCGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTAT 432
Shbjct: 85664  TCTGCAGAACAGITTTGITGATCTAACTATTCGAGI TTAGGGT TAAGCATACCGEGGTAT 85723

Query: 433 CTAATCCCAGTTTGAATC 450
Sbjct: 85724 CTACTCCCAGITTCGATC 85741

>gb| AC068398. 3] AC068398 Honp sapi ens chronpsonme 2 clone RP11-73N12 map 2, WORKI NG
DRAFT

SEQUENCE, 35 unordered pieces
Length = 129414

Score = 721 bits (375), Expect = 0.0
Identities = 417/ 438 (95%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391

http://169.237.78.119/Claw/htgs.html (9 of 29) [4/27/2003 10:26:29 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28090802&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10280765&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

18086

390
18146

330
18206

270
18266

210
18326

150
18386

90
18446

30
18506

GATCCAAACT GCGAGTAGATACCCCGCTATGCT TAACTCTAAACTCGAATAGT TAGATCA

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGT G
ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCT TAAGACT CAAAGGACT TGGECGGET G

CTTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTTGTATCCCTCTAAAGGAGGCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC

CTCTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT CGAAAGGCCACAGAGTAAGC
CTCTTGCCCAGCCTAAATACCT CCATCTTCAGCAAACCCT GAAAAGGCTGCAGAGTAAGC

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
ACAAGTATCTACATAAAAACT TTAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG

TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECTCAAGS
AAAGT TTTCTACATCCAGAAAAAT GT CCGCGACAACCGT TATGAAATCTAAGGCGCTCAAGG

AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCAC
AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATAAGGCCATGAAGCATGCAC

ACACCGCCCGICACCCTC 13
ACACCGCCCGTCACCCTC 18523

18145

331
18205

271
18265

211
18325

151
18385

91
18445

31
18505

>gb| ACO87707. 1] ACO87707 Honp sapi ens cl one RP11-485P11, LOW PASS SEQUENCE SAMPLI NG

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 64287

708 bits (368), Expect = 0.0
Identities = 411/433 (94%
Strand = Plus / M nus

445
10800

385
10860

325
10920

265
10980

205
11040

145
11100

85
11160

25
11220

AAACTGCGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAAA
AAACTCGGNATAGATACCCCGCTATGCTTAACTCTAAACT CAAATAGT TAGATCAAAAAA

ACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGECAGTGCTTTA
ACTGT TCGCCAGAACACTACAAGCAACACGCTTAAAACT CAAAGGACTTGCCGGTGCTTTA

TATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTT
TATCCCTCTAAAGGAGCCTGT TCTATAATTGATAAACCCCAATTTACCTCACCACCTCTT

GCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCCCACAGAGT AAGCAGAAG
GCCCAGCCTAAATACCTCCATCTTCAGCAAACCCT GGAAAGGCTGCAGAGTAAGCACAAG

TATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGGTACGT
TATCTACACAAAAACT TTAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGGAACGT

TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGEECT CAAGGAGGAT
TTTCTACATCCAGAAAAAT GT CACGACAACCGT TATGAAAT CTAAGGGCT CAAGGAGGAT

TTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACGCACACACC
TTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATAAGGCCATGAAGCATGCACACACC

GCCCGTCACCCTC 13
GCCCGITCACCCTC 11232

386
10859

326
10919

266
10979

206
11039

146
11099

86
11159

26
11219

>gb| AC022192. 3| AC022192 Honp sapi ens cl one RP11-23B24, WORKI NG DRAFT SEQUENCE, 18

unor dere

d

pi eces
Length = 156897
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12232518&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10045454&dopt=GenBank

BLAST Search Results
706 bits (367), Expect = 0.0

ldentities = 416/438 (94%, Gaps = 1/438 (0%
Strand = Plus / Plus

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

13
103913

73
103973

133
104033

193
104093

253
104153

313
104212

373
104272

433
104332

GAGGGT GACGEECGGT GTGIGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACGEECGGT GTGTGCATGCT TCATGECCTTATTCAATTAAACACTCTGCTCTC

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT
AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGACATTTTT

CTGTGTGTAGAAAACGTACCCATTTCTTGCCACCT CATGGGCTACACCTTGACCTAACGT
CTGGATGTAGAAAACGT TCCCATTTCT TGCCACCT CATGGGCTACACCT TGACCTAAAGT

TTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCT GAAGAT GGAGGT
TTTTATGTAGATACTTGTGCTTACTCTGCGGCCTTTCCAGCGT TTGCTGAAGAT GGAGGT

ATATAGCCT GCGGCAAGAGGT GGTGAGGTAAATTGGGEGT TTATCGATTATAGAACAGECTC
ATTTAGCCTGGGTAAGAGT TGGTGAGGTAAAT TGCGGT TTATCGAT TATAGAACAGCCT-

CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAGI GT
CTTTAGAGGGCTATAAAGCACCCCCAAGTCCTTTGAGTI TTTAAGCTGI TGCTTGTAGTGT

TCTGGECGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTAT
TCTGGECCAACAGITTTGT TGATCTAACTATTCGAGT TTAGAGT TAAGCATAGCGGGGTAT

CTAATCCCAGITTGAATC 450
CTACTCCCAGITTCGATC 104349

72
103972

132
104032

192
104092

252
104152

312
104211

372
104271

432
104331

>gb| AC027456. 3] AC027456 Hono sapi ens chronosonme 21 cl one RP11-435B5 nmap 21, WORKI NG

DRAFT

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

SEQUENCE, 33 unordered pieces
Length = 191109

704 bits (366), Expect = 0.0
Identities = 414/438 (94%
Strand = Plus / Plus

13
62434

73
62494

133
62554

193
62614

253
62674

313
62734

373
62794

GAGGGT GACGEECGGT GT G GCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACGEGECEECGT GTGCATGCT TCATGECCTTATTCAATTAAACACTCTGCTCTC

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
AATTTATTGCTAAATCCTCCTTGAGCCCT TAGATGGCATAACGGT TGAAACGACATTTTT

CTGTGT GTAGAAAACGTACCCATTTCT TGCCACCT CATGGGCTACACCT TGACCTAACGT
CTGGATGTAGAAAACGT TCCTATTTCT TGCCACCT CATGGGCTACACCT TGAACTAAAGT

TTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGEGT TTGCT GAAGAT GGAGGT
TTTTATGTAGATACTTGTGCTTACTCTGCGGECCTTTCCAGEGT TTGCTGAAGAT GGAGGT

ATATAGCCT GGGCAAGAGGT GGTGAGGTAAATTGCGEGT TTATCGATTATAGAACAGGECTC
ATTTAGCCT GECCAAGAGGT GGTGAGGTAAAT TGEGGT TTATCGATTATAGAACAGCCTC

CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGI GT
CTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGT GT

TCTGGECGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTAT
TCTGGECGAACAGI TTTGT TGATCTAACTATTCGAGT TTAGAGT TAAGCATAGCGGGGTAT
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72
62493

132
62553

192
62613

252
62673

312
62733

372
62793

432
62853


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08077580&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

>gh| AC092432. 2|

433
62854

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

CTAATCCCAGTTTGAATC 450
CTACTCCCAGTTTCGATC 62871

Hono sapi ens chronosone 2 clone RP11-96C22, *** SEQUENCI NG I N

PROGRESS ***, 34 unordered pieces
Length = 164144

702 bits (365), Expect = 0.0
Identities = 415/435 (95%, Gaps = 2/435 (0%
Strand = Plus / M nus

446
65180

386
65240

326
65300

266
65360

206
65420

146
65480

86
65540

27
65599

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGAGTAGATACCTCGTTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA

AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
AACTGT TTGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT

TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAGCAGAA
TGCCCAGCCTATATACCT CCATCT TCAGCAAACT CTGGAAAGGCCGCAGGGT AAGCACAA

GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGGTACG
GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGGTACG

TTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGCECT CAAGGAGGA
TTTTCTACACCCAGAAAAAT CTCAGGACAACCT TTAAGAAAT CTAAGGGCT CAAGGAGGA

TTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAA- TGAGGCCATGAAGCACGCACACA
TTTAGCAATAAATTGAGAGCAGAGT CCTTAATTGAATTAAGGCCATG AGCACGCACACA

CCGCCCGTCACCCTC 13
CCGCCCATCACCCTC 65613

387
65239

327
65299

267
65359

207
65419

147
65479

87
65539

28
65598

>gb| AC024170. 3] AC024170 Hono sapi ens chronposome 3 cl one RP11-65D20 map 3p, WORKI NG

DRAFT

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

SEQUENCE, 29 unordered pieces
Length = 192554

702 bits (365), Expect = 0.0
Identities = 415/435 (95%, Gaps = 2/435 (0%
Strand = Plus / Plus

13
116911

72
116970

132
117030

192
117090

252
117150

GAGGGT GACGGEECGEGTGI GTGCGT GCTTCATGGECC- TCATTCAATTAAACACTCTGCTCT
GAGGGT GATGGECGGTGTI GTGCGT GC- TCATGGCCTTAATTCAATTAAGCACTCTGCTCT

CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTT
CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCTTAAAGGT TGTCCTGAGATTTT

TCTGTGI GTAGAAAACGTACCCATTTCTTGCCACCT CATGGECTACACCT TGACCTAACG
TCTGGGTGTAGAAAACGTACCCATTTCT TGCCACCT CATGGGECTACACCT TGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCTGAAGATGGAGG
TTTTTATGTAGATACTTGTGCTTACCCTGCGGCCTTTCCAGAGT TTGCTGAAGATGGAGG

TATATAGGCT GGECAAGAGGT GGT GAGGT AAAT TGGEGGT TTATCGAT TATAGAACAGGECT
TATATAGGCT GGCCAAGAGGT GGT GAGGT AAAT TGGEGGT TTATCGAT TATAGAACAGECT
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71
116969

131
117029

191
117089

251
117149

311
117209


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15487450&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=10190764&dopt=GenBank

BLAST Search Results

Query: 312 CCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAACCTGITCCTTGTAGTG 371
Shjct: 117210 CCTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGTTTTAAGCTGTTCCTTGTAGTG 117269

Query: 372 TTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGIGGGGTA 431
Sbjct: 117270 TTCTGECAAACAGTTTTGITGATCTAACTATTCGAGI TTAGCGT TAAGCATAACCAGGTA 117329

Query: 432 TCTAATCCCAGITTG 446
Sbjct: 117330 TCTACTCCCAGITTG 117344

>gb| AC068239. 1| AC068239 Honp sapi ens chronosonme 2 cl one RP11-804P4 nmap 2, LOW PASS
SEQUENCE

SAMPLI NG
Length = 66857

Score = 554 bits (288), Expect = e-155
Identities = 349/374 (93%, Gaps = 3/374 (0%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391
Shjct: 29486 CGATCCAAATTGGCAGAACGATACCCCGCTATGCTTAACCCTAAACT CGAATAGITAGATCA 29545

Query: 390 ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTIG 331
Shjct: 29546 ACAAAACTGITCGCCAGAACACTACAAGCAACACGCTTAAAACTCAAAGGACTTTGCGGTG 29605

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Shjct: 29606 CTTTACATCCCTCTAAAGGAGCCTGITCTATAATCGATAAGCCCCAATTTACCTCACCAC 29665

Query: 270 CTCTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAGC 211
Shjct: 29666 CTCTTGTCCAGACTATATACATCCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 29725

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GECAAGAAATGEG 151
Sbjct: 29726 ATAAGTATCTACATAAAAACCNTAGGT CAAGGT GTANCCCATCGAGGTCGTAA- AAATAGG 29784

Query: 150 TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCAAGSG 91
Sbjct: 29785 TACCTTTTCTACATNCAGAAAAATCTCGCGACCACCGTTATGAAATCTAA- GGCTCAA- G 29842

Query: 90 AGGATTTAGCAATA 77
Sbjct: 29843 AGCGATTTANCAATA 29856

>gb| AC016147. 12| AC016147 Hono sapi ens chronosonme 3 cl one RP11-38N24, WORKI NG DRAFT
SEQUENCE,

21 unordered pieces
Length = 163310

Score = 535 bits (278), Expect = e-149

Identities = 318/338 (949
Strand = Plus / Plus

Query: 113 ACGGTTGTCCCGAGATTTTTCTGTGT GTAGAAAACGTACCCATTTCTTGCCACCTCATGG 172
Sbjct: 71810 ACGGGTGTCGCGAGATTTTTCTGGATGTAGAAAACGT TTCCATTTTTTGCCACCTCGTGG 71869

Query: 173 GCTACACCTTGACCTAACGTTTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAG 232
Sbjct: 71870 GCGTGGCCTTGACCTAACGT TTTTATGTAGATACTTGTGCTTACTCTGTGGCCTTTCCAG 71929

Query: 233 GGI TTGCTGAAGATGGAGGTATATAGECT GGGCAAGAGGT GGTGAGGTAAATTGEGEGTTT 292
Sbjct: 71930 GGI TTGCTGAAGATGGAGGTATTTAGGECT GGGCAAGAGGT GGTGAGATAAATTGEGEGITT 71989
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07671299&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09966204&dopt=GenBank

BLAST Search Results

Query: 293 ATCGATTATAGAACAGCCTCCTTTAGAGCGATATAAAGCACTGCCAAGTCCTTTGAGTITT 352
Shjct: 71990 ATCGATTATAGAACAGCCTCCTTTAGAGGGATATAAAGCATGGCCAAGTCCTTTGAGTITT 72049

Query: 353 TAAGCCTGITCCTTGTAGTGT TCTGGCGAACAGT TTTGI TGATCTAACTATTCGAGITTAG 412
Sbjct: 72050 TAACCTGI TCCTTGTAGTGT TCTGECGAACAGT TTTGT TGATCTAACTGITCGAGITTAG 72109

Query: 413 GGTTAAGCATAGT GGGGTATCTAATCCCAGT TTGAATC 450
Sbjct: 72110 GGT TAAGCATAGCGGGEGTATCTACTCCCAGITTGGATC 72147

>gb| AC068619. 4| AC0O68619 Honp sapi ens chronposone 17 cl one RP11-646F1, WORKI NG DRAFT
SEQUENCE

10 unordered pieces
Length = 153089

Score = 525 bits (273), Expect = e-146
Identities = 391/440 (88%, Gaps = 4/440 (0%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 1394 GATTCAAACTGCGATTAGATACCCCACTATGCTCAGCCCTAAACTTCAACAGT TAAATCA 1453

Query: 390 ACAAAACT GT TCGCCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
Sbjct: 1454 ACAAAACT GCTCGCCAGAACACTAGGAGCAACAGCTTAAAACT CAAAGGACCTGECGGTG 1513

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Sbjct: 1514 CTTCACATCCCT CTAGAGGAGCCTGT TCTATAATCGATAAACCCCAATTCACCTCACCAC 1573

Query: 270 CTCTTGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGCCCACAGAGTAAG 212
Sbjct: 1574 CTCTTGCTCAACCCATATACCGCCATCTTCAGCAAACCCTGACAAAGGCCACAAAGTAAG 1633

Query: 211 CAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGG 152
Sbjct: 1634 CACAAGTATCTACATAAAAATGTTAGGT CAAGGT GTAGCCTATGAGGT GGCAAGAAATGG 1693

Query: 151 G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAA 93
Shjct: 1694 GCTACATTTTCTAC- CCCAGAAAATTCT- ACAATAACCCTTATGAAACCTGAGGGTCCAA 1751

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACEC 33
Sbjct: 1752 GGAGGATTTAGTAGTAAATTAAGAACAGAGT GCTTAATTGAATAGGGCCATAAAGCACGC 1811

Query: 32 ACACACCGCCCGTCACCCTC 13
Sbjct: 1812 ACACACCACCCATCACCCTC 1831

>gb| AC015935. 7| Honp sapi ens chronbsome 17 cl one CTD 235433 map 17, 8 unordered
pi eces
Length = 174208

Score = 512 bits (266), Expect = e-142
Identities = 383/434 (88%, Gaps = 4/434 (0%
Strand = Plus / M nus

Query: 443 ACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAAAAC 384
Sbjct: 82198 ACTGGGATTAGATAACCCCCTATGCTTAGCCCTAAACTCTAATAGTTACATTAACAAAAC 82257

Query: 383 TGTTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGCAGTCCTTTATA 324
Sbjct: 82258 CATTCGCCAGAGTACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTGCTTTATA 82317

Query: 323 TCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG 265
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BLAST Search Results
Shj ct: 82318 TCCCTCTAGAGGAGCCTGITCTATAATCGATAAACCCTGATATACCTCACCACCTCTTGC 82377

Query: 264 - CCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGTAAGCAGAAG 206
Sbjct: 82378 CCCCAGCCTGTIATAGT GCCATCTTCAGCAAACCCTAAAAAGGT TGTAGAGTAAGCACAAG 82437

Query: 205 TATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCAAGAAAT GGG TACG 147
Sbjct: 82438 TATACACATAAAAACATTAGGT CAAGGT GTAGCTCATGAGGT GCCAAGAAATGGGCTACA 82497

Query: 146 TTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECT CAAGGAGGA 87
Sbjct: 82498 TTTTCTATACTCAG AAAATCTCACGACAATCTTTATGACATCTAAGGGCTCAAGGAGGA 82556

Query: 86 TTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAATGAGGCCATGAAGCACGCACACAC 27
Sbjct: 82557 TTTGGCAGTAAACCAAGAGCAGAGT GCCTTGGT TGAATAAGGCCATGAAGCATGCACACAC 82616

Query: 26 CGCCCGTCACCCTC 13
Sbjct: 82617 CGCCCATCACCCTC 82630

>gb| AC058808. 1| AC058808 Honp sapi ens chronosonme 11 cl one RP11-37016 nmap 11, WORKI NG
DRAFT

SEQUENCE, 15 unordered pieces
Length = 175977

Score = 489 bits (254), Expect = e-135
Identities = 384/439 (87%, Gaps = 5/439 (1%
Strand = Plus / Plus

Query: 16 GGT GACGGECGGTGT GTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCTCAAT - 75
Sbjct: 17737 GGTGACAGCCAGT GIGTGTGIGCTTCATGECCTTATTCAACCAAGCACTCTACTCTTGGT 17796

Query: 76 TTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTTCTG 135
Shjct: 17797 TTACTGCTAAATCCTCCTTGAGTICTTTTGATTTCATAAAGGT TGTCGTGAGATTTT- CTG 17855

Query: 136 TGTGTAGAAAACGT A- CCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGTTT 194
Sbjct: 17856 GGTATAGAAAATGTAGCCCATTTCTTCCCACCTCATGAGCTACACCTTGACCTAATGITT 17915

Query: 195 TTATGTAGAT- ACTTCTGCTTACTCTGTGGECCTTTCCAGGGT TTGCTGAAGATGGAGGTA 253
Sbjct: 17916 TTATGTGTATTACTTGTGCTTACTCTATAACCTTTTTAGGGT TTGCTGAAGATGECGGTA 17975

Query: 254 TATAGGCTGGG - CAAGAGGT GGTGAGGTAAATTGGGGT TTATCGATTATAGAACAGECT 311
Sbjct: 17976 TATAGGCT GCCEECAAGAGGT GGT GAGGTAGATCCGEGGT TTATAGATTATAGAACAGECT 18035

Query: 312 CCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAAGCTGITGCTTGTAGTG - 371
Sbjct: 18036 CCCCTAGAGGGATATAAAGCACCGCCAAGICCTTTGAGI TTTAAGCTATTGCTTCTAGTA 18095

Query: 372 TTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTA 431
Sbjct: 18096 TTCTGGECGAATGGT TTTGI TAATATAACTATTATAGT TTAGGGCTAAGCATAGTGGGGTA 18155

Query: 432 TCTAATCCCAGITTGAATC 450
Sbjct: 18156 TCTAACCCCAGITTCGATC 18174

>gb| AC021473. 3| AC021473 Honp sapi ens clone RP11-705H21, WORKI NG DRAFT SEQUENCE, 16
unor der ed

pi eces
Length = 177897

Score = 483 bits (251), Expect = e-133

Identities = 380/437 (86%, Gaps = 4/437 (0%
Strand = Plus / Plus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07596954&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07382441&dopt=GenBank

BLAST Search Results

Query: 13 GAGGGT GACGGECCGT GT GTGCGT GCTTCATGGCCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 51386 GAGGGT CACGGGTGGTGI GTGCATGCT TCATGECCTTATTCAACCAAGCACTCTGCTCTT - 51445

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTTT 132
Sbjct: 51446 GGTTTACTGCTAAATCCTCCTTGAGCCCTTAGATTTCCTAAAGGATGI TGTGAGATTTT- 51504

Query: 133 CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGECTACACCTTGACCTAACG 191
Sbjct: 51505 CTGGACATAGAAAATGTAGCCCATTTCGT GCCACCTCATGGEGCTACACCTTGACCTAATG 51564

Query: 192 TTTTTATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTCCTGAAGATGGAGG 251
Sbjct: 51565 TTTTTATGITGIGIACTTGIGCTTACTTTGTGACCTTTTTAGEGTI TTGCTGAAGATGECGE 51624

Query: 252 TATATAGCCTGGG - CAAGAGGT GGTGAGGTAAATTGCGGT TTATCGATTATAGAACAGG 309
Shjct: 51625 TATATAGGCT GGCGEECAAGAGGT GGT GAGGAGCACCAGGGT TTATTGATTATAGAACAAG 51684

Query: 310 CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAG 369
Sbjct: 51685 CTCCTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGIGG 51744

Query: 370 TGTTCTGCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGEGG 429
Sbjct: 51745 TACTCTGGTGAATGGT TTTGT TAATATAACTATTAGAGT TTAGGGECTAAGCATAGIGGTG - 51804

Query: 430 TATCTAATCCCAGITTG 446
Sbjct: 51805 TATCTAATCCAAGITTG 51821

>ghb| AC024498. 2| AC024498 Honp sapi ens chronmosonme 1 cl one RP11-148L4 map 1, WORKI NG
DRAFT

SEQUENCE, 18 unordered pieces
Length = 152309

Score = 473 bits (246), Expect = e-130
Identities = 377/435 (86%, Gaps = 4/435 (0%
Strand = Plus / M nus

Query: 444 AACTGGGATTAGATACCCCACTATGCT TAACCCTAAACT CGAATAGT TAGATCAACAAAA 385
Sbjct: 91827 AACTGGGATTAGATAACCCACT GT GCTTAGCCCTAAGCTCTAATAGT TAAACTAACAAAA 91886

Query: 384 CTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTCGCCAGTGCTTTAT 325
Sbjct: 91887 CCATTCGCCAGAATACTGCAAGCAACAGCTTAAAATTCAAAGGACTTGCCGGTACTTTAT 91946

Query: 324 ATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG 265
Sbjct: 91947 ACCCCTCTAGAGCAGCCTGI TCTATAATCGATAAACCCCGATATACCTCACCACCTCTTG 92006

Query: 264 - - CCCAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGCECCACAGAGT AAGCAGAA 207
Sbjct: 92007 CCCCCAGCCTATATACTGCCATCTTCAGTAAACCCTAAAAAGGTAATAAAGTAAGCACAA 92066

Query: 206 GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGCGG TAC 148
Sbjct: 92067 GTACACACATAAAAACGT TAGGT CAAGGCGTAGCCCAT GAGGT GGCAAGAAATGGECTAC 92126

Query: 147 GITTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGECECTCAAGGACG 88
Sbjct: 92127 ATTTTCTATACCCAG AAAATATTACTACAACCCTTATGAAATCTAAGGCCTCAAGGAGA 92185

Query: 87 ATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCACACA 28
Sbjct: 92186 ATTTAGCAGGAAACCAAGAGTAGAGT GCTTGGT TGAATAAGGCCATGAAGCATGCACACA 92245

Query: 27 CCGCCCGTCACCCTC 13
Sbjct: 92246 CCGCCCGTCACCCTC 92260

>enb| AL359533. 1| Mus nuscul us chronbsone X cl one RP21-247L20, *** SEQUENCI NG I N
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07239666&dopt=GenBank
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BLAST Search Results

PROGRESS ***, 6 unordered pieces
Length = 159765

Score = 467 bits (243), Expect = e-129
Identities = 376/435 (86%, Gaps = 4/435 (0%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGGECGGT GT GTGCGT GCTTCATGGCCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 121806 GAGCGTGACCEECGEGTGIGIGCATGCTTCATGECCTTATTCAACCAAGCACTCTACTCTT 121865

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTTT 132
Sbjct: 121866 GGITTCCTGCTAAATTCTCCTTGAGCCCTTAGATTTCATAAGSGTTGTAGTAATATTTT- 121924

Query: 133 CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGECTACACCTTGACCTAACG 191
Sbjct: 121925 CTCGGTATAGAAAATGTIAGCCCATTTCTTGCCACCTCATGECCTACGCCTTGACCTAACG 121984

Query: 192 TTTTTATGTAGATACTTCTCCTTACTCTGIGGCCTTTCCACGGTI TTGCTGAAGATCGAGS 251
Sbjct: 121985 TTTTTATGIGTGIACTTGIGCTTACTTTATTACCTTTTTAGCGT TTACTGAAGATGCECAG 122044

Query: 252 TATATAGCCTGGG - CAAGAGGT GGTGAGGTAAATTGEGGT TTATCGATTATAGAACAGG 309
Shjct: 122045 TATATAGGCTGCCCEGCAAGACGT GGTGAGGTATATCCEEGT TTATCGATTATAGAACAGSG 122104

Query: 310 CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAG 369
Sbjct: 122105 CTGCTCTAGAGCCGTATAAAGTACCTCCAAGTCCTTTGAATTTTAACCTGITCCTTCCAG 122164

Query: 370 TGITCTCCECCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGEEG 429
Shjct: 122165 TATTCTGCCCGAATGGTTTTGITAGITTAACTATTAGACCT TAGECECTAAGCACAGIGEET 122224

Query: 430 TATCTAATCCCAGIT 444
Shjct: 122225 TATCTAATCCCAGIT 122239

>gb| AC016151. 20| Honp sapi ens chronpsone 3 clone RP11-141N10, WORKI NG DRAFT SEQUENCE,

26 unordered pieces
Length = 168706

Score = 464 bits (241), Expect = e-127
Identities = 290/307 (94%, Gaps = 3/307 (0%
Strand = Plus / Plus

Query: 144 AAACGTACCCATTTCTTGCCACCTCATGCGECTACACCTTGACCTAACGTTTTTATGTAGA 203
Sbjct: 20924  AAACGITTCCAATTCTTGCCACCTCATGE CTACACCTTGACATAACGTTCTTATGTAGA 20982

Query: 204 TACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTCCTGAAGATGGAGGTATATAGECTGG 263
Sbjct: 20983 TACTTGIGCTTACTCTGI G CCTTTCCAGG TTTCCTGAAGATGGAGGTATTTAGECTGG 21040

Query: 264 GCAAGAGGT GGTGAGGTAAATTGCGGT TTATCGATTATAGAACAGCCTCCTTTAGAGGGA 323
Sbjct: 21041 GCAAGAGGT GGTGAGATAAAT TGEGGT TTATCGATTATAGAACAGGCTCCTTTAGAGGGA 21100

Query: 324 TATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAGIGTTCTGGCGAACA 383
Shjct: 21101 TATAAAGCATGGECCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGTGTTCTGGCGAACA 21160

Query: 384 GITTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTATCTAATCCCAGT 443
Sbjct: 21161 GITTTGTTGATCTAACTGI TCGAGT TTAGGGT TAAGCATAGCGGEGGTATCTACTCCCAGT 21220

Query: 444 TTGAATC 450
Sbjct: 21221 TTCGATC 21227

>gb| AC069389. 3| AC069389 Honp sapi ens chronmosone 8 cl one RP11-350F16, WORKI NG DRAFT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20127924&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09719814&dopt=GenBank

BLAST Search Results
SEQUENCE,

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| AC025337. 1|

27 unordered pieces
Length = 160865

433 bits (225), Expect = e-118
Identities = 370/435 (85%, Gaps = 3/435 (0%
Strand = Plus / Plus

13
94344

73
94404

133
94463

192
94523

252
94583

312
94643

372
94702

432
94762

GAGGGT GACGGEECGGTGT GT GCGT GCTTCATGECCTCATTCAATTAAACACTCTCCTCTC
GAGAGT GAT GGGAGCGGT GTGCATGCTTCATGECTTTATTCAACCAAGCACTCTGATCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGTTGTCCCGAGATTTTT
GGTTTACTGCTAAATCCTCCTTGAGCCCTTCGATTTCATAAAGGT TGTTGTGAGATTTT-

CTGTGTGTAGAAAACGTACCC- ATTTCTTGCCACCT CATGGECTACACCTTGACCTAACG
CTGGGTATACAAAATGTAGT CTACTTCTTGCCACCT CATGAGCTACACCTTGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGGAGG
TTTTTATGTGTACACTTGIGCTTACTCTATAACCACTTTAGGEGT TTGCTGAAGATGGT GG

TATATAGGCT GGCCAAGAGGT GGT GAGGT AAAT TGGEGGT TTATCGAT TATAGAACAGGECT
TATATAGCCCT GGGCAAGAGGT GGTGAGGTATATTGEGGT TTATTAATTATAGAACAGGAT

CCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGI TTTAAGCTGI TGCTTGTAGT G
CCTCTAGAGGGATAT- AAGCAGCATCAAATCCTTTGAGI TTTTAGCTGT TGCTGGTAGTA

TTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTA
TTCTGGCAAATTTTTTTTTAAATGTAACTATTAGAGT TTAGGGGTAAGCATAGT GGGGTA

TCTAATCCCAGITTG 446
TCTAATCCCAGITTG 94776

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

72
94403

132
94462

191
94522

251
94582

311
94642

371
94701

431
94761

Hono sapi ens chronosone 17 clone RP11-471P22 map 17, LOW PASS
SEQUENCE SAMPLI NG
Length = 83905

421 bits (219), Expect = e-115
Identities = 366/425 (86%, Gaps = 7/425 (1%
Strand = Plus / Plus

13
81630

73
81690

133
81749

192
81809

252
81869

310
81929

GAGGGT GACGGGECGGT GTGTGCGT GCTTCATGGCCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GATGGGECGGT GT GTGCATGCTTCATGGCCTTAT TCAACCAAGCACTCTGCTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT
GGTTTACTGCCAAATCCTCCTTGAGCCCTTAGATGTCATAAAGATTGTCGTGAGA- TTTT

CTGTGTGTAGAAAACGTA- CCCATTTCT TGCCACCT CATGGGECTACACCTTGACCTAACG
CTGAGTATAGAAAATGTAGCCCATTTCT TGCCACCT CATGAGCTACACCTTGACCTAATG

TTTTTATGTAGATACTTCTGCTTACTCTGTGGCCT TTCCAGEGT TTCCTGAAGATCEAGG
TTTTTATGTGTATACTTGTGCTTACTCTACAACCTTTTTAGGEGT TTGCTGAAGATGGCAC

TATATAGGECT - - GGGCAAGAGGT GGT GAGGTAAATTGEGEGT TTATCGATTATAGAACAGG
TATACACGCT GNGGGCAAGAGGT GGTGAGGTATATCANGGT TTATCGATTATAGAACAGG

CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTT- TGAGI TTTAAGCTGT TGCTTGTA
CTCCTCTAGAGGGATATAAAGCACTGCCAAGTCCTTCTGAGI TTTAAGCTGT TGCTTGTA
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72
81689

132
81748

191
81808

251
81868

309
81928

368
81988


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07210018&dopt=GenBank

BLAST Search Results

Query: 369 GIGT TCTGCCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGSGT TAAGCATAGTGEG 428
Sbjct: 81989 GIACTCTCCCGAATGEGI TTTGITATGIGACTATTAGAG TTAGGECTAA- CATAGTGGG 82046

Query: 429 GIATC 433
Sbjct: 82047 TTATC 82051

>gb| AC024954. 3| AC024954 Honp sapi ens cl one RP11-3E16, WORKI NG DRAFT SEQUENCE, 20
unor der ed

pi eces
Length = 172138

Score = 419 bits (218), Expect = e-114
Identities = 372/439 (84%, Gaps = 6/439 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 50493 CAAACTGAGATTAGATATCCCATCATGCTTAGCCCTAAACTATAATAGT TAAATTAACAA 50552

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT - 327
Sbjct: 50553 AATTATTTGCCGGAATACTACAAGCAAGAACT TAAAATTAAAAGGACT TGECGGTCCTTT 50612

Query: 326 ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 50613 ATATCCCTCTAGAGGGGECCTGI TCTATAAT CCGTAAACCCCGATACACCTCACCACCTCT 50672

Query: 266 TGCC- - - CAGCCTATATACCT CCATCT TCAGCAAACCCTGGAAAGECCACAGAGTAAGCA 210
Sbjct: 50673  TGCCCCACAGCCCATATACCACCATCGI CAGCAAACCCTAGAAAGGTTGCAGAGTAAGCA 50732

Query: 209 GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG 151
Sbjct: 50733 CAAGTATATTCATAAAAATTTTAGGT CAAGGT GTAGCCTACGAGGT GGCAAGAAATGEEC 50792

Query: 150 TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAAGG 91
Sbjct: 50793 TACATTTTCTATAC- CCGAAAAAT CTCACAACAACCCTTATGCAATCTAAAGCCTTAAGG 50851

Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAACGCACGCAC 31
Sbjct: 50852  AGCATTTAGCAGIAAACAAAGAGCAGAGT CCTTGGT TGAATAAGGCCATGAACCACACAG 50911

Query: 30 ACACCGCCC- GTCACCCTC 13
Sbjct: 50912 ACACAACCCTGICACCCTC 50930

>gb| AC023928. 3| AC023928 Honp sapi ens chronmosone 2 clone RP11-283F6 map 2, WORKI NG
DRAFT

SEQUENCE, 18 unordered pieces
Length = 180059

Score = 419 bits (218), Expect = e-114

Identities = 372/439 (84%, Gaps = 6/439 (1%
Strand = Plus / Plus

Query: 13 GAGGGTGAC- GEECGGTGTGTGCGTGCTTCATGECCTCATTCAATTAAACACTCTGCTCT 71
Sbjct: 55390 GAGGGTGACAGGGT TGTGTCTGTGTGCTTCATGGCCTTATTCAACCAAGCACTCTGCTCT 55449

Query: 72 CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCGCGAGATTTT 131
Shjct: 55450 TTGITTACTCCTAAATCCTCCTTAAGCCTTTAGATTGCATAAGEGTTGTTGTGAGATTTT 55509

Query: 132 TCTGITGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGGCTACACCTTGACCTAAC 190
Sbjct: 55510 TCGG GTATAGAAAATGTAGCCCATTTCTTGCCACCTCGTAGGCTACACCTTGACCTAAA 55568

Query: 191 GITTTTATGTAGATACTTCTCGCTTACTCTGTGGECCTTTCCAGEGT TTCCTGAAGATGEAG 250
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08072513&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07684449&dopt=GenBank

BLAST Search Results
Shj ct: 55569 ATTTTTATGAATATACTTGIGCCTTACTCTCCAACCTTTCTAGGGTTTECCTGACGATGETG 55628

Query: 251 GTATATAGCCTG- - - GGCAAGAGGT GGTGAGGTAAATTGGGEGT TTATCGATTATAGAACA 307
Sbjct: 55629 GTATATGGGECT GTGEGEGCAAGAGGT GGTGAGGT GTATCGGGEGT TTACGGATTATAGAACA 55688

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAACCTGT TCCTTGT 367
Sbjct: 55689 GGCCCCTCTAGAGGGATATAAAGCACCGCCAAGTCCTTTTAATTTTAAGI TCTTCCTTGT 55748

Query: 368 AGTGI TCTGECGAACAGT TTTGT TGATCTAACTATTCGAGI TTAGGGT TAAGCATAGT GG 427
Sbjct: 55749 AGTATTCCECCAAATAATTTTGI TAATTTAACTATTATAGTI TTAGECCTAAGCATGATGS 55808

Query: 428 CGTATCTAATCCCAGITTG 446
Sbjct: 55809 GATATCTAATCTCAGITTG 55827

>gb| AC022223. 18| Honp sapi ens chronosone 5 clone RP11-538B23, WORKI NG DRAFT SEQUENCE
19 unordered pieces
Length = 140712

Score = 412 bits (214), Expect = e-112
Identities = 372/ 436 (85%, Gaps = 8/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 79183 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTCAACAGI TAAATTAACAA 79242

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT - 327
Sbjct: 79243 AACTGCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 79302

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 79303 ATATCCCTCTAGAGGAGCCTGT TCTGTAATCGAT- AACCCCGATCAACCTCACCACCTCT 79361

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGTAAGCAGA 208
Sbjct: 79362 TGCTCAG- CTATATACCGCCATCTTCAGCAAACCCT GACGAAGCECTGCAAAGTAAGCGCA 79420

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEEG TA 149
Sbjct: 79421 AGTACCCACGTAAAGAT GT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGECCTA 79480

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCTCAAGEAG 89
Shjct: 79481 CATTTTCTAC- TTCAGAAAACT- - - ACGATAACCCTTATGAAATTTAAGGGTCGAAGGTG 79536

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACCGCACAC 29
Sbjct: 79537 GATTTAGCAGTAAACTAAGAGTAGAGT CCGTAGT TGAACAGEGCCCT GAAGCGCGTACAC 79596

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 79597  ACCCCCCGICACCCTC 79612

>gh| AC021442. 2| AC021442 Honp sapi ens chronmosonme 11 cl one RP11-682119 nap 11, LOW PASS
SEQUENCE SAMPLI NG
Length = 67508

Score = 410 bits (213), Expect = e-111
Identities = 331/380 (87%, Gaps = 5/380 (1%
Strand = Plus / M nus

Query: 391 AACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACT TGGCAGT 332
Sbjct: 59950 AACAAAACCATTCACCAGAATACTAGAAGCAATAGCT TAAAACT CAAAGGACTTGECGET 60009
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20335453&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09144087&dopt=GenBank

BLAST Search Results

Query: 331 GCTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCA 272
Sbjct: 60010 GCTTTATATCCCTCTAGGEGAGCCTGITCTATAATCTATAAACCCCGATCTACCTCACCA 60069

Query: 271 CCTCTTG - CCCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGGECCACAGAGTA 214
Sbjct: 60070 CCTCTTGCCCCCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGGTTATAGAGTA 60129

Query: 213 AGCAGAAGT- ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GECAAGAAA 155
Sbjct: 60130 AGCACAAGTAATACACATAAAAACATTAGGT CAAGGT GTAGCTCATGAGGT GEGAAGAAA 60189

Query: 154 TGGEG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGTTATGAAATCTAAGEGCT 96
Sbjct: 60190 TGCCCTACATTTTCTATACCCAG AAAATCTCACGACAACCTTTATGAAATCAAAACACT 60248

Query: 95 CAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCA 36
Sbjct: 60249 CAAGGAGCATTTAGCAGIAAACCAAGAGTAGAGTCCTTGGT TGAATAAGGCCATGAACCA 60308

Query: 35 CGCACACACCGCCCGTCACC 16
Sbjct: 60309 CACACACACTGCCTGICACC 60328

>gb| AC068010. 4] AC068010 Honp sapi ens cl one RP11-3J16, WORKI NG DRAFT SEQUENCE, 37
unor der ed

pi eces
Length = 165652

Score = 406 bits (211), Expect = e-110
Identities = 366/436 (83%, Gaps = 5/436 (1%
Strand = Plus / Plus

Query: 12 AGAGGGT GACGEECAEGET GTGT GCGTGCTTCATGGCCTCATTCAATTAAACACTCTCCTCT 71
Sbjct: 80475 AGAGGGECGATGGEGTGGTGT GT GCATGCTTCACGGCCTCATTCAATGAAGCACTCTGI TCT - 80534
Query: 72 CAATTTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACCGT TGTCCCGAGATTTT 131
Sbjct: 80535 TCATTTACCCCTAAATCCTCTTTGAATCTTTACGGI TTCATTATGGTTATTGTAAAATTTT 80594
Query: 132 TCTGTGTGTAGAAAACGTACC- CATTTCTTGCCACCTCATGEECTACACCTTGACCTAAC 190
Sbjct: 80595 - CGEGAAATAGAAAATGTAGCTCATTTCTTACCATTTCATAGECAACACCTTGACCTAAT 80653
Query: 191 GITTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTCCAGGGTI TTCCTGAAGATGGAG 250
Shjct: 80654 GITTTTATGTACATACTTGTGCTTACTCTAAGGCCTTTTTAGGGTITTGCTGAAGATGGTG 80713
Query: 251 GTATATAGCCTG- - - GGCAAGAGGTGGTGAGGTAAATTCCGEGT TTATCGATTATAGAACA 307

Sbjct: 80714 GTATATAGCCT GAGT GGCGAGAGAT GGCGAGGTATATCCGAGI TTACCGATTATACAACA 80773

Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAAGCTGI TCCTTGT 367
Sbjct: 80774 GGCTCCTCTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAACCTGI TGI TTGT 80833

Query: 368 AGTGI TCTGECGAACAGT TTTGT TGATCTAACTATTCCGAGT TTAGGGT TAAGCATAGT GG 427
Shjct: 80834 AGTACTCTGCCGAGTAGI TTTGTI TAATTTAACTATCTCGGT TTAGGECTAAGCATAGTGA 80893

Query: 428 GGTATCTAATCCCAGT 443
Sbjct: 80894 GGTATCTAATCCCAGT 80909

>gb| AC116047. 2| Papi o hamadryas cl one RP41-440110, WORKI NG DRAFT SEQUENCE, 13 ordered
pi eces
Length = 149468

Score = 383 bits (199), Expect = e-103
Identities = 367/441 (83%, Gaps = 8/441 (1%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09789668&dopt=GenBank
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BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

>gb| AF182108. 3|

447
78170

387
78230

327
78290

267
78350

212
78410

152
78470

93
78528

33
78588

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

TCAAACT GGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACA
TCAAACT GGGATTACAGAT CCCACTACGCT TAGCCCTAAACCT CAATAATTAAAATAACA

AAACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTT
AAACTACT CACCAGAATACTACAAGCAACAGCTTGAAACTCAAAGGACT TGCCAGTCCTT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
CACATCCCTCTAGAGGAGCCTGI TCAGTAATCGATAAACCCCGATCCACCTCACCATCTC

TTGCCCAGCCTATATACCT- - - - - CCATCTTCAGCAAACCCT GGAAAGGECCACAGAGTAA
TTGCTCAGCCTATATACCATACCACCATCTTCAGCAAACCGT GATAAGGCCACAAAGTTA

GCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATG
GCATAACCGT CCCCGCAAAAACGT TAGGT CAAGGT GTAGCCTAT GAGATGGTAAAAAAT G

GG TACGI TTTCTACACACAGAAAAAT CTCGECGACAACCGT TATGAAATCTAACGGECTCA
GCCTACATTTTCTACTC- CAGAAAACCC- CACGATAACTCTTATGAAACCTAAGAGTI CCA

AGGAGGAT TTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACG
AGGAGGATTTAACAGTI CAATTAAGAACAGAGT GCTTAAT TGAACCAGGCCATGAAGCACG

CACACACCGCCCGICACCCTC 13
CACACACCCGCCCGICACTCTC 78608

388
78229

328
78289

268
78349

213
78409

153
78469

94
78527

34
78587

Hono sapi ens chronosone 8 clone RP11-11N9 rmap 8pl2, WORKI NG DRAFT

SEQUENCE, 9 unordered pieces
Length = 169423

367 bits (191), Expect = 9e-99
Identities = 307/355 (86%, Gaps = 5/355 (1%
Strand = Plus / M nus

364
117096

304
117156

246
117216

186
117276

127
117335

67
117394

AGCAACAGCT TAAAACT CAAAGGACT TGECAGT GCTTTATATCCCTCTAAAGGAGCCTGT
AGCAACAGCTTAAAACT CAAAGGACT TGGCAGTGCTTTATATCCCTCTAGAGGAGCCTGT

TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG - CCCAGCCTATATACCTCC
TCTATAATCAATGAACCCT GATACACCT CACCGCCT CTTGCCCCCAGCCTATATAGEECC

ATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAGCAGAAGT ATCTACATAAAAACGT TA
ATCTTCAGCAAACCCTAAAAAGT TTATTGAGT AAGCACAAGTACACACATAAAAATGTTA

GGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGG TACGT TTTCTACACACAGAAAAA
GGT CAAGGT GTAGCCCAT GAGAT GGCAAGAAATGGGATACATTTTCTATGI CCAG- AAAA

TCTCGCGACAACCGT TATGAAATCTAAGCEGCT CAAGGAGEAT TTAGCAATAAATTGAGAG
TCTCACGACAACCTTTATGAAATCTAAGCGACTC- AGGAAGATTTAGCAATAAACCAAGAG

CAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCACACACCGECCCGTCACCCTC 13

305
117155

247
117215

187
117275

128
117334

68
117393

CAGAGT CCTTGGT TGAATAAGECTATGAAGCATGCACACACCACCCGICACCCTC 117448

Score = 48.8 bits (25), Expect = 0.011

| dentit

ies =

25/ 25 (100%

Strand = Plus / M nus

Query: 446

CAAACTGGGATTAGATACCCCACTA 422
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14327845&dopt=GenBank

BLAST Search Results
Shj ct: 117043 CAAACTGCCECGATTAGATACCCCACTA 117067

>gb| AC096874. 2| Pan troglodytes clone RP43-107P11, WORKI NG DRAFT SEQUENCE, 2 ordered
pi eces
Length = 168420

Score = 360 bits (187), Expect = 2e-96
Identities = 258/291 (88%, Gaps = 1/291 (0%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 33974 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATTAACAA 34033

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT - 327
Shjct: 34034 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGT TTC - 34093

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 34094  ATATCCCTCTAGAGGAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT 34153

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGCCCACAGAGTAAGCAGA 208
Sbjct: 34154  TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGCCTGCAAAGTAAGCGCA 34213

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGA 157
Sbjct: 34214  AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGTGECAAGA 34264

>gb| AC097006. 1| Pan trogl odytes clone RP43-11P24, WORKI NG DRAFT SEQUENCE, 6 unordered
pi eces
Length = 203266

Score = 360 bits (187), Expect = 2e-96
Identities = 258/ 291 (88%, Gaps = 1/291 (0%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 27981 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACCTCAACAGT TAAATTAACAA 28040

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT 327
Sbjct: 28041 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGT TTC - 28100

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 28101 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 28160

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 28161 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT CATGAAGCCTGCAAAGTAAGCGCA 28220

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGA 157
Sbjct: 28221 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGA 28271

>gb| AC018856. 4] AC018856 Honp sapi ens chronpsome 2 cl one RP11-382119 map 2, WORKI NG
DRAFT

SEQUENCE, 12 unordered pieces
Length = 191507

Score = 352 bits (183), Expect = 4e-94

Identities = 252/284 (88%, Gaps = 2/284 (0%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20334574&dopt=GenBank
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BLAST Search Results
Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shj ct: 104447 CAAACTGCCCATTAGATACCCAACTATCCTTAGCCCTAAACTATAATAGITAAATTAACAA 104506

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT 327
Sbjct: 104507 AACAATTTACCAGAATACTACAAGCAACACGT TAAAACTCAAAGGACTTGECAGICCTTT 104566

Query: 326 ATATCCCT CTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 104567 ATATCCATCTAGAGGAGCCTGITCTATAATTGATAAACCCCGATGCACCTCACCACCTCT 104626

Query: 266 TG - CCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGTAAGCAG 209
Sbjct: 104627 TCGCCCCCAGCCTATATGCCACCATCTTCAGCAAACCCTAGAAAGGTTGCAAAGTAAGCAC 104686

Query: 208 AAGTATCTACATAAAAACGT TAGGT CAAGGTGTAGCCCATGAGG 165
Sbjct: 104687 AAGTATACACATAAAAATGT TAGGTCAAGGTGTAGCCTATGAGS 104730

Score = 96.8 bits (50), Expect = 4e-17
Identities = 90/110 (81%
Strand = Plus / M nus

Query: 131 AAAATCTCGCGACAACCGT TATGAAAT CTAAGGGCTCAAGGAGGATTTAGCAATAAATTG 72
Sbjct: 104750 AAAATCTCATGATAGCCTTTATGAAATCTAAGCECTCAAAGAGCGATTTAGCAGTAAACCA 104809

Query: 71 AGAGCAGAGTGT TTAATTGAAT GAGGCCATGAAGCACGCACACACCGCCC 22
Sbjct: 104810 AGACCTGAGICCTTGGI TGAATAGEGT CATGAAGCACACACACGCCACCC 104859

>gb| AC021823. 3] AC021823 Honp sapi ens chronpsome 2 cl one RP11-169P13 nmap 2, WORKI NG
DRAFT
SEQUENCE, 22 unordered pieces
Length = 146015

Score = 233 bits (121), Expect = 3e-58
Identities = 161/181 (88%
Strand = Plus / Plus

Query: 267 AGAGGT GGT GAGGTAAATTGGEGGT TTATCGAT TATAGAACAGGCTCCTTTAGAGGGATAT 326
Sbjct: 77662 AGAGATGATGAGGTACCTCGGEGGT TTATCGATTATAGAACAGGCTCCTCTAGAGGGATAT 77721

Query: 327 AAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAGTGTTCTGCCGAACAGTT 386
Sbjct: 77722 AAAGCACTGCCAAGTCTTTTGAGTCTTAAGCTGT TGCTTGTAGTACTCTGGTGAATAGIT 77781

Query: 387 TTGITGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGCGGTATCTAATCCCAGITTG 446
Sbjct: 77782 TTGITGGTTGAACTATTTGCGGT TTAGAACTAAGCATAGTGCGGTATCTAATCCCAGTITTG 77841

Query: 447 A 447
Shjct: 77842 A 77842

>gb| AC013632. 3| AC013632 Honp sapi ens clone RP11-12N13, WORKI NG DRAFT SEQUENCE, 7
unor der ed

pi eces
Length = 175250

Score = 229 bits (119), Expect = 4e-57

Identities = 238/295 (80%, Gaps = 4/295 (1%
Strand = Plus / Pl us
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07408019&dopt=GenBank
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BLAST Search Results

Query: 156 TTCTTGCCACCTCATGGGECTACACCTTGACCTAACGT TTTTATGTAGATACTTCTGCTTA 215
Sbjct: 165724 TTCTTTCCATGICATAGCCTACACTTTGACCTAATGITTTTATCGCACCTACTTGCCCTTA 165783
Query: 216 CTCTGIGGCCTTTCCAGEGT TTGCTGAAGATGRAGGTATATAGECTGEG - - - CAAGAGG 271
Sbjct: 165784 CITTGACACCTTTTTAGCCGTTTCCTGAAGATCECAGTATATAGECTGAGTTCGCCAAGAGA 165843
Query: 272 TGGTGAGGTAAATTGGCCGT TTATCGATTATAGAACAGCCTCCTTTAGAGGGATATAAAGC 331

Sbjct: 165844 TAGICGCATATGICACCGT TTAACGATTATAGAACAGGECTCCTTTAGAGGAGIATAAACC 165903

Query: 332 ACTCCCAAGTCCTTTGAGI TTTAACCTGI TCCTTGTAGIGT TCTGECGAACAGI TTTGIT - 391
Sbjct: 165904 TTGECCATGICCTTTGAGITTTAAGCTCTTCCTTGIAATACTCTGETGAATAATTTTGIT 165963

Query: 392 GATCTAACTATTCGAGI TTAGGGT TAAGCATAGT GGGGTATCTAATCCCAGI TTG 446
Sbjct: 165964 TGITAAATTATTTAAGITTAACCCTAAGCATAGTGECGTGICAAAACCCAGITTG 166018

>gb| AC107879. 1| Honp sapi ens chronpsome 18 cl one RP11-584012 map 18, LOW PASS

SEQUENCE SAMPLI NG
Length = 46803

Score = 212 bits (110), Expect = 7e-52
Identities = 190/225 (84%, Gaps = 9/225 (4%
Strand = Plus / Plus

Query: 222 GGECCTTTCCAGEGTTTGCTGAAGATGCGAGGTATATAGECT G - - GGCAAGAGGTIGGTGAG 278
Sbjct: 14095 GCGCCTTTTTAGGGT TTGCTGAACGT GECAGTACATAGCCT GAGTGECAAGACATGGTGAG 14154

Query: 279 GTAAATTGCGGT TTATCGATTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCA 338
Sbjct: 14155 GIATATCCCAGITTATCAATTATAGAACAGGTTCCTCTAGAACGATATAAAGCACCGCCA 14214

Query: 339 AGTCCTTTGAGI TTTAAGCTGITGCTTGTAGIGTTCTGECGAACAGI TTTGT TGATCTAA 398
Shjct: 14215 AGl------ AGTTTTAAGCTGTGCECTTGTAGITCTCTGGTGAATAGI TTTGTTAATTTAA 14268

Query: 399 CTATTCGAGT TTAGGGT TAAGCATAGI GGGGTATCTAATCCCAGIT 443
Sbjct: 14269 CTACTTCGGTITTAGEECTAAGCATAGTIGCEGTATCTAATCCCAGT 14313

>gb| AC137882. 1] Honp sapi ens chronosonme 15 clone RP11-318ML map 15, LOW PASS SEQUENCE
SAMPLI NG
Length = 65479

Score = 114 bits (59), Expect = 2e-22
Identities = 99/119 (83%
Strand = Plus / M nus

Query: 131 AAAATCTCECGACAACCGT TATGAAAT CTAAGGGCTCAAGGAGGATTTAGCAATAAATTG 72
Sbjct: 7899 AAAATCTCATGATAGCCTTTAGGAAAT CTAAAGATTCAAGGAGGATTTAGCAGTAAATCA 7958

Query: 71 AGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 7959 AGAGTAGAGT CCTTGATTGAATAAGGCCAT GAAGCATGCACACGCCACCCGTTACCCTC - 8017

>gb| AC136354. 1] Honp sapi ens chronosone 15 clone RP11-318ML map 15, LOW PASS SEQUENCE
SAMPLI NG
Length = 54322

Score = 114 bits (59), Expect = 2e-22
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18308601&dopt=GenBank
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BLAST Search Results

Identities = 99/119 (83%
Strand = Plus / M nus

Query: 131 AAAATCTCGCGACAACCGT TATGAAAT CTAAGGCGCTCAAGGAGGATTTAGCAATAAATTG 72
Sbjct: 19904 AAAATCTCATGATAGCCTTTAGCAAATCTAAACATTCAAGGACCGATTTAGCAGTAAATCA 19963

Query: 71 AGAGCAGAGT GT TTAAT TGAAT GAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC - 13
Sbjct: 19964 AGAGTAGAGTCCTTGATTGAATAAGGCCATGAAGCATGCACACGCCACCCGITACCCTC 20022

>gb| AC016352. 2| Honp sapi ens chronbsome 22 cl one RP11-425Q21 map 22, LOW PASS

SEQUENCE SAMPLI NG
Length = 89740

Score = 114 bits (59), Expect = 2e-22
Identities = 141/182 (77%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 5315 CAAACTGEGACTAAATCTCTCACTGI GCTTAGCCATAAACTTAAATAATTTAATAAACAG 5374

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT - 327
Shjct: 5375 AATTATTTACCAGAGCACTATAAGCAATAGCT TAAGCCT CAAAGCGACATGCCCGATCCTTT 5434

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 5435 ACAGCTCTCGAGAGEGECCTGI TCTATATTCAATAAGCTCCGATATACCTCAGCATCTCT 5494

Query: 266 TG 265
Shjct: 5495 TG 5496

Score = 50.7 bits (26), Expect = 0.003
Identities = 54/ 68 (79%
Strand = Plus / M nus

Query: 332 TGCTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACC 273
Sbjct: 1039 TCCTTTACAGCTCTCGAGAGEGECCTGITCTATATTCAATAAGCTCCGATATACCTCAGC 1098

Query: 272 ACCTCTTG 265
Sbjct: 1099 ATCTCTTG 1106

>gb| AC025936. 3| AC025936 Honp sapi ens chronmosone 8 cl one RP11-680F3 map 8, WORKI NG
DRAFT

SEQUENCE, 6 unordered pieces
Length = 183084

Score = 91.1 bits (47), Expect = 2e-15

Identities = 89/110 (80%
Strand = Plus / M nus

Query: 262 CAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGGECCACAGAGTAAGCAGAAGTAT 203
Sbjct: 45709 CAGCCTGTATACTACCATCTTCAGCAAGCCCTAAAAAGGT CATAAAGTAAGCACAAGTAC 45768

Query: 202 CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATG 153
Sbjct: 45769 TTACATGGAAACATTAGGTCAACATGTAGCTTATGAGATGCAAAGAAATG 45818

http://169.237.78.119/Claw/htgs.html (26 of 29) [4/27/2003 10:26:30 AM]
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BLAST Search Results

Score = 60.3 bits (31), Expect = 4e-06
Identities = 59/73 (80%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGECCATGAAGCAC 35
Sbjct: 45880 AACCGAGCATTTAGTAGTAAAT TAAGAATAGAGACCT TAATTGAATAAGGT TGT GAAGCAC 45939

Query: 34 GCACACACCGCCC 22
Sbjct: 45940  ACATAGACCGCCC 45952

Score = 56.4 bits (29), Expect = 5e-05
Identities = 29/29 (100%
Strand = Plus / M nus

Query: 364 AGCAACAGCTTAAAACTCAAAGGACTTGG 336
Sbjct: 45598 AGCAACAGCTTAAAACTCAAAGGACTTGG 45626

Score = 54.5 bits (28), Expect = 2e-04
Identities = 36/40 (90%
Strand = Plus / M nus

Query: 445 AAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACT 406
Sbjct: 45533 AAACTGGGATTAAATACCCCACTATGT TTAGCCATAAACT 45572

>gb| AC027752. 2| AC027752 Honp sapi ens chronmosone 11 cl one RP11-400F23 map 11, WORKI NG
DRAFT

SEQUENCE, 50 unordered pieces
Length = 186723

Score = 85.3 bits (44), Expect = le-13
Identities = 82/101 (81%
Strand = Plus / Plus

Query: 13 GAGGGT GACGEECEGTGIGTGCGTGCT TCATGECCTCAT TCAATTAAACACTCTGCTCTC 72
Sbjct: 14907 GAGEGT GACGEECEGTGI GTATCCECT TCAGECCCCTGI TCAACTAAGCACTCTACACTT - 14966

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAA 113
Sbjct: 14967 AGITTACTGCTAAATCCACCTTCGACCCTTAAATTTCATAA 15007

>enb| BX322234. 2| Honop sapi ens chronosone 6 clone XXyac-65C7_A, *** SEQUENCI NG I N

PROGRESS ***, 65 unordered pieces
Length = 299884

3e-10
1/97 (1%

Score = 73.7 bits (38), Expect
Identities = 79/97 (81%, Gaps
Strand = Plus / Plus
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BLAST Search Results

Query: 152 CCATTTCTTGCCACCTCATCGECTACACCTTGACCTAACGT TTTTATGTAGATACTTCTG 211
Sbjct: 235680 CCATTTCTTTCCACCTCA- GAGCTACCCCTGGACCTGATGITTTTGIGTAAATGCTGGTG 235738

Query: 212 CTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGG 248
Sbjct: 235739 CTCACTCTCCGECCGTCGTAGCGTTTCCTGAAGATGS 235775

>gb| AC143888. 1| Macaca nul atta cl one CH250-268B20, *** SEQUENCI NG | N PROGRESS ***, 1

ordered piece
Length = 180677

Score = 71.8 bits (37), Expect = 1le-09
Identities = 79/100 (79%
Strand = Plus / Plus

Query: 265 CAAGACGT GGTGAGGTAAATTGEGET TTATCGATTATAGAACAGECTCCTTTAGAGCCGAT 324
Sbjct: 70009 CAAGACATGCGTGAGGTATATCAGACGAT TATCGAATATAGAACAGECCCCTCTCGAGECECT - 70068

Query: 325 ATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCT 364
Sbjct: 70069 GIAAAGCTTCGCCACGICCTTTGAAGI TGAAGCCATTGCT - 70108

>gb| AC013679. 2| AC013679 Honp sapi ens clone RP11-20L24, LOW PASS SEQUENCE SAMPLI NG
Length = 43152

Score = 69.9 bits (36), Expect = 5e-09
Identities = 54/ 63 (85%
Strand = Plus / Plus

Query: 349 GITTTAACCTGTITGCTTGTAGTGT TCTGECGAACAGT TTTGTTGATCTAACTATTCGAGT 408
Sbjct: 9549 GITTTAAGCTGITGCTTATAGTACTCTGGCAAATAGT TTTGCTAATCTAACTACTTGAGT 9608

Query: 409 TTA 411
Shjct: 9609 TTA 9611

>gb| AC130279. 2| Mus muscul us cl one RP24-394Gl2, WORKI NG DRAFT SEQUENCE, 2 ordered

pi eces
Length = 207794

Score = 66.1 bits (34), Expect = 7e-08
Identities = 56/67 (83%
Strand = Plus / M nus

Query: 217 AGTAAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGCCAAG 158
Sbjct: 2719 AGTAAGCAAAAGAACAAACATAAGAACAT TAGGT CAAGGT GTAGCCAGT GAGGTGGAAAG 2778

Query: 157 AAATGGG 151
Shjct: 2779 CAATCCG 2785

Dat abase: Unfini shed Hi gh Throughput Genom ¢ Sequences; Sequences:
phases 0,1 and 2
Posted date: Apr 10, 2003 11:31 PM
Nunber of letters in database: 7,937,571, 999
Nunber of sequences in database: 48,392

Dat abase: db/htgs. 01
Posted date: Apr 11, 2003 1:13 AM
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BLAST Search Results

Nurmber of letters in database: 3,768,110, 189
Nunmber of sequences in database: 19,870

Lanbda K H

1.33 0.621 1.12
Gapped
Lanmbda K H

1.33 0.621 1.12
Matrix: blastn matrix:1 -2
Gap Penalties: Existence: 5, Extension: 2
Nunber of Hits to DB: 2, 844, 697
Nunber of Sequences: 68262
Nurmber of extensions: 2844697
Nurmber of successful extensions: 1346
Nunber of sequences better than 10.0: 90
Nunber of HSP' s better than 10.0 wi thout gapping: 90
Nunber of HSP's successfully gapped in prelimtest:
Nurmber of HSP's that attenpted gapping in prelimtest:
Nurmber of HSP's gapped (non-prelim: 106
l ength of query: 462
| ength of database: 11, 705, 682, 188
ef fective HSP | ength: 24
effective length of query: 438
effective | ength of database: 11,704,043, 900
ef fective search space: 5126371228200

ef fective search space u
T. 0O

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 bhits)

S1: 12 (23.8 bhits)

S2: 20 (39.1 bits)

sed: 5126371228200

0

1199
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BLAST Search Results

BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: NCBI genone chronbsones - human
24 sequences; 3,051,185,827 total letters

Query= CS63wi n
(462 letters)

Distribution of 92 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Color Key for Alignment Scores
lelll_
0 50 100 150 200 250 300 350 400 450

Score E
Sequences produci ng significant alignments: (bits) Value
ref | NC 000004. 3] Honop sapi ens chronpsone 4, conpl ete sequence 721 0.0
ref | NC 000002. 3] Hono sapi ens chronosone 2, conpl ete sequence 702 0.0
ref | NC 000007.5|] Honmpb sapi ens chronosone 7, conplete sequence 564 e- 158
ref | NC 000005. 2] Honop sapi ens chronpsone 5, conpl ete sequence 527 e- 147
ref | NC 000017. 3] Hono sapi ens chronosone 17, conpl ete sequence 525 e- 147
ref | NC 000009. 3] Honp sapi ens chronpbsone 9, conplete sequence 512 e-143
ref| NC 000011. 2| Honp sapi ens chronpsone 11, conpl ete sequence 489 e- 136
ref | NC 000001. 2] Hompo sapi ens chronpsone 1, conplete sequence 467 e-129
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777741&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777739&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777755&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777720&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777760&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777757&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777727&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777714&dopt=GenBank

BLAST Search Results
ref | NC 000023.

2

4|

r ef | NC_000020.
r ef | NC_000008.

3|

ref | NC_000003.

3|

r ef | NC_000014.

2

r ef | NC_000024.

2

ref | NC_000013.

3|

r ef | NC_000018.

2

ref | NC 000010. 2|
r ef | NC_000006. 3|
ref | NC_000022. 3|
ref | NC_000019. 3|
ref | NC 000015. 2|
ref | NC_000012. 3|

>r ef | NC_000004. 3]

Lengt h

Score =

721 bits (375),

Hono sapi ens chronosone X, conplete sequence 444  e-122
Homo sapi ens chronosone 20, conplete sequence 437 e-120
Honmo sapi ens chronosone 8, conpl ete sequence 433 e-119
Hono sapi ens chronosone 3, conplete sequence 406 e-111
Homo sapi ens chronosone 14, conplete sequence 331  2e-88
Hono sapi ens chronosone Y, conplete sequence 235 2e-59
Homo sapi ens chronosone 13, conplete sequence 233  8e-59
Homo sapi ens chronosone 18, conplete sequence 212  2e-52
Hono sapi ens chronosone 10, conpl ete sequence 206  1le-50
Hormo sapi ens chronosone 6, conpl ete sequence 114  6e-23
Homo sapi ens chronosone 22, conplete sequence 114  6e-23
Hono sapi ens chronosone 19, conpl ete sequence 80 2e-12
Homo sapi ens chronosone 15, conplete sequence 43 0.15
Hono sapi ens chronosone 12, conpl ete sequence _41 0.58

Honmo sapi ens chronosone 4,

191669278

conpl et e sequence

Expect = 0.0

Identities = 417/ 438 (95%
Strand = Plus / Pl us

Query: 13

Shj ct: 43845045

43845104

Query: 73
Sbjct: 43845105

43845164

Query: 133
Shjct: 43845165

43845224

Query: 193
Shjct: 43845225

43845284

Query: 253
Shjct: 43845285

43845344

Query: 313
Shjct: 43845345

43845404

Query: 373
Shjct: 43845405

43845464

Query: 433
Shjct: 43845465
Score =

483 bits (251),

GAGGGT GACGGEECGGT GTGTGCGT GCTTCATGECCTCATTCAATTAAACACTCTCGCTCTC
GAGGGT GACGCEGECGEGET GT GTGCATGCTTCATGECCTTATTCAATTAAACACTCTGCTCTC

AATTTATTGCCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
AATTTATTGCCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGACATTTTT

CTGTGT GTAGAAAACGTACCCATTTCT TGCCACCT CATGGGCTACACCT TGACCTAACGT
CTGGATGTAGAAAACTTTCCCATTTCT TGCCACCT CATGGGCTACACCT TGACCTAAAGT

TTTTATGTAGATACTTCTGCTTACTCTGTGGCCT TTCCAGGGT TTGCT GAAGATGGAGGT
TTTTATGTAGATACTTGTGCTTACTCTGCAGCCTTTTCAGGGT TTGCT GAAGAT GGAGGT

ATATAGGCT GGGCAAGAGGT GGTGAGGTAAAT TGCGGT TTATCGATTATAGAACAGGCTC
ATTTAGGECT GGGCAAGAGGT GGT GAGGTAAATTGGGEGT TTATCGATTATAGAACAGCCTC

CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAGTGT
CTTTAGAGGGATACAAAGCACCGCCAAGTCCTTTGAGTCTTAAGCTGI TGCTTGTAGTGT

TCTGCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTAT
TCTGCCGAACAGTTTTGT TGATCTAACTATTCGAGT TTAGAGT TAAGCATAGCGGGGTAT

CTAATCCCAGITTCGAATC 450
CTACTCCCAGITTCGATC 43845482

Expect = e-134

Identities = 380/437 (86%, Gaps = 4/437 (0%
Strand = Plus / Plus

http://169.237.78.119/Claw/humgen.html (2 of 32) [4/27/2003 10:26:34 AM]

72

132

192

252

312

372

432


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777735&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24762888&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777756&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777740&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777729&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24528591&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24969350&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777733&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777713&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24580336&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22549957&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777761&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777730&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777759&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777741&dopt=GenBank

BLAST Search Results

Query: 13 GAGGGT GACGEECGGT GTGTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
Sbhjct: 156814951 GAGCGTCACGEGTGGTGIGTGCATGCTTCATGECCTTATTCAACCAAGCACTCTGCTCTT
156815010

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
Sbjct: 156815011 GGITTACTGCTAAATCCTCCTTGAGCCCTTAGATTTCCTAAAGCATGITGTGAGATTTT-
156815069

Query: 133 CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGEGCTACACCTTGACCTAACG
Sbjct: 156815070 CTCGACATAGAAAATGTAGCCCATTTCGIGCCACCT CATGEECTACACCTTGACCTAATG
156815129

Query: 192 TTTTTATGTAGATACTTCTGCTTACTCTGI GGCCTTTCCAGGGT TTGCTGAAGAT GGAGG
Sbjct: 156815130 TTTTTATGIGIGIACTTGIGCTTACTTTGIGACCTTTTTAGGEGT TTGCTGAAGATGECCEG
156815189

Query: 252 TATATAGGCTGGG - CAAGAGGT GGTGAGGTAAATTGGGGT TTATCGAT TATAGAACAGG
Sbjct: 156815190 TATATAGGCTGEECGECAAGAGGT GGTGAGCAGCACCAGCGT TTATTGATTATAGAACAAG
156815249
Query: 310 CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAG
Sbjct: 156815250 CTCCTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGTITTTAAGCTGTITGCTTGTGG
156815309
Query: 370 TGITCTGECGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGG
Sbjct: 156815310 TACTCTGGTGAATGGTTTTGITAATATAACTATTAGAGT TTAGEECTAAGCATAGTGGETG
156815369
Query: 430 TATCTAATCCCAGTTTG 446
Sbjct: 156815370 TATCTAATCCAAGITTG 156815386

Score = 440 bits (229), Expect = e-121

Identities = 377/441 (85%, Gaps = 8/441 (1%

Strand = Plus / M nus

Query: 446
Shjct: 117500416
117500475

Query: 386
Sbjct: 117500476
117500535

Query: 326
Shjct: 117500536
117500595

Query: 270
Shjct: 117500596
117500655

Query: 212
Shjct: 117500656
117500715

Query: 152
Sbjct: 117500716

CAAACT GCGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTCTAATAGT TACATTGAGAA

AACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGGCAGTGCTTT
AACCATTCGCCAGAGT ACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTA- - - - CCTCACCAC
ATATCCCTCTAGAGGAGCCTGI TCTATAATTGATAAACCCCGATACAACCGCCTTGCCAC

CTCTTGCCC- - AGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AA
CTCTTGCCCGCAGCCTATATACTGCCATCTTCAGCAAACCCTAAAAAAGT TACAGAGT AA

GCAGAAGT ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT G
GCACAAGTACACATATAAAAACAT TAGGT CAAGGTACAGCCTATGAGGT GCCAAGAAATG

GG TACGI TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGEGECTCA
GCCTACATTTTCTATATCCGCCAAA- TCTCACAACAACCTTTATGAAATCTAAGGGCTCA
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BLAST Search Results

117500774
Query: 93
Sbjct: 117500775
117500834
Query: 33
Shjct: 117500835

Score = 46.8 bits (24),

AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACG
AGGAGGATTTAGTAGT AAACCAAGCGCAGAGT GCTTGGT TGAATAAGGCCAT GAAGCATG

CACACACCGCCCGICACCCTC 13
CACACACCCCTCATCACCCTC 117500855

Expect = 0.011

Identities = 26/27 (96%
Strand = Plus / M nus

446
56156020

Query:
Shj ct:

Score = 37.2 bits (19),
19/19 (100%

ldentities =

CAAACTGGGATTAGATACCCCACTATG 420
CAAACTGCGATTAGATACCGCACTATG 56156046

Expect = 8.4

Strand = Plus / M nus

Query: 96
Sbjct: 166074477

Score = 37.2 bits (19),
21/ 22 (95%

ldentities =

TCAAGGAGGATTTAGCAAT 78
TCAAGGAGGATTTAGCAAT 166074495

Expect = 8.4

Strand = Plus / Plus

301
12132091

Query:
Shj ct:

>r ef | NC_000002. 3|

Hormo sapi ens chronosone 2

Length =

Score =

702 bits (365),
Identities = 415/435 (95%, Gaps =

TAGAACAGECTCCTTTAGAGGG 322
TAGAACATCCTCCTTTAGAGEG 12132112

conpl et e sequence
241996787

= 0.0
2/ 435 (0%

Expect

Strand = Plus / Plus

Query: 13

Shj ct: 93998472
93998530

Query: 72
Sbjct: 93998531
93998590

Query: 132
Sbjct: 93998591
93998650

Query: 192

GAGGGT GACGGEECGGTGT GTGCGT GCTTCATGECC- TCATTCAATTAAACACTCTGCTCT
GAGGGTGATGGEECGGTGTGTGCGTGC- TCATGECCTTAATTCAATTAAGCACTCTGCTCT

CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTT
CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCTTAAAGGT TGTCCTGAGATTTT

TCTGTGTGTAGAAAACGTACCCATTTCT TGCCACCT CATGEGCTACACCTTGACCTAACG
TCTGGGTGTAGAAAACGTACCCATTTCTTGCCACCT CATGGGECTACACCT TGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCCTGAAGAT GGAGG
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777739&dopt=GenBank

BLAST Search Results

Sbjct: 93998651  TTTTTATGIAGATACTTGIGCTTACCCTCCEECCTTTCCAGAGT TTGCT GAAGAT GGAGE
93998710
Query: 252 TATATAGGCT GGGCAAGAGGT GGTGAGGTAAAT TGGGGT TTATCGATTATAGAACAGGCT
Shjct: 93998711  TATATAGGCTGGGCAAGAGGT GGTGAGGTAAATTGGGEGT TTATCGAT TATAGAACAGGCT
93998770
Query: 312 CCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAGT G
Sbjct: 93998771 CCTTTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGTG
93998830
Query: 372 TTCTGGCGAACAGT TTTGTTGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGTA
Shjct: 93998831  TTCTGGCAAACAGITTTGITGATCTAACTATTCCGAGT TTAGGGT TAAGCATAACGAGGTA
93998890
Query: 432 TCTAATCCCAGITTG 446
Shjct: 93998891  TCTACTCCCAGITTG 93998905

Score = 423 bits (220), Expect = e-116

Identities = 372/438 (84%, Gaps = 5/438 (1%

Strand = Plus / Plus

Query: 13

Shjct: 211364734
211364793

Query: 73

Shjct: 211364794
211364852

Query: 133
Sbjct: 211364853
211364912

Query: 192
Shjct: 211364913
211364972

Query: 251
Shjct: 211364973
211365032

Query: 309
Sbjct: 211365033
211365092

Query: 369
Shjct: 211365093
211365152

Query: 429
Shjct: 211365153
Score =

419 bits (218),

GAGGEGT GACGEECGGETGI GTGCGT GCT TCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGTGATAGCCTGTGT GTACGT GCTTCATGGCCTTAT TCAACCAAGCACTCTCGCTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
GGT TTACTGCTAAATCCTCCTTGAGCCCTCAGATTTCACAAAGGT TTTCATGAGATTTC-

CTGTGTGTAGAAAACGTA- CCCATTTCT TGCCACCT CATGGCCTACACCTTGACCTAACG
CTGGACATAGAAAATGTAGCCCATTTCT TGCCACCT CACGGGT TACACCTTGACCTAACG

TTTTT- ATGTAGATACTTCTGCTTACTCTGTGGCCTTTCCAGGEGT TTGCTGAAGATGGAG
TTTTTTATGTGTATACTTATGCTTAATCTATAACTTTTTTAGGGT TTGCTGAAGATCGTG

GIATATACGCTGGG - CAAGACGT GGT GACGTAAATTGEEGT TTATCGATTATAGAACAG
ATATACAGACCGCEEECAAGACATGCGTGAGT TGTATCGGGGT TTGTCTATTATAGAACAG

GCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAAGCTGT TGCTTGTA
GCTCCTCTAGAGGGATGT AAAGCACCCCCAAGTCCTTTGAGTI TTTAAGCTGT TCCTTGTA

GIGTTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGG
GTAGICTGCCCGAATGGTTTTGT TAATGTAACTATTCGACT TTAGGGCTAAGT GTAGT GGG

GIATCTAATCCCAGITTG 446
GIATCTAATCCCAGITTG 211365170

Expect = e-115

Identities = 372/439 (84%, Gaps = 6/439 (1%
Strand = Plus / Plus
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BLAST Search Results

Query: 13 GAGGGT GAC- GBECGGTGTGT GCGTGCTTCATGGCCTCATTCAATTAAACACTCTGCTCT
Sbjct: 139288497 GAGCGIGACAGEGTTGIGICTGTGTIGCTTCATGECCTTATTCAACCAAGCACTCTGCTCT
139288556
Query: 72 CAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTT
Sbjct: 139288557 TTGITTACTGCTAAATCCTCCTTAAGCCTTTAGATTGCATAAGESGTTGTITGTGAGATTTT
139288616
Query: 132 TCTGTGTGTAGAAAACGT A- CCCATTTCTTGCCACCT CATGGGCTACACCTTGACCTAAC
Sbjct: 139288617 TCGE GTATAGAAAATGTAGCCCATTTCTTGCCACCTCGTAGGCTACACCTTGACCTAAA
139288675
Query: 191 GTTTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCTGAAGATGGAG
Sbjct: 139288676 ATTTTTATGAATATACTTGIGCTTACTCTCCAACCTTTCTAGGGTTTGCTGACGATGETG
139288735
Query: 251 GTATATAGCCTG - - GGCAAGAGGT GGTGAGGTAAATTGGGGT TTATCGATTATAGAACA
Sbhjct: 139288736 GIATATGEECTGTGGEECAAGAGGT GGTGAGGTGTATCGEEGT TTACGEATTATAGAACA
139288795
Query: 308 GGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGT
Sbjct: 139288796 GGECCCCTCTAGAGCGATATAAAGCACCGCCAAGTICCTTTTAATTTTAAGTTCTTGCTTGT
139288855
Query: 368 AGTGT TCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GG
Sbjct: 139288856 AGIATTCCCCCAAATAATTTTGITAATTTAACTATTATAGT TTAGECCTAAGCATGATCG
139288915
Query: 428 CGTATCTAATCCCAGITTG 446
Sbjct: 139288916 CATATCTAATCTCAGITTG 139288934

Score = 352 bits (183), Expect = le-94

Identities = 252/284 (88%, Gaps = 2/284 (0%

Strand = Plus / Pl us

Query: 165 CCTCATGGGCTACACCTTGACCTAACGT TTTTATGTAGATACTTCTGCTTACTCTGTGGC
Shjct: 142166006 CCTCATAGECTACACCTTGACCTAACATTTTTATGIGTATACTTGTGCTTACTTTCCAAC
142166065
Query: 225 CTTTCCAGGGT TTGCTGAAGATGGAGGTATATAGGCT GGG - CAAGAGGT GGTGAGGTAA
Shjct: 142166066 CTTTCTAGEGTTTCCTGAAGATGGTGECATATAGGECT GCEEGGECAAGAGGT GGTGAGGTGC
142166125
Query: 283 ATTGGGGTTTATCGATTATAGAACAGGCT CCTTTAGAGGGATATAAAGCACTGCCAAGTC
Shjct: 142166126 ATCGCGGGTTTATCAATTATAGAACAGGECTCCTCTAGATGGATATAAAGCACTGCCAAGTC
142166185
Query: 343 CTTTGAGTTTTAAGCTGITGCTTGTAGTGI TCTGGCGAACAGT TTTGT TGATCTAACTAT
Sbjct: 142166186 CITTGAGITTTAACCTGITCCTTGTAGTATTCTGGTAAATTGITTTGITAATTTAACTAT
142166245
Query: 403 TCGAGT TTAGGGTTAAGCATAGTGGGGTATCTAATCCCAGITTG 446
Sbjct: 142166246 TATAGITTAGGCCTAAGCATAGITGCGTATCTAATCCCAGITTG 142166289

Score = 329 bits (171), Expect = 9e-88

Identities = 355/432 (82%, Gaps = 12/432 (2%
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BLAST Search Results

Strand = Plus / M nus

Query: 437
Sbjct: 115700013
115700072

Query: 377
Sbjct: 115700073
115700128

Query: 317
Sbjct: 115700129
115700188

Query: 260
Shjct: 115700189
115700248

Query: 203
Sbjct: 115700249
115700308

Query: 144
Shjct: 115700309
115700367

Query: 84

Sbjct: 115700368
115700427

Query: 24

Sbjct: 115700428
Score =
ldentities =

233 bits (121),
161/ 181 (88%

ATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGI TAGATCAACAAAACTGITCG
ATTAGTTACCCCACTATGCCTAGCCATAAACTCTAATAGI TACATTAACAAAAACAGTCG

CCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGCCAGTGCTTTATATCCCTC
CCAGAGTACTACAA- - - - CAGCTTAAAATTCAAAGAACTTGGTGGTGCTTTATATCCCTC

TAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTGCCC- - - A
TAGAGGAGCCTGTTCTATAACT GATAAACCCCAATACACCTCACCACCTGI TGCCCTCCA

GCCT- ATAT- - ACCTCCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AAGCAGAAGTA
GCCTTATACTGACTGCTATCTTCAGCAAACCCT TAAAAGGCTATAGAGTAAGCACAAGTA

TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TACGT T
CGCACATAAAAACATTAGGT CAAAGT GTAGCCCATAAGGT GGCAAGAAAT GGGECTATATT

TTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAAT CTAAGEGCT CAAGGAGGATT
TTGTATGTCCAG- AAAATCTCATGACAATTCT TATGAAATCTAAGGACT CAAGGAGGATT

TAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACGCACACACCG
TAGCCATAAACCAAGAGCAGAGCACT TGGT TAAAT AAGGCCGT GAAGT ACGCACACACCG

CCCGTCACCCTC 13
CCCATCACCCTC 115700439

Expect = 8e-59

Strand = Plus / Plus

Query: 267
Sbjct: 179275195
179275254

Query: 327
Sbjct: 179275255
179275314

Query: 387
Shjct: 179275315
179275374

Query: 447
Sbjct: 179275375

Score = 96.8 bits (50),

AGAGGT GGTGAGGTAAATTGGGEGT TTATCGAT TATAGAACAGGCTCCTTTAGAGGGATAT
AGAGATGATGAGGTACCTCGGGGT TTATCGAT TATAGAACAGGECT CCTCTAGAGGGATAT

AAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAGT GT TCTGECGAACAGT T
AAAGCACTGCCAAGTCTTTTGAGTCTTAAGCTGI TGCTTGTAGTACTCTGGTGAATAGI T

TTGTTGATCTAACTATTCGAGT TTAGGEGT TAAGCATAGT GGGGTATCTAATCCCAGITTG
TTGITGGT TGAACTATTTGGGT TTAGAACTAAGCATAGT GGGGTATCTAATCCCAGITTG

A 447
A 179275375

Expect = le-17

Identities = 90/110 (81%
Strand = Plus / Plus
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BLAST Search Results

Query: 22 GCCCCETGTIGTICCGTGCTTCATCGCCTCATTCAATTAAACACTCTGCTCTCAATTTATTG 81
Sbjct: 142165877 CCGTGECGTGIGTGIGCTTCATGACCCTATTCAACCAAGCACTCAGCTCTTGGITTACTG
142165936

Query: 82 CTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCECGAGATTTT 131
Shjct: 142165937 CTAAATCCTCTTTGAGCCCTTAGATTTCATAAAGCCTATCATGAGATTTT 142165986

Score = 56.4 bits (29), Expect = 1le-05
ldentities = 41/47 (87%
Strand = Plus / M nus

Query: 434 AGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACA 388
Sbjct: 41170951 AGATACTCCACTATGCTTAGCCCTAAACTTCAACAGT TAAATCAACA 41170997

Score = 39.1 bits (20), Expect = 2.2
Identities = 26/29 (89%
Strand = Plus / M nus

Query: 84 TAGCAATAAATTGAGAGCAGAGIGITTAA 56
Sbjct: 116748182 TAGCAAAAAATGCAGAGCAGAGTATTTAA 116748210

Score = 39.1 bits (20), Expect = 2.2
Identities = 22/23 (95%
Strand = Plus / M nus

Query: 250 CTCCATCTTCAGCAAACCCTGGA 228
Shjct: 167576960 CTCCTTCTTCAGCAAACCCTGGA 167576982

Score = 37.2 bits (19), Expect = 8.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 147 GITTTCTACACACAGAAAA 129
Shjct: 41344971 GITTTCTACACACAGAAAA 41344989

>r ef | NC_000007. 5| Honp sapi ens chronmpsone 7, conpl ete sequence
Length = 157432593

Score = 564 bits (293), Expect = e-158
Identities = 395/436 (90%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGCGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 140646867 CAAACTGGCATTAGATACCCCACTAGECTTAGCCCTAAACT CCAATAGT TAAATCAACAA
140646926
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777755&dopt=GenBank

BLAST Search Results

Query: 386
Shjct: 140646927
140646986

Query: 326
Shjct: 140646987
140647046

Query: 266
Shjct: 140647047
140647106

Query: 207
Shjct: 140647107
140647166

Query: 148
Shjct: 140647167
140647222

Query: 88

Shjct: 140647223
140647282

Query: 28

Sbjct: 140647283

Score = 52.6 bits (27),

AACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACT TGECAGTGCTTT
AACTATTCCCCAGAACACTACAAGCAATAGCT TAAAACTCAAAGGACTTGGECAGTCGCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTATAATGGATAAACCCCAATTTACCTCACCACTTCT

TGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT - GGAAAGECCACAGAGT AACCAGA
TGCTCAGCCTATATACCATCATCT TCAGCAAACCCTAGT AAAAGT CACAAAGT AAGCACA

AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GGG TA
AGTATCTACATAAAAACAT TAGGT CAAGGT GTAGCCCAT GAGGCGGT AAGAAAT GGECTA

CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGECECT CAACGAG
CATTTTCTACACCCAG AAAATCTC:- - - ACAACCCTTATGAAATCTAAGGCCTCAAGGAG

GATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAACCACGCACAC
GATTCAGCAGTATATTAAGAGCAGAGT GCTTAAT TGGAT GAGGCCATAAAGCACACACAC

ACCGCCCGTCACCCTC 13
AATGCCCATCACCCTC 140647298

Expect = 2e-04

Identities = 31/33 (93%
Strand = Plus / M nus

361
117014718

Query:
Shj ct:

Score = 46.8 bits (24),

AACAGCTTAAAACTCAAAGGACTTGCCAGTICGCT 329
AACAGCCTAAAACTCAAAGGACTTGGTAGTGCT 117014750

Expect = 0.011

Identities = 38/ 45 (84%
Strand = Plus / M nus

Query: 370

Shj ct:

Score = 37.2 bits (19),
23/ 25 (92%

ldentities =

ACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTGCTTTA 326
114424168 ACTACCAGCAATAGCTCAAAACTCAAAGCGCTTTGIGGTIGCTTTA 114424212

Expect = 8.4

Strand = Plus / Pl us

257
99538721

Query:
Shj ct:

Score = 37.2 bits (19),
19/19 (100%

ldentities =

AGGCTGGGCAAGAGGTGGTGAGGTA 281
AGCCTGCEEGTAGAGGTGGTIGAGGTA 99538745

Expect = 8.4

Strand = Plus / M nus
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BLAST Search Results

Query: 79
Shjct: 78952397

>r ef | NC_000005. 2|

Honmo sapi ens chronosone 5,

Lengt h

Score =

527 bits (274),
Identities = 390/438 (89%, Gaps =

ATAAATTGAGAGCAGAGTG 61
ATAAATTGAGAGCAGAGTG 78952415

conpl et e sequence
181762559

e- 147
5/ 438 (1%

Expect =

Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 123432851 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTCCAATAGTITAAATCAACAA
123432910
Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGTGCTTT
Shjct: 123432911 AACTATTCACCAGAACACTACAAGCAATAGCTTAAAACTCAAAGGACTTGGCGGTGCTTT
123432970
Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATA- ATCGATAAACCCCAATTTACCTCACCACCTC
Sbjct: 123432971 ATATCCCTCTAGAGGAGCCTGITCTATATATTGATAAACTCCAATTTACCTCACCACCTC
123433030
Query: 267 TTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGECCACAGAGT AAGCAGA
Sbjct: 123433031 TTGCTCAGCCTATATACTTCCATCTTCAGCAAACCCTAGTAAGGCTGCAAAGT AAGCACA
123433090
Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAG- - GTGGCAAGAAATGGG
Sbjct: 123433091 AATATCTACGTAAAAACGTTAGGT CAAGT TGTAGCCCACGACGGT GT GGTAAGAAATGECEC
123433150
Query: 150 TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCAAGG
Shjct: 123433151 TATATTTTCTACTCCTAG AAAATCTCATAACAACCCTTATGAAACCT AAGGGCCCAAGG
123433209
Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCCAC
Shjct: 123433210 AGGATTTAGCAGTAAATTAGGAGCAGAGICCTTAATTGAATAAGCCCATAAAGCATGCAC
123433269
Query: 30 ACACCGCCCGTCACCCTC 13
Shjct: 123433270 ACACTGCCTGICACCCTC 123433287

Score = 437 bits (227), Expect = e-120

Identities = 373/436 (85%, Gaps = 6/436 (1%

Strand = Plus / Plus

Query: 13
Sbjct: 80185864
80185923

Query: 73
Sbjct: 80185924
80185980

Query: 133

GAGGGT GACGGEECGGT GT GTGCGTGCT TCATGECCTCAT TCAATTAAACACTCTGCTCTC
GAGGGT GACGGEGECGGT GT GTACGCGCT TCAGGECCCTGI TCAACTACGCACTCTACTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTTT
AGTTTACTGCTAAATCCACCTTCGACCCTTAAATTTCATAAGEGT TATCGT- - - AGTTTT

CTGTGTGTAGAAAACGTA- CCCATTTCT TGCCACCT CATGGCCTACACCTTGACCTAACG
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777720&dopt=GenBank

BLAST Search Results

Sbjct: 80185981
80186039

Query: 192
Sbjct: 80186040
80186099

Query: 251
Sbjct: 80186100
80186159

Query: 311
Shjct: 80186160
80186219

Query: 371
Shjct: 80186220
80186279

Query: 431
Shjct: 80186280

CTGAA- GTAGAAAATGTAGCCCATTTCT TGCCAGCT CATGGGCTACACCTTGACCTAACA

TTTTTATGTAGATACTTCTGCTTACTCTGTGECCTTTC- CAGGGT TTGCTGAAGATGGAG
TCTTTACGTGEGTACTTGCGCTTACTTTGCAGCCT TCGT CAGEGT TTGCTGAAGATGECG

GTATATAGCCT GGECAAGAGGT GGTGAGGTAAATTGGEGGT TTATCGATTATAGAACAGEC
GIATATAGGCT GAGCAAGAGGT GGTGAGGT TGATCGEGGT TTATCGAT TACAGAACAGEC

TCCTTTAGAGGGATATAAAGCACT GCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGTAGT
TCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGAGT TTTAAGCT GTGECTCGTAGT

GITCTGGCGAACAGT TTTGTTGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGT
GITCTGECGAGCAGI TTTGTTAATTTAACTGT TGAAGT TTAGGGCTAAGCATAGT GGGGT

ATCTAATCCCAGITTG 446
ATCTAATCCCAGITTG 80186295

Score = 43.0 bits (22), Expect = 0.15
ldentities = 22/22 (100%
Strand = Plus / M nus

Query: 446
Sbjct: 8792763

CAAACTGGGATTAGATACCCCA 425
CAAACTGCGATTAGATACCCCA 8792784

Score = 43.0 bits (22), Expect = 0.15
Identities = 24/ 25 (96%
Strand = Plus / M nus

Query: 352
Shjct: 86409228

AAACTCAAAGGACTTGGCAGTCCTT 328
AAACTCAAACCGACTTGECAATCCTT 86409252

Score = 39.1 bhits (20), Expect = 2.2
Identities = 24/ 26 (92%
Strand = Plus / Plus

Query: 42

ATGCCCTCATTCAATTAAACACTCTG 67

Sbjct: 116938758 ATGCACTCATTCAATTAAACATTCTG 116938783

Score = 39.1 bits (20), Expect = 2.2
Identities = 20/ 20 (100%
Strand = Plus / M nus

Query: 238
Sbjct: 74125802

CAAACCCTGGAAAGGCCACA 219
CAAACCCTGGAAAGGCCACA 74125821
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BLAST Search Results

Score = 39.1 bits (20),
20/ 20 (100%

ldentities =

Expect = 2.2

Strand = Plus / Pl us

339
86409208

Query:
Shj ct:

>r ef | NC_000017. 3]

Length =

Score =

525 bits (273),

AGTCCTTTGAGITTTAAGCT 358
AGTCCTTTGAGITTTAACGCT 86409227

Hormo sapi ens chronosone 17,
84346999

conpl et e sequence

Expect = e-147

Identities = 391/440 (88%, Gaps = 4/440 (0%
Strand = Plus / M nus

Query: 450
Shjct: 23437942
23438001

Query: 390
Shjct: 23438002
23438061

Query: 330
Shjct: 23438062
23438121

Query: 270
Shjct: 23438122
23438181

Query: 211
Shjct: 23438182
23438241

Query: 151
Shjct: 23438242
23438299

Query: 92
Sbjct: 23438300
23438359

Query: 32
Shjct: 23438360
Score =

517 bits (269),

GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA
GATTCAAACTGGGATTAGATACCCCACTATGCTCAGCCCTAAACT TCAACAGT TAAATCA

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCECAGT G
ACAAAACT GCTCGCCAGAACACT AGGAGCAACAGCT TAAAACT CAAAGGACCT GECGGET G

CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTCACATCCCTCTAGAGGAGCCTGT TCTATAATCGATAAACCCCAATTCACCTCACCAC

CTCTTGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGTAAG
CTCTTGCTCAACCCATATACCGCCATCTTCAGCAAACCCT GACAAAGGCCACAAAGT AAG

CAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
CACAAGTATCTACATAAAAATGT TAGGT CAAGGT GTAGCCTATGAGGT GGCAAGAAATGG

G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECTCAA
GCTACATTTTCTAC- CCCAGAAAATTCT- ACAATAACCCT TATGAAACCT GAGGGTCCAA

GGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACGC
GGAGGATTTAGTAGTAAAT TAAGAACAGAGT GCTTAATTGAATAGGGCCATAAAGCACGC

ACACACCGCCCGTCACCCTC 13
ACACACCACCCATCACCCTC 23438379

Expect = e-144

Identities = 384/434 (88%, Gaps = 4/434 (0%
Strand = Plus / M nus

Query: 443
Shjct: 20974284
20974343

ACTGGGATTAGATACCCCACTATGCT TAACCCTAAACT CGAATAGT TAGATCAACAAAAC
ACTGGGATTAGATAACCCACTATGCTTAGCCCTAAACTCTAATAGI TACATTAACAAAAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777760&dopt=GenBank

BLAST Search Results

Query: 383
Sbjct: 20974344
20974403

Query: 323
Shjct: 20974404
20974463

Query: 264
Sbjct: 20974464
20974523

Query: 205
Shjct: 20974524
20974583

Query: 146
Shjct: 20974584
20974642

Query: 86
Shjct: 20974643
20974702

Query: 26
Sbjct: 20974703

Score = 37.2 bits (19),
19/19 (100%

ldentities =

TGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGCCAGT GCTTTATA
CATTCGCCAGAGTACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGT GCTTTATA

TCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG
TCCCTCTAGAGGAGCCTGT TCTATAATCGATAAACCCTGATATACCTCACCACCTCTTCGC

- CCCAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AAGCAGAAG
CCCCAGCCTGTATAGT GCCATCTTCAGCAAACCCTAAAAAGGT TGTAGAGTAAGCACAAG

TATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TACG
TATACACATAAAAACATTAGGT CAAGGT GTAGCT CATGAGGT GGCAAGAAAT GGGCTACA

TTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGGECT CAAGGAGGA
TTTTCTATACTCAG- AAAATCTCACGACAATCTTTATGACAT CTAAGGGECT CAAGGAGGA

TTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACACAC
TTTGGECAGTAAACCAAGAGCAGAGT CCTTGGT TGAATAAGGCCATGAAGCATGCACACAC

CGCCCGTCACCCTC 13
CGCCCATCACCCTC 20974716

Expect = 8.4

Strand = Plus / M nus

210
62248557

Query:
Shj ct:

>r ef | NC_000009. 3|
Lengt h

Score =

AGAAGTATCTACATAAAAA 192
AGAAGTATCTACATAAAAA 62248575

Homo sapi ens chronosone 9, conpl ete sequence

132877114
512 bits (266), Expect = e-143
Identities = 389/438 (88%, Gaps = 7/438 (1%

Strand = Plus / M nus

Query: 446

Shj ct: 33826541
33826600

Query: 388
Shjct: 33826601
33826660

Query: 328
Shjct: 33826661
33826720

Query: 268
Shjct: 33826721
33826780

CAAACTGGGATTAGATACCCCACTAT- - GCTTAACCCTAAACTCGAATAGI TAGATCAAC
CAAACTGGCGATTATATACCCCCCAATACGCT TAGCCCTAAACTCCAATAGT TAAATCAAC

AAAACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGT GCT
AGAACTATTCACCAGAACACTACAAGCAATAGCT TAAAACT CAAAGGACT TGECGGT GCT

TTATATCCCTCTAAAGGAGCCT GT TCTATAATCGATAAACCCCAAT TTACCT CACCACCT
TTATATCCCTCTAGAGGAGCCTGT TCTATAATGGATAAAACCCAAT TTGCCTCACCACCT

CTTGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT - GGAAAGGECCACAGAGT AAGCA
CTTGCTCAGCCTATATACCACTGI CTTCAGCAAACCCT AGCAAAGGCTGCAAAGTAAGCA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777757&dopt=GenBank

BLAST Search Results

Query: 209 GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCAAGAAAT GGG
Shjct: 33826781  CAAGTATCTACGTAAAAATCCTGCEGT CAATGT GTAGCCCA- - CGGT GETAAGAAAT GECC
33826838
Query: 150 TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGG
Shjct: 33826839  TACATTTTCTACACCCAG AAAATCTCACGACAACCCTTATGAAATCTAAGGCECTCAAGG
33826897
Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACGCAC
Sbjct: 33826898  AGGATTTAGCAGIACATTAAGAGCAGAGT CCTTAATTGAAT GAGGCCATAAAGCACGCAC
33826957
Query: 30 ACACCGCCCGTCACCCTC 13
Sbjct: 33826958  ACAATGCCCGICACCCTC 33826975

Score = 191 bits (99), Expect = 4e-46

ldentities = 181/212 (85%, Gaps = 9/212 (4%

Strand = Plus / M nus

Query: 217
Shjct: 5073361
5073420

Query: 157
Shjct: 5073421
5073478

Query: 98
Shjct: 5073479
5073538

Query: 44
Shjct: 5073539

>r ef | NC 000011. 2|

Hormo sapi ens chronosone 11

Lengt h

Score =

489 bits (254),
Identities = 384/439 (87%, Gaps =

AGTAAGCAGAAGT ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAG
AGTAAGCACAAGT AAATACATAAAAACGT TAGGT CAACGT GTAGCT CATGAGGT GGCAAG

AAATGGEG- TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGG
AAATGGCCCACATTTTCTAC- CCCAG AAAATCTCACGACAACCTTTATGAAATCTAAGG

GCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGIGT TT- - - - - - AATTGAATGAGEC
CCTCAAGGAGCAT TTAGCAGI AAACCAAGAGTAGAGT CCTTGGTTGAGGT TGAATAAGEC

CATGAAGCACGCACACACCGCCCGICACCCTC 13
CACGAAGCACGCACACACTGCCTGICACCCTC 5073570

conpl et e sequence
136521022

e-136
5/ 439 (1%

Expect =

Strand = Plus / Plus

Query: 16

Shjct: 104637964
104638023

Query: 76

Shjct: 104638024
104638082

Query: 136
Shjct: 104638083
104638142

Query: 195
Shjct: 104638143
104638202

GGTGACGEECGEGET GTGTCCGT GCT TCATGECCTCAT TCAATTAAACACT CTGCTCTCAAT
GGTGACACCCAGT GTGTGTGIGCTTCATGECCTTAT TCAACCAAGCACTCTACTCTTGGT

TTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACGGT TGTCCCGAGATTTTTCTG
TTACTGCTAAATCCTCCTTGAGTCTTTTGATTTCATAAAGGT TGTCGTGAGATTTT- CTG

TGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGEECTACACCTTGACCTAACGTTT
GGTATAGAAAATGTAGCCCATTTCTTCCCACCT CATGAGCTACACCTTGACCTAATGITT

TTATGTAGAT- ACTTCTGCTTACTCTGIGGCCT TTCCAGGGT TTGCTGAAGATGGAGGTA
TTATGTGTATTACTTGTGCTTACTCTATAACCTTTTTAGGGT TTGCTGAAGATGGECGGTA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777727&dopt=GenBank

BLAST Search Results

Query: 254
Sbjct: 104638203
104638262

Query: 312
Shjct: 104638263
104638322

Query: 372
Shjct: 104638323
104638382

Query: 432
Shjct: 104638383
Score =

448 bits (233),

TATAGGCTGGG - CAAGAGGT GGTGAGGTAAATTGGGEGT TTATCGATTATAGAACAGECT
TATAGGCT GGCEGCAAGAGGT GGTGAGGT AGATCCGGEGT TTATAGATTATAGAACAGECT

CCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAAGCTGT TCCTTGTAGT G
CCCCTAGAGGGATATAAAGCACCGCCAAGTCCTTTGAGI TTTAAGCTATTCCTTCTAGTA

TTCTGGCGAACAGI TTTGTTGATCTAACTATTCGAGT TTAGGGT TAAGCATAGI GGGGTA
TTCTGECGAATGGT TTTGTTAATATAACTATTATAGT TTAGGGCTAAGCATAGI GGGGTA

TCTAATCCCAGITTGAATC 450
TCTAACCCCAGITTCGGATC 104638401

Expect = e-123

Identities = 375/436 (86%, Gaps = 6/436 (1%
Strand = Plus / Pl us

Query: 13
Shjct: 11101025
11101084

Query: 73
Shbjct: 11101085
11101141

Query: 133
Shjct: 11101142
11101200

Query: 192
Shjct: 11101201
11101260

Query: 251
Shjct: 11101261
11101320

Query: 311
Shjct: 11101321
11101380

Query: 371
Sbjct: 11101381
11101440

Query: 431
Shjct: 11101441

Score = 81.4 bits (42),
Identities = 81/98 (82%, Gaps

GAGGGT GACGGEGECGGT GT GTGCGT GCTTCATGECCTCATTCAAT TAAACACTCTGCTCTC
GAGGGT GACGGEECGGT GTGTACGCGCT TCAGEECCCTGT TCAACTAAGCACTCTACTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCT TAGATTTCATAACCGT TGTCCCGAGATTTTT
AGTTTACTGCTAAATCCACCTTCGACCCTTAAATTTCATCAGGGT TATCGT- - - AGTTTT

CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGECTACACCTTGACCTAACG
CTGAA- GTAGAAAATGTAGCCCATTTCT TGCCACCT CATGGECTACACCTTGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGTGECCTTTC CAGEGT TTGCTGAAGATGGAG
TCTTTACGTGEGTACTTGCCCTTACTTTCCEECCT TCGT CAGEGT TTGCTGAAGGT GECG

GIATATAGGCT GGGCAAGAGGT GGTGAGGT AAATTGEGGT TTATCGATTATAGAACAGEC
GIATATAGGCT GAGCAAGAGGT GGT GAGGT TGATCGEGEGT TTATCGATTACAGAACAGEC

TCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAGT
TCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGAGT TTTAAGCT GTGECTCGTAGT

GITCTGECGAACAGTI TTTGTTGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGGGT
GITCTGECGAGCAGTI TTTGTTAATTTAACTGT TGAAGT TTAGGGCTAAGCATAGT GGGGT

ATCTAATCCCAGITTG 446
ATCTAATCCCAGITTG 11101456

4e-13
4/ 98 (4%

Expect

Strand = Plus / Plus

Query: 349

GITTTAACCTGITCCTTGTAGTGI TCTGECGAACAGT TTTGI TGATCTAACTATTCGAGT
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BLAST Search Results

Sbjct: 89063278
89063333

Query: 409
Sbjct: 89063334

Score = 37.2 bits (19),

GITTTATCCTGTTGCTTATAGTATTCTGGTGAATGATTTTGI TAATTTA- - - - TTAGAGT

TTAGGGTTAAGCATAGI GGGGTATCTAATCCCAGITTG 446
TTAGGACTAACCATAGIGEEGTATCTAACCCCAGITTG 89063371

Expect = 8.4

Identities = 25/28 (89%
Strand = Plus / Plus

434
28561630

Query:
Shj ct:

>r ef | NC_000001. 2|

Hormo sapi ens chronosone 1

Lengt h

Score =

467 bits (243),

TAATCCCAGTTTGAATCACTAGIGAATT 461
TAATCCCAGTTTCCTTCACTAGIGAATT 28561657

conpl ete sequence
244258774

Expect = e-129

Identities = 376/435 (86%, Gaps = 4/435 (0%
Strand = Plus / Plus

Query: 13

Shjct: 233562231
233562290

Query: 73

Shjct: 233562291
233562349

Query: 133
Shjct: 233562350
233562409

Query: 192
Shjct: 233562410
233562469

Query: 252
Shjct: 233562470
233562529

Query: 310
Shjct: 233562530
233562589

Query: 370
Shjct: 233562590
233562649

Query: 430
Shjct: 233562650

Score = 81.4 bits (42),

GAGGGT GACGGEGECGGT GTGTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGT GACGGGECGGT GT GTGCATGCTTCATGGCCT TATTCAACCAAGCACTCTACTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTTT
GGTTTCCTGCTAAATTCTCCTTGAGCCCTTAGATTTCATAAGGGT TGTAGTAATATTTT-

CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGECTACACCTTGACCTAACG
CTGGGTATAGAAAATGTAGCCCATTTCT TGCCACCT CATGGECTACGCCTTGACCTAACG

TTTTTATGTAGATACTTCTGCTTACTCTGIGECCT TTCCAGEGT TTGCT GAAGAT CGGAGS
TTTTTATGTGIGTACTTGTGCTTACTTTATTACCTTTTTAGEGT TTACT GAAGAT GCCAG

TATATAGCCTGGEG - CAAGAGGT GGT GAGGTAAATTGEGEGT TTATCGATTATAGAACAGG
TATATAGGCCT GGGGEGECAAGAGGT GGT GAGGTATATCGGEGGT TTATCGATTATAGAACAGG

CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAG
CTGCTCTAGAGGGEGTATAAAGTACCTCCAAGTCCTTTGAATTTTAAGCTGI TGCTTGCAG

TGTTCTGGCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGG
TATTCTGCCGAATGGTTTTGT TAGT TTAACTAT TAGAGCT TAGGGCTAAGCACAGT GEGT

TATCTAATCCCAGIT 444
TATCTAATCCCAGIT 233562664

Expect = 4e-13

Identities = 48/ 51 (94%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777714&dopt=GenBank

BLAST Search Results

446
9458094

Query:
Shj ct:

Score = 37.2 bits (19),

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGITA 396
CAAATTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTCCAATAGTTA 9458144

Expect = 8.4

Identities = 23/ 25 (92%
Strand = Plus / Plus

208
98821681

Query:
Shj ct:

Score = 37.2 bits (19),

TCTGCTTACTCTGIGGCCTTTCCAG 232
TCTACTTACTCTGIGECCCTTCCAG 98821705

Expect = 8.4

ldentities = 21/22 (95%
Strand = Plus / M nus

Query: 50
Sbjct: 46234710

>r ef | NC_000023. 2|

Length =

Score =

444 bits (231),

TGAGGCCATGAAGCACGCACAC 29
TGAGCCCATGAAGCACGAACAC 46234731

Hono sapi ens chronosone X, conplete sequence

151567156

Expect = e-122

Identities = 375/437 (85%, Gaps = 5/437 (1%
Strand = Plus / Plus

Query: 13
Shjct: 53147704
53147763

Query: 73
Shjct: 53147764
53147821

Query: 133
Shjct: 53147822
53147881

Query: 192
Shjct: 53147882
53147941

Query: 252
Sbjct: 53147942
53148001

Query: 310
Shjct: 53148002
53148061

Query: 370
Shjct: 53148062
53148121

GAGGGT GACGGEGECGGT GTGTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
GAGGGTGACGGEGTGATGT GTGTGT GTTTCATGGCCTTAT TCAACCAAGCACTCTGCTCTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT
GGTTTACAGCTAAATCCTCCTTGAGCG TTGGATTTCATAAAGGT TGTCGTGAGAGT TT-

CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCT CATGGECTACACCTTGACCTAACG
CTGAACATAGAAAATGTAGCCCATTTCT TGCCACCT CATGGCCTAAACCTTGACCTAACG

TTTTTATGTAGATACTTCTCCTTACTCTGIGECCT TTCCAGCEGT TTCCT GAAGAT CCAGS
TTTTTATGTGIGTACTTGTGCTTACTTTATAACCTTTTTAGGGT TTGCTGAAGATGCCAG

TATATAGCCTGGGC- - AAGAGGT GGTGAGGTAAATTGEGGT TTATCGATTATAGAACAGG
TATATAGCCT GGEGEGAAGAGGT GGT GAGATGT GTCGCGGT TCATTGATTATAGAACAGG

CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAG
CTCCTCTAGAGGGATATAAAGCAACGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAC

TGTTCTGCECGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GEGG
TACTCTGCCGAATGGTTTTGT TAATGTAACTATCAGGGT TTAGGGCTAAGCATAGT GEGG
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777735&dopt=GenBank

BLAST Search Results

Query: 430
Shjct: 53148122
Score =

200 bits (104),
Identities = 335/438 (76%, Gaps =

TATCTAATCCCAGITTG 446
TATCTAATCCCAGITTG 53148138

Expect = 5e-49

18/ 438 (4%

Strand = Plus / M nus

Query: 446
Sbjct: 139375666
139375725

Query: 386
Sbjct: 139375726
139375785

Query: 326
Sbjct: 139375786
139375845

Query: 266
Shjct: 139375846
139375899

Query: 209
Shjct: 139375900
139375953

Query: 150
Shjct: 139375954
139376011

Query: 90

Shjct: 139376012
139376071

Query: 30

Shjct: 139376072
Score =

144 bits (75),

CAAACTGGCGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
CAAACT GCGATGAGATACCCCACTATGCTTAGCTATAAACT CAAATAAT TTAACAAACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGGECAGTCCTTT
AATTATTCACCAGAGTATGACAAGCAATAGCT TAAAACT CAAAGGACATGCECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ACATCCCTCTAGAGGACCCTGI TCTATAATTGATAAACCCTGATATTCCCTTCCATCTCT

TGCC- - - CAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGECCACAGAGT AAGCA
TGCCACATACCCTATATACCATCATCTTCAGCTAA- - - - - - AAAGGT CTTAAAGTAAGCA

GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GGG
CAAGT------ ATTAAAATGT TAGAT CAAGGT GTAGCCCATGAGAT GGAAAGAAATGECC

TACGI TTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGECECTCAAGG
CACATTTTCTAAATCTAGAACA- - CCCATGACAACCCTCGT GAAACT TAAAGGT CAAAGG

AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGECCAT GAAGCACGCAC
AGGATTTAGTAGI AAATCAAGAATAGACATCT TGATCGAATAAAAACATGAAGCACT CAC

ACACCGCCCGTCACCCTC 13
ACACTTCCCATCACCCTC 139376089

Expect = 3e-32

ldentities = 312/418 (74%, Gaps = 8/418 (1%

Strand =

Query: 438
Shjct: 98207216
98207275

Query: 378
Sbjct: 98207276
98207335

Query: 318
Shjct: 98207336
98207395

Query: 262
Shjct: 98207396

Plus / M nus

GATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAAAACTGITC
GATTAGATACCCTACTATGCT TAGCCATAAACCTAGATAACTTATTAAATGAAGT TATTC

GCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGT GCTTTATATCCCT
ACTAGAGTACTACAACAAACAGT TTAAAACT CAAAGCATTTGGTGATCCTTTGTAGCTCT

CTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTGCG- - - -
CTAGAGAAGCCTGITTTATAATTCGTAAACCTAGATAAACCTTATCATCTTTTGCTAATT

CAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AAGCAGAAGTAT
CAGTCTATATACCATCATCTTCATCAAAT CCTAAAGAGGACT TAAAGCAAGCACAAGT AA

http://169.237.78.119/Claw/humgen.html (18 of 32) [4/27/2003 10:26:34 AM]

387

327

267

210

151

91

31

379

319

263

203



BLAST Search Results
98207455

Query: 202 CTACATAAAAACGTI TAGGT CAAG GTGTAGCCCATGACGT GCCAAGAAATGEE TACGTT 145
Sbjct: 98207456  ATACATAAAAATATTAGGT CAAAAGT GTAGCTTCT GAGAT CCAAATAAATAGCCTACAGT
98207515

Query: 144 TTCTACACACAGAAAAATCTCECGACAACCGT TATGAAATCTAAGECCTCAAGGAGGATT 85
Sbjct: 98207516 TTCTAATCTTA- AAATAT- TCATGACAACT TTTATGAAATCTAAAGCCTAAAGGAGGATT
98207573

Query: 84 TAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCACACAC 27
Sbjct: 98207574 TAGTAGT AAATTAAGAATAGAAACCT TAACT GAATAGEGECCATCGGAGCACACACACAC
98207631

Score = 116 bits (60), Expect = 2e-23
Identities = 148/187 (79%, Gaps = 7/187 (3%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 98973577 CAAACTGCGATTAGATACCCTACTATGCTTAGCCATAAACT- - - - TAAATAACTGAATAA
98973632

Query: 386 AACTGTTCGCCAGAACACT- - - ACAAGCAACAGCTTAAAACT CAAAGGACT TGECAGTGC 330
Sbjct: 98973633  AGITATTTGCCAGAGTACTACTACCAGCAACAGCCTAAATCT CAGAGGATTTGCECAGTCGC
98973692

Query: 329 TTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACC 270
Sbjct: 98973693 TTTATATTCCTCTAGAGGAGGCTGT TCTATAATTGATAAACT CTGACAAACCTCTCCATC
98973752

Query: 269 TCTTGCC 263
Sbjct: 98973753 TCTTGCC 98973759

Score = 79.5 bits (41), Expect = 2e-12
Identities = 57/65 (87%
Strand = Plus / M nus

Query: 215 TAAGCAGAAGT ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGECAAGAA 156
Shjct: 98973804 TAATCACAAATATTTACATAAAAACGT TAGGT CAAGGT GTAGT CTATGAGAT GCGAAGAA
98973863

Query: 155 ATGGG 151
Shjct: 98973864  ATGEG 98973868

Score = 39.1 bits (20), Expect = 2.2
Identities = 38/47 (80%
Strand = Plus / M nus

Query: 94 AAGCAGGATTTACCAATAAATTGAGAGCAGAGTGTTTAATTGAATGA 48
Sbjct: 98973928 AACGAGGATTTAGTAGT AAATTAGGAATAGACACCTTAGT TGAATGA 98973974
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BLAST Search Results

Score = 37.2 bits (19),

Expect = 8.4

ldentities = 21/22 (95%
Strand = Plus / Plus

193
66859198

Query:
Shj ct:

>r ef | NC_000020. 4|

Length =

Score =

TTTTATGTAGATACTTCTGCTT 214
TTTTATGTAGATACTCCTGCTT 66859219

Homo sapi ens chronosone 20, conpl ete sequence

62802940
437 bits (227), Expect = e-120
ldentities = 372/432 (86%, Gaps = 7/432 (1%

Strand = Plus / Plus

Query: 16
Shjct: 55623597
55623656

Query: 76
Shjct: 55623657
55623714

Query: 136
Sbjct: 55623715
55623774

Query: 195
Sbjct: 55623775
55623832

Query: 255
Sbjct: 55623833
55623892

Query: 313
Shjct: 55623893
55623952

Query: 373
Shjct: 55623953
55624012

Query: 433
Shjct: 55624013

Score = 73.7 bits (38),

GGTGACGEECGEGET GTGTGCGT GCT TCATGECCTCAT TCAATTAAACACT CTGCTCT CAAT
GGTGATGGECECTGT GTGTGCGTGCT TCATGECCT TAT TCAACCAAGCACTCTGCTCTTGGT

TTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTTCTG
TTACTGCTAAATCCTCCTTAAGCCCTTAGATTTCATAA- GECTGTCATGAGATTTT- CTG

TGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGTTT
GACATAGAAAATGT TGCCCATTTCTTGCCACCT CATGGECTACACCTTGACCTAACGTTT

TTATGTAGATACTTCTCCTTACTCTGTGGCCT TTCCAGGGT TTGCTGAAGATGGAGGTAT
TTATGTGTATACTTGIGCTTACTCTATAACCTTTTTAGGGT TTGCTGCAGATGG- - GCAT

ATAGCCT- - GCECAAGAGGT GGTGAGGTAAATTGCGGT TTATCGATTATAGAACAGCCTC
ATAGCCCAGGCGCECAAGAGGT GGTGAGACGTATCGGGGT TTATTGATTATAGAACAGCCTC

CTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGI TGCTTGTAGTGT
CTCTAGAGGGATATAAAGCACCACCAAGTCCTTTGAGT TTTAAATTGI TGCTTGTAGTAC

TCTGCECGAACAGT TTTGT TGATCTAACTAT TCGAGT TTAGGGT TAAGCATAGT GGGGTAT
TCTGCCCGAATGGTTTTGT TAATGTAACT GT TAGGGT TTAGGECT AAGCATAGAGGGGTAT

CTAATCCCAGIT 444
CTAATCCCAGIT 55624024

Expect = 8e-11

Identities = 56/65 (86%
Strand = Plus / Plus

Query: 349
Sbjct: 2320628
2320687

Query: 409
Shjct: 2320688

GITTTAACCTGI TCCTTGTAGTGI TCTGGCGAACAGT TTTGI TGATCTAACTATTCGAGT
GITTTAAGCTGI TGCTTATAGTACT CTGGCAAATAGT TTTGCTAATCTAACTACTTGAGT

TTAGG 413
TTAGG 2320692
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24762888&dopt=GenBank

BLAST Search Results

Score = 46.8 bits (24), Expect = 0.011
Identities = 46/ 57 (80%
Strand = Plus / Plus

Query: 28 TGTGIGCGTCCTTCATGECCTCATTCAATTAAACACTCTGCTCTCAATTTATTGCTA 84
Shjct: 13962371 TGIGIATGIGCTTCATGECCTTATTCAATCAAGCACCCTAGICTTGATTTACTCCTA 13962427

>r ef | NC_000008. 3| Honmp sapi ens chrompsone 8, conpl ete sequence
Length = 146305119

Score = 433 bits (225), Expect = e-119
Identities = 370/435 (85%, Gaps = 3/435 (0%
Strand = Plus / M nus

Query: 446 CAAACTGGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 47054122 CAAACTGGCGATTAGATACCCCACTATGCTTACCCCTAAACTCTAATAGT TACATTTAAAA
47054181

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTCCTTT 327
Sbjct: 47054182 AAAAATTTGCCAGAATACT ACCAGCAACAGCTAAAAACT CAAAGGATTTGATGCTCCT T-
47054240

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 47054241 ATATCCCTCTAGAGGATCCTGI TCTATAATTAATAAACCCCAATATACCTCACCACCTCT
47054300

Query: 266 TGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGTAAGCAGAA 207
Shjct: 47054301 TGCCCAGCCTATATACCACCATCT TCAGCAAACCCTAAAGT GGTTATAGAGTAAGCACAA
47054360

Query: 206 GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT- GGGTAC 148
Sbjct: 47054361 GIGTACACATAAAAACGT TAGGT CAAGGT GTAGCT CATGAGGT GGCAAGAAGTAGACTAC
47054420

Query: 147 GTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAAGGAGS 88
Sbjct: 47054421 ATTTTGTATACCCAG AAAATCTCACAACAACCT TTATGAAAT CGAAGGGCT CAAGGAGG
47054479

Query: 87 ATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCCACGCACACA 28
Sbjct: 47054480 ATTTAGCAGTAAACCAAGAT CAGAGT CCTTGGT TGAATAAAGCCATGAAGCATGCACACC
47054539

Query: 27 CCGCCCGICACCCTC 13
Sbjct: 47054540 CCTCCCATCACTCTC 47054554

Score = 367 bits (191), Expect = 2e-99
Identities = 307/355 (86%, Gaps = 5/355 (1%
Strand = Plus / M nus

Query: 364 AGCAACAGCTTAAAACT CAAAGGACT TGECAGTGCTTTATATCCCTCTAAAGGAGCCTGTI 305
Sbjct: 33320262 AGCAACAGCTTAAAACT CAAAGGACT TGGCAGT GCTTTATATCCCTCTAGAGGAGCCTGT
33320321
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777756&dopt=GenBank

BLAST Search Results

Query: 304

Shj ct: 33320322
33320381

Query: 246

Shj ct: 33320382
33320441

Query: 186

Shj ct: 33320442
33320500

Query: 127
Shjct: 33320501
33320559

Query: 67
Sbjct: 33320560

Score = 91.1 bits (47),

TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG - CCCAGCCTATATACCTCC
TCTATAATCAATGAACCCTGATACACCT CACCGCCTCT TGCCCCCAGCCTATATAGEECC

247

ATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGCAGAAGT ATCTACATAAAAACGT TA
ATCTTCAGCAAACCCTAAAAAGT TTATTGAGTAAGCACAAGTACACACATAAAAATGTTA

187

GGTCAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG TACGT TTTCTACACACAGAAAAA
GGTCAAGGT GTAGCCCAT GAGATGGCAAGAAATGGGATACATTTTCTATGI CCAG AAAA

128

TCTCGCGACAACCGT TATGAAATCTAAGEGCT CAAGGAGEAT TTAGCAATAAATTGAGAG 68
TCTCACGACAACCT TTATGAAATCTAAGCGACT C- AGGAAGAT TTAGCAATAAACCAAGAG

CAGAGT GI TTAATTGAAT GAGGCCAT GAAGCACGCACACACCGCCCGICACCCTC - 13
CAGAGTCCTTGGT TGAATAAGGECTATGAAGCATGCACACACCACCCGICACCCTC 33320614

Expect = 5e-16

Identities = 89/110 (80%
Strand = Plus / M nus

Query: 262
Sbjct: 104163742
104163801

Query: 202
Shjct: 104163802

Score = 60.3 bits (31),

CAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGCCCACAGAGTAAGCAGAAGTAT 203
CAGCCTGTATACTACCATCTTCAGCAAGCCCTAAAAAGGT CATAAAGT AAGCACAAGTAC

CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATG 153
TTACATGGAAACAT TAGGTCAACATGTACCTTATGAGATGCAAAGAAATG 104163851

Expect = 9e-07

Identities = 59/ 73 (80%
Strand = Plus / M nus

Query: 94

Sbjct: 104163913
104163972

Query: 34

Shjct: 104163973

Score = 56.4 bits (29),
29/ 29 (100%

ldentities =

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC 35
AAGGAGGATTTAGTAGTAAATTAAGAATAGAGAGCT TAATTGAATAAGGT TGT GAAGCAC

GCACACACCGCCC 22
ACATAGACCGCCC 104163985

Expect = l1le-05

Strand = Plus / M nus

364
104163631

Query:
Shj ct:

Score = 54.5 bits (28),

AGCAACAGCTTAAAACTCAAAGGACTTGG 336
AGCAACAGCTTAAAACTCAAAGGACTTGG 104163659

Expect = 5e-05

Identities = 36/40 (90%
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BLAST Search Results

Strand = Plus / M nus

445
104163566

Query:
Shj ct:

Score = 48.8 bits (25),

AAACTGCGATTAGATACCCCACTATCCTTAACCCTAAACT 406
AAACTCGCCATTAAATACCCCACTATGTTTAGCCATAAACT 104163605

Expect = 0.003

Identities = 25/25 (100%
Strand = Plus / M nus

446
33320209

Query:
Shj ct:

Score = 37.2 bits (19),
19/19 (100%

ldentities =

CAAACTGGGATTAGATACCCCACTA 422
CAAACTGGCGATTAGATACCCCACTA 33320233

Expect = 8.4

Strand = Plus / Plus

216
134811942

Query:
Shj ct:

>r ef | NC_000003. 3|

Hono sapi ens chronosonme 3

Lengt h

Score =

406 bits (211),

CTCTGTGECCTTTCCAGGG 234
CTCTGTGECCTTTCCAGES 134811960

conpl ete sequence
199558344

Expect = e-111

Identities = 366/436 (83%, Gaps = 5/436 (1%
Strand = Plus / Plus

Query: 12

Sbjct: 106137766
106137825

Query: 72

Shjct: 106137826
106137885

Query: 132
Shjct: 106137886
106137944

Query: 191
Shjct: 106137945
106138004

Query: 251
Shjct: 106138005
106138064

Query: 308
Shjct: 106138065
106138124

Query: 368
Sbjct: 106138125

AGAGGGT GACGEECGEGTGT GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTCCTCT
AGAGGGECCGATGGEGT GGTGT GTGCATGCT TCACGGCCTCATTCAATGAAGCACTCTGI TCT

CAATTTATTGCTAAATCCTCCTTGAGCCCT TACATTTCATAACGGT TGICCCGAGATTTT
TCATTTACCGCTAAATCCTCTTTGAATCTTTAGGT TTCATTATGGT TATTGTAAAATTTT

TCTGTGTGTAGAAAACGTACC- CATTTCTTGCCACCTCATGGEGCTACACCTTGACCTAAC
- CGEGAAATAGAAAATGTAGCTCATTTCT TACCATT TCATAGECAACACCT TGACCTAAT

GITTTTATGTAGATACTTCTGCTTACTCTGTGECCTTTCCAGGGT TTGCTGAAGATGGAG
GITTTTATGTACATACTTGTGCTTACTCTAAGCCCTTTTTAGGGT TTCCTGAAGATGGTG

GIATATAGCCT G - - GGCAAGAGGT GGTGAGGT AAATTGGEGGT TTATCGAT TATAGAACA
GIATATAGGCT GAGT GGCGAGAGAT GCCGAGGTATAT CGGAGT TTACCGATTATACAACA

GECTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGT TGCTTGT
GCECTCCTCTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTI TGT TTGT

AGTGI TCTGCCGAACAGT TTTGT TGATCTAACTATTCCAGT TTAGGGT TAAGCATAGT GG
AGTACTCTGECGAGTAGT TTTGT TAATTTAACTATCTGGGT TTAGGGCTAAGCATAGTGA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777740&dopt=GenBank

BLAST Search Results
106138184

Query: 428
Sbjct: 106138185

GGTATCTAATCCCAGT 443
GGTATCTAATCCCAGT 106138200

Score = 229 bits (119), Expect = le-57
Identities = 238/295 (80%, Gaps = 4/295 (1%
Strand = Plus / Plus

Query: 156
Sbjct: 166991590
166991649

Query: 216
Sbjct: 166991650
166991709

Query: 272
Shjct: 166991710
166991769

Query: 332
Shjct: 166991770
166991829

Query: 392

Sbjct: 166991830

TTCTTGCCACCTCATGEGECTACACCTTGACCTAACGT TTTTATGTAGATACTTCTGCTTA 215
TTCTTTCCATGTCATAGGCTACACTTTGACCTAATGT TTTTATGCAGCTACTTGCGCTTA

CTCTGIGECCTTTCCAGGGT TTGCTGAAGATGGAGGTATATAGECTGEG - - - CAAGAGG 271
CTTTGAGACCTTTTTAGGGT TTGCCTGAAGATGECAGTATATAGECT GAGT TGCCAAGAGA

TGGTGAGGTAAATTGGGGT TTATCGAT TATAGAACAGECTCCTTTAGAGEGATATAAAGC 331
TAGTCGGATATGT CAGGGT TTAACGAT TATAGAACAGCECTCCTTTAGAGGAGTATAAACC

ACTGCCCAAGICCTTTGAGI TTTAAGCTGI TGCTTGTAGTGI TCTGGCGAACAGTTTTGIT 391
TTGECCATGTCCTTTGAGT TTTAAGCTCTTGCTTGTAATACTCTGGTGAATAATTTTGIT

GATCTAACTATTCGAGT TTAGGEGT TAAGCATAGT GCGGTATCTAATCCCAGITTG 446
TGITAAATTATTTAAGT TTAAGCCTAAGCATAGT GEGGTGICAAAACCCAGTTTG 166991884

Score = 85.3 bits (44), Expect = 3e-14
Identities = 66/77 (85%
Strand = Plus / M nus

Query: 89
Shjct: 39521923
39521982

Query: 29
Sbjct: 39521983

GGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACGCACA 30
GGACTTAGCAGT AAACCAAGAGCAGAGT CCTTGGT TGAATAAGGCCAT GAAGCACACACA

CACCGCCCGTCACCCTC 13
CACCCGCCGGTCACCCTC 39521999

Score = 85.3 bits (44), Expect = 3e-14
Identities = 82/101 (81%
Strand = Plus / Plus

Query: 13
Shjct: 95640666
95640725

Query: 73
Shjct: 95640726

GAGGGT GACGGGECGGT GTGTACGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
GAGCGT GACGEECGET GT GTATCCECT TCAGEECCCTGI TCAACTAAGCACTCTACACTT

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAA 113
AGTTTACTGCTAAATCCACCTTCGACCCTTAAATTTCATAA 95640766

Score = 39.1 bhits (20), Expect = 2.2
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BLAST Search Results
ldentities =

24/ 26 (92%

Strand = Plus / Plus

55
41846161

Query:
Shj ct:

>ref | NC_000014. 2|

Length =

Score =

331 bits (172),
Identities = 329/390 (84%, Gaps =

ATTAAACACTCTCCTCTCAATTTATT 80
ATTAACCACTCTCCTCTGAATTTATT 41846186

Hono sapi ens chronosone 14,
101218245

conpl et e sequence

= 2e-88
10/ 390 (2%

Expect

Strand = Plus / Plus

Query: 61
Shjct: 77871520
77871579

Query: 121
Shjct: 77871580
77871638

Query: 180
Shjct: 77871639
77871694

Query: 240
Shjct: 77871695
77871752

Query: 298
Sbjct: 77871753
77871812

Query: 358
Shjct: 77871813
77871872

Query: 418
Sbjct: 77871873

>r ef | NC_000024. 2|

Length =

Score =
ldentities =

235 bits (122),
275/ 344 (79%, Gaps = 4/344 (1%

CACTCTGCTCTCAATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGT
CACTCTGCTCTGEGT TTACTGCTACAT CCTCCT TGAGCCATTAGATTTCATAAAGGTAGT

CCCGAGATTTTTCTGIGT GTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGEGCTACAC
CATGATATTTT- CTGGATATAGAAAAT GTAGCCCAATTCT TGCCACCT CATGAGCTACAC

CTTGACCTAACGT TTTTATGTAGATACT TCTGCTTACTCTGIGGCCTTTCCAGSGT TTGC
AA- - ACCAGA- - TTTTTATGTGTACACTTGIGCTTACTCTACAACCTTTTTAGSGITTGC

TGAAGATGGAGGTATATAGCECT GGG - CAAGAGGT GGTGAGGTAAATTGGECGT TTATCGA
TGAAGATGGCGGTA- ATAGGCT GGEGGECAAGAGGT GGTGAGGTGTATCGGEG TTTATCCC

TTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGI TTTAAGC
TTATAGAACAGGCT TCTCTAGAGGGATATAAAGAACT GCCAGGTCCTTTGAGI TTTAAGC

TGTTCCTTGTAGTGT TCTGECGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TA
TGTTCCTCGTAGTATTCTGACGAATGGT TTTGT TAATGTAACTACTAGAGT TTAGGECCTA

AGCATAGTGGGGTATCTAATCCCAGTTTGA 447
AGCACAGTGGGGTATCTAATCCCAGTTTGA 77871902

Honmo sapi ens chronosone Y, conpl ete sequence
50860226

Expect = 2e-59

Strand = Plus / M nus

Query: 353
Sbjct: 8203137
8203196

Query: 293
Shjct: 8203197
8203256

Query: 235

AAAACT CAAAGGACTTGGCAGT GCTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGA
AAAAATTAAAGGACT CAGCGGT GCTTTATATCCCTCTAGAGGAGCCTGI TTTTTAATCAA

TAAACCCCAATTTACCTCACCACCTCTTGCCC- - AGCCTATATACCTCCATCTTCAGCAA
TAAAACCTGATATACCT CACCACT TCTTGCCCCCAACCTATATATCCCCCTCTTTAGAAA

ACCCTGGAAAGGCCACAGAGT AAGCAGAAGT ATCTACATAAAAACGT TAGGTCAAGGT GT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777729&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24528591&dopt=GenBank

BLAST Search Results

Shjct: 8203257 ACCCTAAAATGGT TATAGAGT AAGCACAAGCATACCCACAAAAATGTTAGATCAAGGTGT
8203316

Query: 175 AGCCCATGACGT GECAAGAAATGEG TACGI TTTCTACACACAGAAAAATCTCGCGACAA 117
Sbjct: 8203317 AGCTCCTGACCTGECAAGAAGT GGACTACATTTTCTGTACCCAGAATA- TCTCATAACAA
8203375

Query: 116 CCGTTATGAAATCTAAGGCCT CAAGGACGAT TTAGCAATAAATTGAGACCAGAGIGTTTA 57
Sbjct: 8203376 CTTCTATGAATTCTAAGGGECT CAAGGAGAAT TTAGCAGT AAACCAAGAGCAGAGTGCTTG
8203435

Query: 56 ATTGAATGAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 13
Sbhjct: 8203436 GITGAATAAGGCCATGAAGCATGCATATACCACCTGTCACCCTC 8203479

Score = 104 bits (54), Expect = 5e-20
Identities = 93/110 (84%, Gaps = 4/110 (3%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 8200712 CAAACAGGAATTAGATAACACACTATGCTCAGCCCTAAACTCTAATAGT TACATTAACAA
8200771

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACT TG 337
Sbjct: 8200772 AAC- - - - CACCAGAATACTACAAGCAACAGCTTAAAATTTAAAGGACTTG 8200817

Score = 64.1 bits (33), Expect = 7e-08
Identities = 49/57 (85%
Strand = Plus / Plus

Query: 171 GGGCTACACCTTGACCTAACGT TTTTATGTAGATACTTCTGCTTACTCTGTGECCTT 227
Shjct: 4178399 GCCCTACACCTTGACCTAACGTCTTTACGTGEGTACTTGCCCTTACTTTGTAGCCTT 4178455

>ref | NC_000013. 3| Hono sapi ens chronosone 13, conpl ete sequence
Length = 111298136

Score = 233 bits (121), Expect = 8e-59
Identities = 155/172 (90%
Strand = Plus / Plus

Query: 275 TGAGGTAAATTGGGGT TTATCGATTATAGAACAGCCTCCTTTAGAGGGATATAAAGCACT 334
Shjct: 104463646 TCGAGGITGATCGEGCGT TTATCGAT TACAGAACAGECTCCTCTAGAGECATATGAAGCACC
104463705

Query: 335 GCCAAGTCCTTTGAGT TTTAAGCTGTTGCTTGTAGTGTTCTGGECGAACAGITTTGTITGAT 394
Shjct: 104463706 GCCAGGTCCTTTGAGITTTAAGCTGIGECTCGTAGIGITCTGECGAGCAGTTTTGITGAT
104463765

Query: 395 CTAACTATTCGAGI TTAGGGT TAAGCATAGT GGGGTATCTAATCCCAGTITTG 446
Sbjct: 104463766 TTAACTGITGAGGT TTAGCCCTAAGCATAGTIGEEGTATCTAATCCCAGITTG 104463817

>ref | NC_000018. 2| Homo sapi ens chronmosone 18, conpl ete sequence
Length = 78067305
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24969350&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777733&dopt=GenBank

BLAST Search Results

Score = 212 bits (110), Expect = 2e-52
Identities = 190/225 (84%, Gaps = 9/225 (4%
Strand = Plus / Plus

Query: 222 GGCCTTTCCAGGGT TTGCTGAAGATGGAGGTATATAGGCTG - - GGCAAGAGGTGGTGAG 278
Sbjct: 59514871 GCCCTTTTTAGGSGTTTGCTGAACGT GECAGTACATAGGECT GAGT GCCAAGAGATCGTGAG
59514930
Query: 279 GTAAATTGGGGTTTATCGATTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCA 338
Sbjct: 59514931 GIATATCGCGAGT TTATCAATTATAGAACAGGT TCCTCTAGAAGGATATAAAGCACCGCCA
59514990
Query: 339 AGICCTTTGAGT TTTAAGCTGTITCGCTTGTAGTGT TCTGECGAACAGTTTTGTTGATCTAA 398
Sbjct: 59514991 AGI------ AGTTTTAAGCTGTGGCTTGTAGTTCTCTGGTGAATAGT TTTGTTAATTTAA
59515044
Query: 399 CTATTCGAGTTTAGGGTTAAGCATAGT GGGGTATCTAATCCCAGT 443
Sbjct: 59515045 CTACTTCGGTTTAGCCCTAAGCATAGI GEEGTATCTAATCCCAGT 59515089
>ref | NC_000010. 2| Hono sapi ens chronosone 10, conpl ete sequence
Length = 134652902

Score = 206 bits (107), Expect = le-50

Identities = 185/219 (84%, Gaps = 11/219 (5%

Strand = Plus / M nus
Query: 446 CAAACT GCGAT TAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbhjct: 56363354  CAAACTGGGATTAGAAACCCCACTATCCTTA-------- CACAAATAGTTATATTAACAA
56363405
Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGTGCTTT - 327
Shjct: 56363406  GACTGITCGECCAGAGTACTACATGCAGCAGCT TAAAACT CAAAGGACTTGECGGTCCTTT
56363465
Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 56363466  ATAGCCTTCTAGAGGAGCCGGTTCTATAATTGATAAACCCCGATATACCTCACCATCTCT
56363525
Query: 266 TG - - CCCAGCCTATATACCTCCATCTTCAGCAAACCCT 231
Sbjct: 56363526 TGTCACTCAGCCTATATAACACCAGCTTCAGCAAACCCT 56363564

Score = 139 bits (72), Expect = 2e-30

Identities = 146/178 (82%, Gaps = 2/178 (1%

Strand = Plus / M nus
Query: 188 TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TACGTTTTCTACACACAGAAA 130
Sbjct: 56363639  TAGGTCAAGGTGIAGTCCATGGGATGGTAAGAAATGGCECTACATTTTCTACATCCAGAAA
56363698
Query: 129 AATCTCGCGACAACCGTTATGAAATCTAAGGCECT CAAGGACGATTTACCAATAAATTGAG 70
Sbjct: 56363699  TATCTCACAATAACCTTCATGAAATCTAAATGTTCGAAGAGCATTTAGTAGIAAATCAAG
56363758
Query: 69 AGCAGAGTGT TTAATTGAAT GAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTCT 12
Shjct: 56363759  AACAGAGTCCTTGATTGAATAAGGCCATAAGECAAGCACACA- AGCCCGTCACCCTCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777713&dopt=GenBank

BLAST Search Results
56363815

Score = 54.5 bits (28), Expect = 5e-05
Identities = 36/40 (90%
Strand = Plus / M nus

Query: 113 TTATGAAATCTAAGCGCTCAAGGAGGATTTAGCAATAAAT 74
Shjct: 36232418 TTATGAAATCTAAAGATTCAAGGAGGATTTAGCAGTAAAT 36232457

Score = 39.1 bits (20), Expect = 2.2
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 335 GCCAAGTCCTTTGAGITTTA 354
Sbjct: 126163034 CGCCAAGICCTTTGAGITTTA 126163053

>r ef | NC_000006. 3| Honmo sapi ens chronmosone 6, conplete sequence
Length = 170670676

Score = 114 bits (59), Expect = 6e-23
Identities = 99/119 (83%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGEECGGT GT GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbj ct: 144897314 GAGCGTAACGCEGTCECGTGIGCATGCTTCATGECCTTAT TCAATCAAGCACTCTACTCTT
144897373

Query: 73 AATTTATTGCCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTT 131
Sbjct: 144897374 GATTTACTCCTAAATCCTCCTTGAATCTTTAGATTTCCTAAAGCCTATCATGAGATTTT
144897432

Score = 73.7 bits (38), Expect = 8e-11

Identities = 79/97 (81%, Gaps = 1/97 (1%

Strand = Plus / M nus
Query: 248 CCATCTTCAGCAAACCCT GGAAAGCCCACAGAGTAAGCAGAAGTATCTACATAAAAACGT 189

Sbjct: 169307649 CCATCTTCAGCAAACCCTACGATGGECCGCAGAGT GAGCACCACCATTTACACAAAAACAT
169307708

Query: 188 TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGG 152
Sbjct: 169307709 CAGGTCCAGEGGTACCTC- TGAGGT CCAAAGAAATGG 169307744

Score = 39.1 bits (20), Expect = 2.2
Identities = 20/20 (100%
Strand = Plus / Plus

Query: 216 CTCTGIGCCCTTTCCAGEGT 235
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=24580336&dopt=GenBank

BLAST Search Results
Shj ct:

Score = 37.2 bits (19),
19/ 19 (100%

ldentities =

150369095 CICTGIGECCTTTCCAGEGT 150369114

Expect = 8.4

Strand = Plus / Pl us

Query: 409

Shj ct:

>r ef | NC_000022. 3|

Lengt h

Score =
Identities =

114 bits (59),
141/ 182 (77%

TTAGGGTTAAGCATAGIGG 427

139792583 TTAGGGITAAGCATAGIGG 139792601

Hono sapi ens chronosone 22,
47848585

conpl ete sequence

Expect = 6e-23

Strand = Plus / M nus

Query: 446
Sbjct: 33217677
33217736

Query: 386
Shjct: 33217737
33217796

Query: 326
Shjct: 33217797
33217856

Query: 266
Sbjct: 33217857

>r ef | NC_000019. 3]

Length
Score =
Identities =
Strand =
Query: 381
Shjct: 38459185
38459243
Query: 321
Sbjct: 38459244
38459294
Query: 263
Shjct: 38459295
38459349
Query: 205
Shjct: 38459350

79.5 bits (41),
164/ 213 (76%, Gaps =
Plus / M nus

CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGCGACTAAATCTCTCACTGT GCTTAGCCATAAACTTAAATAATTTAATAAACAG

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
AATTATTTACCAGAGCACTATAAGCAATAGCT TAAGCCTCAAAGGACATGCCGATGCTTT

ATATCCCT CTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ACAGCT CTCGAGAGEGECCTGT TCTATAT TCAATAAGCTCCGATATACCTCAGCATCTCT

TG 265
TG 33217858

Honmo sapi ens chronosone 19,
59568810

conpl et e sequence

= 2e-12
20/ 213 (9%

Expect

TTCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACT TGGCAGTCCTTTATATC
TTCACCAGAGTACTACCAGCAACAGCT TAAAACACAAAGGACTTGGCAGT GC- TTATATC

CCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCT CACCACCTCTTGC- -
CCTTT--------- TTTTTTGIAATCAATAAACCCCAGTAAACCTCACTATCTCTTGCTA

- - CCAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGCAGAAG
ATTCAGCCTATACACCGCCATCTTCTGCAAAACCTTAAAAGE - - - - TACTAAACACAAG

TATCTACATAAAAACGT TAGGTCAAGGTGTAGC 173
TATTTACAT- AAAACGT TAGGTCATGGTCGCAGC 38459381
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22549957&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777761&dopt=GenBank

BLAST Search Results

Score = 37.2 bits (19), Expect = 8.4
Identities = 19/19 (100%
Strand = Plus / Plus

Query: 152 CCATTTCTTGCCACCTCAT 170
Shjct: 8028326 CCATTTCTTGCCACCTCAT 8028344

>ref | NC_ 000015. 2| Hono sapi ens chronosone 15, conpl ete sequence
Length = 96598362

Score = 43.0 bits (22), Expect = 0.15
Identities = 22/22 (100%
Strand = Plus / Plus

Query: 77 TATTGCTAAATCCTCCTTGAGC 98
Sbjct: 95167138 TATTCCTAAATCCTCCTTGAGC 95167159

Score = 41.1 bits (21), Expect = 0.58
Identities = 21/21 (100%
Strand = Plus / Plus

Query: 212 CTTACTCTGTGCCCTTTCCAG 232
Shjct: 16602521 CTTACTCTGIGGECCTTTCCAG 16602541

Score = 39.1 bits (20), Expect = 2.2
Identities = 20/20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTG 211
Sbjct: 43265368 TTTTTATGTAGATACTTCTG 43265387

Score = 37.2 bits (19), Expect = 8.4
ldentities = 23/25 (92%
Strand = Plus / M nus

Query: 372 ACACTACAAGCAACAGCTTAAAACT 348
Shjct: 73647812 ACAGIACAAGCCAACAACTTAAAACT 73647836

Score = 37.2 bits (19), Expect = 8.4
Identities = 19/19 (100%
Strand = Plus / Plus

Query: 380 AACAGTTTTGTTGATCTAA 398
Sbjct: 90233287 AACAGITTTGITGATCTAA 90233305
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=27777730&dopt=GenBank

BLAST Search Results

Score = 37.2 bits (19), Expect = 8.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 345 AAGGACTTGGECAGIGCTTT 327
Sbjct: 52155419 AAGGACTTGCCAGICCTTT 52155437

Score = 37.2 bits (19), Expect = 8.4
Identities = 19/19 (100%
Strand = Plus / M nus

Query: 269 TCTTGCCCAGCCTATATAC 251
Shjct: 74898219 TCITGCCCAGCCTATATAC 74898237

>ref | NC_000012. 3| Hono sapi ens chronosone 12, conpl ete sequence
Length = 133382389

Score = 41.1 bits (21), Expect = 0.58
ldentities = 23/24 (95%
Strand = Plus / Plus

Query: 50 ATTCAATTAAACACTCTGCTCTCA 73
Shjct: 15030902 ATTCAATTAAACGCTCTGCTCTCA 15030925

Score = 39.1 bits (20), Expect = 2.2
Identities = 24/ 26 (92%
Strand = Plus / Plus

Query: 242 AAGATGGAGGTATATAGGECTGGEGECAA 267
Shjct: 49478986 AAGATGCCEGEGTATAGAGECTGEECAA 49479011

Score = 39.1 bits (20), Expect = 2.2
ldentities = 24/26 (92%
Strand = Plus / Plus

Query: 242 AAGATGGAGGTATATAGGCTGGEGCAA 267
Shjct: 49405149 AACGATCEGEGTATAGAGECTGEECAA 49405174

Dat abase: NCBI genonme chronobsones - human
Posted date: Mar 13, 2003 9:09 PM

Nurmber of letters in database: 3,051, 185, 827

Nunmber of sequences in database: 24

Lanmbda K H
1.33 0.621 1.12
Gapped
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BLAST Search Results

Lanbda

1.33

Matri x:

Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
| ength
| ength

effective
effective
effective
effective
effective

T: O
A 0

K H
0.621 1.12

blastn matrix:1 -2
Gap Penalties: Existence: 5, Extension: 2

of
of
of
of
of
of
of
of
of
of
of

Hits to DB: 741,612

Sequences: 24

extensi ons: 741612

successful extensions: 156

sequences better than 10.0: 22

HSP' s better than 10.0 w t hout gapping: 77
HSP's successfully gapped in prelimtest: O
HSP's that attenpted gapping in prelimtest:
HSP' s gapped (non-prelim: 110

query: 462

dat abase: 3, 051, 185, 827

HSP | ength: 24

I ength of query: 438

| engt h of database: 3,051, 185, 251

search space: 1336419139938

search space used: 1336419139938

X1: 6 (11.5 bits)
X2: 15 (28.8 bits)
S1: 12 (23.8 bits)
S2: 19 (37.2 bits)

0
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BLAST Search Results

BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: NCBI genone chronbsones - ot her
2528 sequences; 789,957,834 total letters

Query= CS63wi n
(462 letters)

Distribution of 176 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I
Color Key for Alignment Scores
<40 A0=51)
1clld_
0 hi 100 150 200 250 300 350 40 450
Score E

Sequences produci ng significant alignments: (bits) Val ue
ref | NC 001807.4| Hono sapi ens nitochondrion, conplete genome 460 e-127
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17981852&dopt=GenBank

BLAST Search Results
ref | NC 001645.

1]

1]

ref | NC 001643.
r ef | NC_001644.

1]

ref | NC_002083.

1]

ref | NC_001646.

1]

r ef | NC_002082.

1]

r ef | NC_004025.

1]

r ef | NC_001700.

1]

ref | NC_002763.

1]

r ef | NC_002765.

1]

r ef | NC_001665.

1]

r ef | NC_002008.

4|

1]

r ef | NC_004030.
r ef | NC_004023.

1]

1]

r ef | NC_002764.
r ef | NC_003040.

1

r ef | NC_003427.

1]

r ef | NC_004029.

1]

r ef | NC_001569.

1]

ref | NC_003428.

1]

ref | NC_003033.

1]

ref | NC_001941.

1]

ref | NC_003041.

1]

ref | NC_001892.

1]

ref | NC_001913.

1]

1]

ref | NC_002619.
ref | NC 001821

1

r ef | NC_001567.

1]

ref | NC_002391.

1]

r ef | NC_000884.

1]

ref| NC 002811

1]

r ef | NC_003426.

1]

r ef | NC_002078.

1]

ref | NC_004031

1]

r ef | NC_002612.

1

r ef | NC_001325.

1]

1]

r ef | NC_004032.
r ef | NC_000889.

1]

r ef | NC_001640.

1]

ref | NC_001602.

1]

r ef | NC_000845.

1]

ref | NC_001601.

1]

ref | NC_002503.

1]

r ef | NC_004563.

1]

ref | NC_001779.

1]

r ef | NC_004027.

1|

r ef | NC_004577.

1]

1]

r ef | NC_001808.
r ef | NC_001788.

1]

1]

ref | NC 002658.
ref | NC_004028.

1]

r ef | NC_002369.

1]

r ef | NC_004069.

1]

ref | NC_001321.

1]

r ef | NC_002626.

1]

CGorilla gorilla mitochondrion, complete ge..
Pan trogl odytes mtochondrion, conplete ge..
Pan pani scus nitochondrion, conplete genone
Pongo pygmaeus abelii mnitochondrion, conpl...
Pongo pygnaeus mitochondrion, conplete genone
Hyl obates | ar m tochondrion, conplete genone
Lenur catta mtochondrion, conplete genone
Felis catus mtochondrion, conplete genone
Cebus al bifrons m tochondrion, conplete ge..
Nycti cebus coucang m tochondrion, conplete...
Ratt us norvegi cus m tochondrial genone

Canis fam liaris mtochondrion, conplete g..
Eunet opi as jubatus m tochondrion, conplete..
Arct ocephal us forsteri mtochondrion, conp..
Macaca syl vanus mitochondrion, conplete ge..
Sori cul us fum dus m tochondrion, conplete ..
Ursus arctos nitochondrion, conplete genone
Qdobenus rosmarus rosmarus nitochondrion,

Mus muscul us m tochondrion, conplete genone
Ursus maritinmus mitochondrion, conplete ge..

Ochotona collaris mtochondrion, conplete ..
Ovis aries mtochondrion, conplete genome
Vol enys ki kuchii mtochondrion, conplete g..

Myoxus glis mtochondrion, conplete genone

Oryct ol agus cuni cul us m tochondrion, conpl..
Pt eropus scapul atus nitochondrion, conplet...
Dasypus noventi nctus m tochondrion, conple..

Bos taurus mtochondrion, conplete genone

Tal pa europaea nitochondrion, conplete genone
Cavi a porcellus conplete mtochondrial genone
Tar si us bancanus nitochondrion, conplete g...
Ursus anericanus nitochondrion, conplete g...
Orycteropus afer conplete mtochondrial ge..
Cynocephal us vari egatus nitochondrion, com..
Pt eropus dasynal | us mtochondrion, conplet..
Phoca vitulina nmitochondrion, conplete genone
Tamandua tetradactyla mtochondrion, conmpl..
H ppopot anus anphi bi us m tochondri on, conp. ..
Equus cabal | us m tochondri on, conplete genone
Hal i choerus grypus m tochondrion, conplete...
Sus scrofa mtochondrion, conplete genome

Bal aenopt era muscul us m tochondrion, conpl...
Physet er catodon mtochondrion, conmplete g..
Munti acus muntjak mtochondrion, conplete ..
Rhi noceros uni cornis mtochondrion, conple..
Mani s tetradactyla mtochondrion, conplete...
Munti acus crinifrons mtochondrion, conple...
Cer at ot heri um si mum m t ochondri on, conplet...
Equus asi nus m tochondrion, conplete genone
Thryononys sw nderi anus mitochondrion, com..
Lepus europaeus mtochondrion, conplete ge..
Sciurus vulgaris mtochondrion, conplete g..
Munt i acus reevesi mtochondrion, conplete ..
Bal aenopt era physal us m tochondrion, conpl...
Chal i nol obus tubercul atus mitochondrion, c...
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4e-79
4e-79
9e-77
3e-76
5e-75
3e-73
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8e-70
3e-69
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835149&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835121&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835135&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835834&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835163&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835820&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449875&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835205&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010679&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010665&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835177&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17737322&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449932&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449916&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010693&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15079203&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343502&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449960&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834953&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343516&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15055558&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835554&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15079217&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835484&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835526&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11602891&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835429&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834939&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07212513&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835988&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14602225&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343488&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835764&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449889&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11386118&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834857&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449946&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05836030&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835107&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835009&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835862&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834995&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09653259&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28301754&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835331&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449973&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28867217&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835401&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835345&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12667705&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21492444&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=08573078&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21908045&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05819095&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11610804&dopt=GenBank

BLAST Search Results

ref | NC 002521. 1| Tupai a bel angeri mnitochondrion, conplete g... 241  le-61
ref| NC 001992. 1] Papi o hamadryas nitochondrion, conplete ge... 241  le-61
ref | NC 003321. 1] Tachygl ossus acul eatus mitochondrion, conp... 239 4e-61
ref | NC 000891.1] Ornithorhynchus anatinus mtochondrion, co... 237 le-60
ref| NC 002504. 1] Lana pacos nitochondrion, conplete genone 229  3e-58
ref | NC 003314. 1] Dugong dugon mi tochondrion, conplete genone 219  2e-55
ref | NC 004026. 1] Macroscelides probosci deus m tochondrion, 208 7e-52
ref| NC 002808. 1] Echi nosorex gymura mtochondrion, conplet... 206 3e-51
ref | NC 002009.1| Artibeus jamaicensis nitochondrion, conple... 206  3e-51
ref | NC 001610.1| Didel phis virginiana m tochondrion, conple... 202  4e-50
ref | NC 003039. 1| Trichosurus vul pecul a m tochondrion, conpl... 198 5e-49
ref | NC 002080. 1] Erinaceus europaeus mtochondrion, conplet... 189 4e-46
ref| NC 004374.1] Bassozetus zenkevitchi mnitochondrion, conp... 185 6e-45
ref | NC 001794.1| Macropus robustus m tochondrion, conplete ... 185 6e-45
ref | NC 002746.1| |soodon nacrourus mtochondrion, conplete ... 183 2e-44
ref| NC 003322. 1] Vonbatus ursinus mtochondrion, conplete g... 179  3e-43
ref | NC 004021.1] Ranodon sibiricus mtochondrion, conplete ... 171 7e-41
ref | NC 002756.1] Mertensiella |uschani mtochondrion, conpl... 166  4e-39
ref | NC 003168. 1] Percopsis transnontana mitochondrion, conp... 164 le-38
ref | NC 003187. 1| Hopl ostet hus japoni cus m tochondrion, conp... 158 7e-37
ref| NC 004600. 1| Opisthoproctus sol eatus mnitochondrion, com.. 156  3e-36
ref | NC 000860.1| Salvelinus fontinalis mtochondrion, conpl... 156 3e-36
ref | NC 004389.1| Cetostoma regani nitochondrion, conplete g... 154 1le-35
ref| NC 004411.1| Petroscirtes breviceps mitochondrion, conmp... 154  le-35
ref | NC 004372. 1| Aphredoderus sayanus m tochondrion, conple... 148 6e-34
ref | NC 004390. 1| Eutaeni ophorus sp. 033-Mya mtochondrion,... 148 6e-34
ref| NC 004385.1] Mel anotaenia |acustris mitochondrion, comp... 146  2e-33
ref | NC 000934.1| Loxodonta africana mtochondrion, conplete... 146  2e-33
ref | NC 000861.1| Sal velinus al pinus mtochondrion, conplete... 144  8e-33
ref | NC 004376.1| Dipl acant hopoma brachysoma m tochondrion, ... 144  8e-33
ref | NC 002647.1| Diplophos taenia nitochondrion, conplete g... 144  8e-33
ref| NC 004593. 1] Esox lucius mtochondrion, conplete genone 142  3e-32
ref | NC 002734.1| Pl ecoglossus altivelis mtochondrion, conp... 142  3e-32
ref | NC 004695.1| Cobitis striata mtochondrion, conplete ge... 141  1le-31
ref| NC 004701.1] Eigenmannia sp. mitochondrion, conplete ge... 141  le-31
ref | NC 002073. 3] Chrysenys picta mtochondrion, conplete ge... 141  1le-31
ref | NC 004392.1| Monocentris japonicus mtochondrion, conpl... 141  1le-31
ref | NC 004391. 1| Anopl ogaster cornuta m tochondrion, conple... 141  le-31
ref | NC 004378.1] Mel anonus zugmayeri mitochondrion, conplet... 139 5e-31
ref| NC 002646. 1] Coregonus | avaretus mtochondrion, conplet... 139 5e-31
ref | NC 004596. 1] Nanseni a ardesiaca mtochondrion, conplete... 137 2e-30
ref | NC 004591. 1| Bathyl agus ochotensis nitochondrion, conpl... 137 2e-30
ref| NC 004399. 1] Neocyttus rhonboi dalis mitochondrion, conp... 137 2e-30
ref | NC 004398.1| Allocyttus niger mitochondrion, conplete g... 137 2e-30

>ref | NC 001807. 4| Honp sapi ens mitochondrion, conplete genone
Length = 16571

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 1068 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1127
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=09997000&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835638&dopt=GenBank
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835359&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13786588&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=18077896&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21450026&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13936179&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16357234&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16357318&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28894794&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835890&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057276&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057200&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057294&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057616&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057331&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06137801&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835904&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057499&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12248164&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28881913&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13560353&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29570711&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29570641&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05902189&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057635&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057258&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057527&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12248136&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28881983&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28881955&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057747&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=25057728&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17981852&dopt=GenBank

BLAST Search Results

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGCCAGIGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCAT CT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbhjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>ref | NC 001645.1| Corilla gorilla mtochondrion, conplete genone
Length = 16364

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 485 CAAACT GGGATTAGATACCCCACTATGCCTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTTT
Sbjct: 545 GACTGCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGETGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 605 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGT AAGCAGA
Sbjct: 665 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCCACAAAGT AAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 725 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 785 CATTTTCTAC- TTCAGAAAACT- - - ACGATAACCCT TATGAAACCTAAGGEGTAGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 841 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 901 ACCGCCCGTCACCCTC 916

>ref | NC 001643. 1| Pan trogl odytes mnitochondrion, conplete genone
Length = 16554

Score = 454 bits (236), Expect = e-126
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835149&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835121&dopt=GenBank

BLAST Search Results

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 484 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 544 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 604 ATATCCCTCTAGAGGAGCCTGITCTGTAATCGATAAACCCCGATCAACCT CACCGCCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGCECCACAGAGT AAGCAGA
Sbjct: 664 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGT TACAAAGT AAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 724 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCT AT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGECECT CAACCGAG
Sbjct: 784 CATTTTCTAGC- CCCAGAAAA- - - TTACGATAACCCT TATGAAACCTAAGGGTCAAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 840 GATTTAGCAGTAAACTAAGAGT AGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 900 ACCGCCCGTCACCCTC 915

>ref | NC 001644. 1| Pan pani scus mtochondrion, conplete genone
Length = 16563

Score = 442 bits (230), Expect = e-122
Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 486 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 546 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 606 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCGCCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGCECCACAGAGT AAGCAGA
Sbjct: 666 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGT TACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 726 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCT AT GAGGCGGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAAT CTAAGGCECT CAAGEAG
Sbjct: 786 CATTTTCTAC- CCCAGAAAA- - - TTACGATAACCCT TATGAAACCTAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 842 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 902 ACCGCCCGTCACCCTC 917

>ref | NC 002083. 1| Pongo pygmaeus abelii mitochondrion, conplete genone
Length = 16499
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835135&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835834&dopt=GenBank

BLAST Search Results

Score = 439 bits (228), Expect = e-121
ldentities = 374/ 437 (85%, Gaps = 6/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 490 CAAACTGGGATTAGATACCCCACTATCCTTAGCCCTAAACTTTAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 550 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 610 ATATCCCTCTAGAGGAGCCTGI TCTGT AATCGATAAACCCCGAT CAACCT CACCACCCCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 670 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCCACGAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCG TA
Sbjct: 730 AGCATCCACATAAAGACGT TAGGT CAAGGT GTAGCCCAT GGAGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAAT CTAAGCECCTCAAGEAG
Sbjct: 790 CATTTTCTAC- TTCAGAAAACT- - - ACGATAGCCCTCATGAAACCTGAGCGTCGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Shjct: 846 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTCT 12
Sbjct: 906 ACCGCCCGTCACCCTCT 922

>ref | NC 001646. 1| Pongo pyghaeus mtochondrion, conplete genone
Length = 16389

Score = 410 bits (213), Expect = e-112
Ildentities = 369/437 (84%, Gaps = 6/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 489 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTTAACAGT TGAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
Sbjct: 549 AACT GCT CGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 609 ATACCCCCCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCCCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGTAAGCAGA
Sbjct: 669 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCCACGAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 729 AACACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GGAGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCTCAAGEAG
Sbjct: 789 CATTTTCTAC- TTCAGAAAACT- - - ACGATAACCCTCATGAAATTTGAAGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 845 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAAGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTCT 12
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835163&dopt=GenBank

BLAST Search Results
Shj ct: 905 ACCGCCCGTCACCCTCT 921

>ref | NC 002082. 1| Hyl obates | ar mitochondrion, conplete genome
Length = 16472

Score = 389 bits (202), Expect = e-106
Identities = 367/437 (83%, Gaps = 7/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 484 CAAACTGGGATTAGATACCCCACTATGCTCAGCCCTAAACTTCAACAGT CAAATCAACAA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGTCCTTT
Sbjct: 544 GACTGCTCGCCAGAACACT ACGAGCAACAGCT TAAAAAT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 604 ACACCCCCCTAGAGGAGCCTGT CCTATAATCGATAAACCCCGT TCAACCTCACCATCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Shjct: 664 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GACAAAGGCTATAAAGTAAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCG TA
Sbjct: 724 AACACCCACATAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGAT GGGAAGAGATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAACGECT G- AAGGA
Shjct: 784 CATTTTCTATGC- CAGAAAA- - - CCACCATAACCCT CATGAAACT TGACCGEGT CGAAGGA

Query: 89 GGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCACA
Sbjct: 840 GGATTTAGCAGTAAATTAAGAATAGAGT GCTTAGT TGAACAAGGCCCT GAAGCGCGTACA

Query: 29 CACCGCCCGTCACCCTC 13
Sbjct: 900 CACCGCCCGICACCCTC 916

>ref | NC_ 004025. 1| Lerur catta mitochondrion, conplete genone
Length = 17036

Score = 365 bits (190), Expect = 2e-99
Identities = 369/446 (82%, Gaps = 10/446 (2%
Strand = Plus / M nus

Query: 450 GATTCAAACT GCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
Sbjct: 479 GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCGTAAACCTAAGTAATTA- ACAA

Query: 390 ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
Sbjct: 538 ACAAAATTACT CGCCAGAGCACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECGGTG

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
Sbjct: 598 CTTTATATCCCTCTAGAGGAGCCTGT TCTATAATCGATAAACCCCGATAAACCTCACCAC

Query: 270 CTCTTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGECCACAGAGT
Sbjct: 658 TTCTTGCTAATTCAACT TATATACCGCCAT CCCCAGCAAACCCT ATTAAGGCCCCAAAGT

Query: 214 AAGCAGAAGT ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAA
Sbjct: 718 AAGCAAAAACACATACATAAAGACGT TAGGT CAAGGT GTAGT CAATGAAGT GGAAAGAAA

Query: 154 TGGEG TACGI TTTCTACACACAGAAAAATCTCGCGAC- - - AACCGI TATGAAATCTAAGG
Sbjct: 778 TGECECTACATTTTCTAATATTAGAACAACACCCCAACAGAAGCCT TTATGAAA- CTAAAA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835820&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449875&dopt=GenBank

BLAST Search Results
Query: 98 GCTCAAGGAGGATTTAGCAATAAATTGAGAGCACAGT GTTTAATTGAATGACGCGCCATGAA
Shj ct: 837 GCCAAAGGAGGATTTAGCAGT AAATTAAGAATAGAGACCTTAATTGAATAGGGCCATGAA

Query: 38 GCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 897 GCACGCACACACCGCCCGICACCCTC 922

>ref | NC 001700.1| Felis catus mtochondrion, conplete genone
Length = 17009

Score = 364 bits (189), Expect = 9e-99
Identities = 370/443 (83%, Gaps = 12/443 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGA- TCAACA
Sbjct: 1356 CAAACTGGGATTAGATACCCTACTATGCTTAGCCCTAAACTTAGATAGT TACCCTAAACA

Query: 387 AAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGT GCTT
Sbhjct: 1416 AAACTATCCGCCAGAGAACTACTAGCAATAGCTTAAAACT CAAAGGACT TGCCGGTCCTT

Query: 327 TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
Sbjct: 1476 TACATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATATACCTCACCATCTC

Query: 267 TTGC - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGTAAG
Sbjct: 1536 TTGCTAATTCAGCCTATATACCGCCAT CTTCAGCAAACCCTAAAAAGGAAGAAAAGT AAG

Query: 211 CAGAAGTATCT- - ACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT
Sbjct: 1596 CACAAGTATCTTAACATAAAAAAGT TAGGT CAAGGT GTAGCT CATGAGAT GGGAAGCAAT

Query: 153 GGG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGGECTC
Sbjct: 1656 GCCCTACATTTTCTAAAATTAGAACA- - CCCACGAAGATCCT TACGAAA- CTAAGTATTA

Query: 94 AAGGAGGATTTAGCAATAAA- TTGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCA
Sbjct: 1713 AAGGAGGATTTAGTAGTAAAT TTGAGAAT AGAGAGCT CAAT TGAATCGGGCCATGAAGCA

Query: 35 CGCACACACCGCCCGTCACCCTC 13
Sbjct: 1773 CGCACACACCGCCCGTCACCCTC 1795

>ref | NC 002763. 1| Cebus al bi frons nmitochondrion, conplete genone
Length = 16554

Score = 362 bits (188), Expect = 3e-98
Identities = 363/438 (82%, Gaps = 6/438 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Sbjct: 485 CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACTCCAATAACT CTACCAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGGECAGTGCTTT
Shjct: 545 AATTACT CGCCAGAACACTACAAGCAATAGCT TGAAACT CAAAGGACCTGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 605 ACATCCGT CTAGAGGAGCCTGI TCTGTAATCGATATACCCCGATAAACCT TACCACCTCT

Query: 266 TG - CCCAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAACGCCACAGAGTAAGCAG
Sbjct: 665 TCGCCCCCAGCCTGIATACCGCCATCCTCAGCAAACT CCCTAAAGAT CGTAAAGT AAGCAA

Query: 208 AAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCAAGAAATGEG T
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835205&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010679&dopt=GenBank

BLAST Search Results
Shj ct: 725 AAGTATTACCATAAAAACGT TAGGT CAAGGT GCAGCCAAT GAAGT GGAAAGAAAT GGCECT

Query: 149 ACGTTTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGECCTCAAGCEA
Sbjct: 785 ACATTTTCTA- ATCTAG AAAATTACACGATAGCCT TTATGAAATTTAAAGGCCCAAGGT

Query: 89 GGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAA- TGAGGCCATGAAGCACGCAC
Sbjct: 843 GGATTTAGCAGTAAATCAAGAATAGAGAGCT TGAT TGAAGCAAGGCCATTAAGCACGCAC

Query: 30 ACACCGCCCGICACCCTC 13
Sbjct: 903 ACACCGCCCGTCACCCTC 920

>ref | NC 002765. 1| Nycticebus coucang mtochondrion, conplete genome
Length = 16764

Score = 356 bits (185), Expect = 2e-96
Identities = 368/442 (83%, Gaps = 12/442 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 497 CAAACTGGGATTAGATACCCCACTATGCTTAACCGT AAACTAAAGTAGC- ATACCAACAA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGTGCTTT
Sbjct: 556 TGCTACT CGCCAGAGT ACTACAAGCAATAGCT CGAAACT CAAAGGACT TGGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 616 ATACCCCCCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCT CACCACCTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AACGC
Sbjct: 676 TGCTAATTCAACCTATATACCGCCATCTTCAGCAAACCCT GTCAAGGACCCATAGTAAGC

Query: 210 AGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
Sbjct: 736 AAGAGAAT CACACATTAAAACGT TAGGT CAAGGT GTAGT CTATGAGGT GCGAAGAAAT GG

Query: 151 G TACGTTTTCTA- - CACACAGAAAAAT CTCGCCGACAACCGI TATGAAATCTAAGGCECTC
Sbjct: 796 GCTACATTTTCTATCCTCACAGAACAA- CTAACCCCGCCCCTTATGAAA- - AAAGTGGTIC

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCAC
Sbjct: 853 AAGCCGGATTTAGAAGT AAATTAAGAATAGAGACCT TAATTGAATAGGEGCAAT GAAGCAC

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 913 GCACACACCGCCCGICACCCTC 934

>ref | NC 001665. 1| Rattus norvegi cus mitochondrial genomne
Length = 16300

Score = 346 bits (180), Expect = 1e-93

Identities = 361/439 (82%, Gaps = 8/439 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 485 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT TAATAATTAAACCTACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
Shjct: 545 AATTATTTGCCAGAGAACTACTAGCTACAGCT TAAAACT CAAAGGACT TGECGGTACTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 605 ATATCCATCTAGAGGAGCCTGITCTATAATCGATAAACCCCGT TCTACCTTACCCCTTCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010665&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835177&dopt=GenBank

BLAST Search Results
Query: 266 TGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGECCACAGAGTAACC
Shj ct: 665 CGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGGCACTAAAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 725 ACAAGAACAAACATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAAGCGGAAAGAAAT GGG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAAG
Shjct: 785 CTACATTTTCTTTTCCCAG AGAACATTACGA- AACCTTTATGAAA- CTAAAGGACAAAG

Query: 91 GAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAACCACGCA
Shjct: 842 GAGGATTTAGTAGTAAATTAAGAATAGAGACCT TAAT TGAATAGAGCAAT GAAGTACGCA

Query: 31 CACACCGCCCGICACCCTC 13
Sbjct: 902 CACACCGCCCGICACCCTC 920

>ref | NC_ 002008. 4| Canis familiaris mtochondrion, conplete genone
Length = 16727

Score = 346 bits (180), Expect = l1le-93
Identities = 365/440 (82%, Gaps = 10/440 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 485 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACATAGATAATTTTA- CAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 544 AATAATTCGCCAGAGGACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 604 ATATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCTCACCACCTTT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGCCCACAGAGT AAGC
Sbjct: 664 CCCTAATTCAGT CTATATACCGCCAT CTTCAGCAAACCCT CAAAAGGT AGAACAGTAAGC

Query: 210 AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
Sbjct: 724 ACAATCATTTTACATAAAAAAGT TAGGT CAAGGT GTAACTTATGAGGT GCGAAGAAAT GG

Query: 151 G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGEGCTCAA
Shjct: 784 CCTACATTTTCTACCCA- AG AACATTTCACGAATGT TTTTATGAAAT- TAAAAACTGAA

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACGC
Sbjct: 841 GGAGGATTTAGTAGT AAATTAAGAATAGAGAGCT TAATTGAATAGGGECCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 901 ACACACCGCCCGTCACCCTC 920

>ref | NC 004030. 1| Euret opi as jubatus mtochondrion, conplete genone
Length = 16639

Score = 346 bits (180), Expect = 1e-93
Identities = 360/440 (81%, Gaps = 7/440 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
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Shjct: 495 CAAACTGGGATTAGATACCCCACTATCCTTAGCCCTAAACATAAATAATTCACTTAACAA 554

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT - 327
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=17737322&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449932&dopt=GenBank

BLAST Search Results
Shj ct: 555 AATTACCCGCCAGAGAACTACGAGCAACAGCTTAAAACT CAAAGGACTTGECGEGTECTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 615 ACACCCCCCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAAACCT CACCACCTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGT AACC
Sbjct: 675 TCCTAATCCAGTCTATATACCGCCAT CCTCAGCAAACCCT TAAAAGCAAAGAAAGTAAGC

Query: 210 AGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
Sbjct: 735 ATAATCATCACACATAAAAAAGT TAGGT CAAGGT GTAACCCAT GAGGT GCGAAGAAAT GG

Query: 151 G TACGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGGCTCAA
Sbjct: 795 CCTACATTTTCTAAACAAGAACATACCATACGAAAGT TATTATGAAAT- TAATAACTAAA

Query: 92 GGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGEC
Sbjct: 854 GGTGGATTTAGTAGT AAACT AAGAATAGAGAGCT TAAT TGAACT GGGCCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 914 ACACACCGCCCGICACCCTC 933

>ref | NC_004023. 1| Arctocephalus forsteri mitochondrion, conplete genone
Length = 15413

Score = 346 bits (180), Expect = le-93
Identities = 360/440 (81%, Gaps = 7/440 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 492 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACATAAATAATTCACTTAACAA

Query: 386 AACTGTTCGCCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 552 AATTATCCGCCCAGAGAACTACTAGCAACAGCTTAAAACT CAAAGGACT TGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 612 ACACCCCCCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCT CACCACCTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAGC
Sbjct: 672 TGCTAATCCAGT CTATATACCGCCAT CCTCAGCAAACCCT TAAAAGGAAAGAAAGT AAGC

Query: 210 AGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
Sbjct: 732 ACAATCATCACACGTAAAAAAGT TAGGT CAAGGT GT AACCCAT GAGGT GGGAAGAAAT GG

Query: 151 G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGEGCTCAA
Sbjct: 792 CCTACATTTTCTAAACAAGAATACACCGTACGAAAGT TCTTATGAAAT- TAATAACTAAA

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGC
Sbjct: 851 GGTGGATTTAGTAGT AAACTAAGAATAGAGAGCT TAATTGAACT GGGCCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 911 ACACACCGCCCGITCACCCTC 930

>ref | NC 002764. 1| Macaca syl vanus mitochondrion, conplete genone
Length = 16586

Score = 342 bits (178), Expect = 2e-92
Identities = 361/435 (82%, Gaps = 9/435 (2%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449916&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14010693&dopt=GenBank

BLAST Search Results
Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGI TAGATCAACAA
Shj ct: 481 CAAACT GGGATTAGACACCCCACTATGCCTAGCCCTAAACCTCAGTAGI T- GAGCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGCAGTGCTTT
Sbjct: 540 AACTACT CGCCAGAATACTACAAGCAACAGCT TGAAACTCAAAGGACT TGACGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 600 ACACCCC- CTAGAGGAGCCTGI TCCATAATCGATAAACCCCGATCCACCCTACCCTCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 659 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCCACAAAGT GAGCGCA

Query: 207 AGTATCTACA- - - TAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 719 AATGCCCACACCGCAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGACGGT AAAAAAT GGG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAACGECTCAAG
Shjct: 779 CTACATTTTCTGC- CTCAG- AATACCCCACGAAAACTCTTATGAAACCTAAGAGT CCAAG

Query: 91 GAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACGCA
Sbjct: 837 GAGGATTTAGCAGTAAATTAAGAATAGAGT GCTTAAT TGAACCAGGCCATAAAGCGCGCA

Query: 31 CACACCGCCCGICAC 17
Sbjct: 897 CACACCGECCCGICAC 911

>ref | NC_ 003040. 1] Soriculus fum dus mtochondrion, conplete genone
Length = 17488

Score = 339 bits (176), Expect = 3e-91
Identities = 274/ 313 (87%, Gaps = 7/313 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 501 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTAAGTAATTA- ATAAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 560 AAATACT CGCCAGAGAACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Shbjct: 620 ATATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCT CACCACCTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
Sbjct: 680 TGCTAATTCAGCCTATATACCGCCAT CTTCAGCAAACCCTAAAAAGGAATAACAGTAAGC

Query: 210 AGAAGTATCT- ACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAAT GG
Sbjct: 740 ACAAATATCTGACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGAAAGAAAT GG

Query: 151 G TACGTTTTCTA 140
Sbjct: 800 CCTACATTTTCTA 812

Score = 94.9 bits (49), Expect = 9e-18
Identities = 71/82 (86%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
Sbjct: 860 AAGGAGGAT TTAGTAGT AAGT CAAGAATAGAGT GCTTGACT GAATAAGGCCATGAAGCAC

Query: 34 GCACACACCGCCCGTCACCCTC 13
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15079203&dopt=GenBank

BLAST Search Results
Shj ct: 920 GCACACACCGCCCGICACCCTC 941

>ref | NC 003427. 1| Ursus arctos mtochondrion, conplete genone
Length = 17020

Score = 337 bits (175), Expect = 1le-90
Identities = 366/444 (82%, Gaps = 10/444 (2%
Strand = Plus / M nus

Query: 450 GATTCAAACT GGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
Sbjct: 1626 GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCT TAAACATAAATAATTTATTAA

Query: 390 ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
Sbjct: 1686 ACAAAATTATTCGCCAGAGAACTACT AGCAACAGCT TAAAACT CAAAGGACT TGECGGTG

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
Sbjct: 1746 CTTTA- ACCCCCCTAGAGGAGCCTGTTCTATAATCGATAAACCCCGATAGACCTCACCAC

Query: 270 CTCTTGC - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGECCACAGAGT
Sbjct: 1805 CTCTTGCTAATTCAGT CTATATACCGCCATCTTCAGCAAACCCT TAAAAGGAACAAGAGT

Query: 214 AAGCAGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAA
Sbjct: 1865 AAGCACAATCATCTTGCATAAAAAAGT TAGGT CAAGGT GTAACCCAT GGGGT GGAAAGAA

Query: 155 ATGGEG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGEGEC
Sbjct: 1925 ATGCCCTACATTTTCTATTCA- AGAACAA- CTTACGAAAGTTTTTATGAAA- CTAAAAAC

Query: 96 TCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGC
Sbjct: 1982 TAAAGGTGGATTTAGTAGTAAATCAAGAATAGAGACCT TGAT TGAATAAGGCAAT GAAGC

Query: 36 ACGCACACACCGCCCGTCACCCTC 13
Sbjct: 2042  ATGCACACACCGCCCGICACCCTC 2065

>ref | NC 004029. 1| COdobenus rosmarus rosnarus mitochondrion, conplete genone
Length = 16565

Score = 337 bits (175), Expect = 1e-90
Identities = 360/440 (81%, Gaps = 8/440 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Shjct: 493 CAAACTGGGATTAGATACCCCACTATGCTTAGCCATAAACACAAATAATTTGCACAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 553 AATTACT CGCCAGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 613 ACATCCCTCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAAACCT CACCATCCCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGT AACC
Sbjct: 673 TCCTAATTCAGTCTATATACCGCCATCT TCAGCAAACCCT TAAAAGCAAAGAAAGTAAGC

Query: 210 AGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
Sbjct: 733 ATAATCATCACACGTAAAAAAGT TAGGT CAAGGT GTAACCCAT GGGAT GGAAAGAAAT GG

Query: 151 G TACGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGGCTCAA
Sbjct: 793 CCTACATTTTCTA- AGTAAGAACAGT CATACAAAAGT TTTTATGAAAT- TAATAACTGAA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343502&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449960&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

92
851

32
911

GGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCGC 33
GGTGGATTTAGTAGT AAAT TAAGAATAGAGAGCT TAATTGAACTGGGCCATGAAGCACGC 910

ACACACCGCCCGTCACCCTC 13
ACACACCGCCCGICACCCTC 930

>ref | NC 001569. 1| Mus nuscul us m tochondrion, conpl ete genone

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 16295

335 bits (174), Expect = 4e-90
Identities = 362/441 (82%, Gaps = 11/441 (2%
Strand = Plus / M nus

446
484

387
544

327
604

267
664

211
724

152
784

93
840

33
900

CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATC- AACA 388
CAAACTGGGATTAGATACCCCACTATCCTTAGCCATAAACCTAAATAATTAAATTTAACA 543

AAACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGECAGIGCTT 328
AAACTATTTGCCAGAGAACTACTAGCCATAGCTTAAAACTCAAAGGACTTGECGGTACTT 603

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC 268
TATATCCATCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGECTCTACCTCACCATCTC 663

TTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGTAAG 212
TTGCTAATTCAGCCTATATACCGCCATCT TCAGCAAACCCTAAAAACCTATTAAAGTAAG 723

CAGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATG 153
CAAAAGAAT CAAACATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAAATGCGAAGAAATG 783

GG TACGTTTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGECECTCA 94
GCCTACATTTTCT- - - TATAAAAGAACATTACTATACCCT TTATGAAA- CTAAAGCGACTA 839

AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAACCACG 34
AGGAGGATTTAGTAGTAAATTAAGAATAGAGACCT TAATTGAATTGAGCAATGAAGTACG 899

CACACACCGCCCGICACCCTC 13
CACACACCGCCCGTCACCCTC 920

>ref | NC 003428. 1| Ursus maritinus nitochondrion, conplete genone

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:

Length = 17017

329 bits (171), Expect = 2e-88
Identities = 363/444 (81%, Gaps = 9/444 (2%
Strand = Plus / M nus

450
1621

390
1681

330
1741

270
1801

214

GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
GATCCAAACT GCGATTAGATACCCCACTATGCTTAGCCTTAAACATAAATAATTCATTAA 1680

ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
ACAAAATTATTCGCCAGAGAACTACTAGCAACAGCTTAAAACTCAAAGGACTTGECGGTG 1740

CTTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCAC 271
CTTTAAACCCTCCTAGAGGACCCTGITCTGTAATCGATAAACCCCGATAGACCTCACCAC 1800

CTCTTGC - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGGCCACACGAGT 215
CTCTTGCCTAATTCAGT CTATATACCGCCATCTTCAGCAAACCCTTAAAAGCAACAAGAGT 1860

AAGCAGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGCCAAGAA 156
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834953&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343516&dopt=GenBank

BLAST Search Results
Shj ct: 1861 AAGCACAATCATCTTGCATAAAAAAGT TAGGT CAAGGT GTAACCCAT GGAGT GCGAAGAA

Query: 155 ATGGG TACGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGEGEC
Sbjct: 1921 ATGGECCTACATTTTCTATTCA- AGAACAA- CTTACGAAAGT TTTTATGAAA- CTAAAAAC

Query: 96 TCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAACC
Sbjct: 1978 TAAAGGTGGATTTAGTAGT AAATCAAGAATAGAGACGCT TGATTGAATAAGGCAATGAAGC

Query: 36 ACGCACACACCGCCCGICACCCTC 13
Sbjct: 2038 ATGCACACACCGCCCGICACCCTC 2061

>ref | NC 003033. 1] Cchotona collaris mitochondrion, conplete genone
Length = 16968

Score = 327 bits (170), Expect = 9e-88
Identities = 356/439 (81%, Gaps = 10/439 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 489 CAAACTGGGATTAGATACCCCACT ATGCCTAGCCACAAACCTAAATAGT TACACTAACAA

Query: 386 AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 549 AACTATTCGCCAGAGAACT ACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 609 ATA- CCCCCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGECTCCACCTCACCACCCTT

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AAGC
Sbjct: 668 TGCCAACT CAGCCTGTATACCGCCATCTTCAGCAAACCCTAAAAAGGTATAATAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GECAAGAAAT GGG
Sbjct: 728 CTAATAATCCTCGTAAAAACGT TAGGT CAAGGT GTAGCCCATAGGGT GGGAAGCAAT GGG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCTCAAG
Sbjct: 788 CTACATTTTCTTATTTAAGAA- - - - CACACGAAAGCCCT TGI GAAAACCATAGCCCCAAAG

Query: 91 GAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACGCA
Sbjct: 844 GCGGATTTAGCAGTAAAT TAAGAATAGAGAGCT TAAT TGAACT CGGCAAT GAAGCACGCA

Query: 31 CACACCGCCCGICACCCTC 13
Sbjct: 904 CACACCGCCCGTCACCCTC 922

>ref | NC 001941.1] Ovis aries mtochondrion, conplete genone
Length = 16616

Score = 323 bits (168), Expect = le-86

Identities = 360/441 (81%, Gaps = 9/441 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 484 CAAACT GGGATTAGATACCCCACT ATGCT TAGCCCTAAACACAAATAATTATAAAAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
Sbjct: 544 AATTATTCGCCAGAGTACTACC- GCAACAGCCCGAAACTCAAAGGACTTGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 603 ATACCCT TCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCT CACCAATCCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15055558&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835554&dopt=GenBank

BLAST Search Results

Query: 266 TGC- - - - CCAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGECCAC- AGAGTAAG
Shjct: 663 TGCTAATACAGTI CTATATACCGCCATCT TCAGCAAACCCTAAAAAAGGGACAAAAGT AAG

Query: 211 CAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT G
Sbjct: 723 CTCAATAATAACACATAAAGACGT TAGGTCAAGGT GTAACCT AT CGAGT GEGAAGAAAT G

Query: 152 GG TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCA
Sbjct: 783 GCECTACATTTTCTACCCAAGAAAATTTAATACGAAAGCCATTATGAAAT- TAATAGCCAA

Query: 93 AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACG
Sbjct: 842 AGGAGGATTTAGCAGT AAACTAAGAATAGAGT GCTTAGT TGAATCAGGCCATGAAGCACG

Query: 33 CACACACCGCCCGICACCCTC 13
Sbjct: 902 CACACACCGCCCGTCACCCTC 922

>ref | NC_ 003041. 1] Vol enys ki kuchii mitochondrion, conplete genone
Length = 16312

Score = 321 bits (167), Expect = 5e-86
Identities = 361/443 (81%, Gaps = 11/443 (2%
Strand = Plus / M nus

Query: 450 GATTCAAACT GGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
Sbjct: 478 GATCCAAACT GCGATTAGATACCCCACTATGCTTAGCCCTAAACCTTAGTAATTTTAA- A

Query: 390 ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGECAGT G
Sbjct: 537 ACAAAAATATTTGCCT GAGAACT ACTGGCCACAGCT TAAAACT CAAAGGACT TGGCGGT A

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
Shjct: 597 CTTTATATCCATCTAGAGGAGCCTGT TCTATAATCGATAAACCCCGCTATACCTCACCAC

Query: 270 CTCTTGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT
Sbjct: 657 CCCTTGCTAATACAGCCTATATACCGCCATCTTCAGCAAACCCT AAAAAGGAGCAATAGT

Query: 214 AAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAA
Sbjct: 717 AAGCAAGAGAACCACCATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAGGT GGGAAGCAA

Query: 154 TGGEG TACGI TTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGECECT
Sbjct: 777 TGGGCTACATTTTCTA- ATAAAGAACA- - - TTACGTCACCCTTTATGAAA- CTAAAGGGEC

Query: 95 CAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCA
Sbjct: 832 AAACGAGCGATTTAGTAGTAAATTAAGAATAGAGACCT TAATTGAATTGAGCAATGAAGT A

Query: 35 CGCACACACCGCCCGTCACCCTC 13
Sbjct: 892 CGTACACACCGCCCGICACCCTC 914

>ref | NC 001892. 1| Myoxus glis mitochondrion, conplete genone
Length = 16602

Score = 321 bits (167), Expect = 5e-86
Identities = 355/439 (80%, Gaps = 9/439 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 484 CAAACT GGGATTAGATACCCCACTATGCTTAGCCCTAAACATAAACCCT TACT- - AACGC

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGTGCTTT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15079217&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835484&dopt=GenBank

BLAST Search Results
Shj ct: 542 AACCGT TCGCCAGAGTACTACAAGCCACAGCTCAAAACTCAAAGGACTTGECGGTECTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 602 ATATCCCTCTAGAGGAGCCTGTTCTATAAT CGATAAACCCCGATAAACCTCACCACTTCT

Query: 266 TG - - - CCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGTAACGC
Sbjct: 662 TCCTACCACAGCT TATATACCGCCATCT TCAGCAAACCT TAACAAGGAAT CAAAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 722 CCAAGTATTAACATAAAAACGT TAGGT CAAGGT GTAGCCTATGAAGT GGAAAGAAAT GGG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCAAG
Shjct: 782 CTACATTTCCTTTCCCAAGTACA- - TTCACGTCAACTTTTATGAAACCT AAAAGTAAAAG

Query: 91 GAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAAT GAGGCCATGAAGCACGCA
Sbjct: 840 CCCCATTTAGTAGT AAGCTAAGAATAGAGACCCTAGCT GAATAGCEECCAT GAAGCACGCA

Query: 31 CACACCGCCCGICACCCTC 13
Sbjct: 900 CACACCGCCCGICACCCTC 918

>ref | NC 001913. 1] Oryctol agus cunicul us mtochondrion, conplete genone
Length = 17245

Score = 321 bits (167), Expect = 5e-86
Identities = 359/440 (81%, Gaps = 12/440 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 488 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTTGATAATTTCAT- AACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 547 AATTATTCGCCAGAGAACT ACAAGCCAAAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 607 ATACCCACCTAGAGGAGCCTGI TCCGT AAT CGATAAACCCCGATAAACCCTACCACTCT T

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT AAGC
Sbjct: 667 TGCCAACT CAGCCTATATACCGCCAT CTTCAGCGAACCCTAAAAAGGAGCAAAAGT AAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GECAAGAAAT GGG
Sbjct: 727 TCAATTACCACCGTAAAAACGT TAGGT CAAGGT GTAGCCCATAGAGT GGAGAGCAATGGEG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAA- TCTAAGGECTCAA
Sbjct: 787 CTACATTTTCTAC- TTCAGAATA- - - - TACGAAAGCCCTTATGAAACT CTAAGGECCAAA

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGC
Sbjct: 842 GGAGGATTTAGTAGT AAATTAAGAATAGAGT GCTTAATTGAACAAGGCCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 902 ACACACCGCCCGICACCCTC 921

>ref | NC 002619. 1| Pteropus scapul atus mtochondrion, conpl ete genone
Length = 16741

Score = 319 bits (166), Expect = 2e-85
Identities = 269/313 (85%, Gaps = 6/313 (1%
Strand = Plus / M nus

http://169.237.78.119/Claw/othergen.html (17 of 33) [4/27/2003 10:26:41 AM]

601

267
661

211
721

151
781

92
839

32
899

387
546

327
606

267
666

211
726

151
786

93
841

33
901


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835526&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11602891&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score

Query:
Shj ct:

Query:
Shj ct:

446
494

386
554

326
614

266
674

210
734

151
794

CAAACT GGCGAT TAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT AAATAGCCAAAACAACAA

AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGGCAGT GCTTT
TGCTATTCGCCAGAGT ACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ACATCCCTCTAGAGGAGCCTGI TCTGT AATCGATAAACCCCGATAAACCT CACCAACTCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AACC
TCCTAATACAGCCTATATACCGCCATCTTCAGCAAACCCT AAAAAGGAAACAAAGT AAGC

AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
AAAAACATAAAACATAAAAACGT TAGGT CAAGGT GTAGCCTATGAGT TGGAAAGAAAT GG

G TACGITTTCTA 140
CCTACATTTTCTA 806

112 bits (58), Expect = 6e-23
ldentities
Strand = Plus / M nus

94
848

34
908

74/ 82 (90%

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGTAGTAAATTAAGAATAGAGAGCT TAATTGAATCAGGCCATGAAGCAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGICACCCTC 929

>ref | NC 001821. 1| Dasypus noventi nctus m tochondrion, conplete genone

Score

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 17056

317 bits (165), Expect = 7e-85
Identities
Strand = Plus / M nus

446
492

386
551

326
611

266
671

210
731

150
791

268/ 312 (85%, Gaps = 6/312 (1%

CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACTAAAACAGT TC- ACAAACAA

AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGTGCTTT
AACTGT TCGCCAGAGT ACTACTAGCAACAGCT TAAAACTCAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ACATCCTTCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATATACCT CACCACCCCT

TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
TGCTAATACAGCCTATATACCGCCATCT TCAGCAGACCCTAGT AAGGCACCACAGTGAGC

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
ACAATAACATACATAAAGACGT TAGGT CAAGGT GTAGCT TAT GGGGT GEGAAGAAAT GGG

-TACGITTTCTA 140
CTACATTTTCTA 802

Score = 73.7 bits (38), Expect = 2e-11
Identities

68/ 83 (81%
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835429&dopt=GenBank

BLAST Search Results
Strand = Plus / M nus

Query: 94 AAGCCAGCATTTACCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGECCATGAAGCAC 35
Shjct: 846 AAGGTGGATTTAGTAGT AAGCTAAAAATAGAGAGT TTAGCT GAACCAGGCCATAAAGCAC 905

Query: 34 GCACACACCGCCCGTCACCCTCT 12
Sbjct: 906 GCACACACCGCCCGTCACCCTCT 928

>ref | NC 001567. 1] Bos taurus mtochondrion, conplete genone
Length = 16338

Score = 314 bits (163), Expect = 1le-83
Identities = 270/316 (85%, Gaps = 6/316 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 842 CAAACTGGGATTAGATACCCCACTATCCTTAGCCCTAAACACAGATAATTACATAAACAA 901

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTGCTTT 327
Sbjct: 902 AATTATTCGCCAGAGTACTACTAGCAACAGCT TAAAACTCAAAGGACTTGECGGTGCTTT 961

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 962 ATATCCTTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCTCACCAATTCT 1021

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAACGC 211
Sbjct: 1022 TCCTAATACAGT CTATATACCGCCATCTTCAGCCAAACCCTAAAAAGCAAAAAAAGTAAGC 1081

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGG 152
Sbjct: 1082 GTAATTATGATACATAAAAACGT TAGGT CAAGGT GTAACCTATGAAATGCGAAGAAATGG 1141

Query: 151 G TACGTTTTCTACAC 137
Shjct: 1142  CGCTACATTCTCTACAC 1157

Score = 112 bits (58), Expect = 6e-23
Identities = 74/ 82 (90%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Sbjct: 1200 AAGGAGGATTTAGCAGTAAACTAAGAATAGAGT CCTTAGT TGAATTAGGCCATGAAGCAC 1259

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 1260 GCACACACCGCCCGICACCCTC 1281

>ref | NC_ 002391. 1| Tal pa europaea m tochondrion, conplete genone
Length = 16884

Score = 310 bits (161), Expect = le-82
Identities = 265/312 (84%, Gaps = 5/312 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 495 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCAAGACAATCAAGTI TAACAA 554
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834939&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=07212513&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
| dentit

386
555

326
615

266
675

210
735

150
795

AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
GATTGI TCGCCAGAGAACTACTAGCCACAGCT TAAAACT CAAAGGACT TGCCGGTGCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATAAACCT CACCAACTCT

TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
TGCTAATTCAGCCTATATACCGCCATCT TCAGCAAACCCT TAAAAGGAATTACAGTAAGC

AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
ACAAGTACCCGCATAAAAACGT TAGGT CAAGGT GTAGCT GAT GAGT TGCGAAGAAAT GGG

-TACGITTTCTA 140
CTACATTTTCTA 806

112 bits (58), Expect = 6e-23

i es

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
857

34
917

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGTAGTAAAT TAAGAATAGAGCCCT TAATTGAATAAGGCCATGAAGCAC

GCACACACCGCCCGICACCCTC 13
GCACACACCGCCCGICACCCTC 938

>r ef | NC_000884. 1| Cavi a porcellus conplete mtochondrial genone
Length = 16801

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

308 bits (160), Expect = 5e-82
Identities = 355/440 (80%, Gaps = 8/440 (1%
Strand = Plus / M nus

446
481

386
540

326
600

266
660

210
720

151
780

92
839

32
899

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCATAAACATAAAAACTTATA- CAACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
AAGATTTCGCCAGAGAACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATACCCACCT AGAGGAGCCTGI TCTATAATCGATAAACCCCGATACACCTCACCTCTCCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGTAAGC
TCCTAATTCAGCCTATATACCGCCATCTTCAGCCAACCCCATTATGCGAAACAAAGTGAGC

AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
GCAAGTACACTACATAAAAACGT TAGGT CAAGGT GTAGCCAAT GGAGT GCGAAGAAAT GG

G TACGTTTTCTACACACAGAAAAAT CTCCGCGACAACCGT TATGAAATCTAAGEGCTCAA
CCTACATTTTCT- TACCCAAGAACATTAAACCCAAATCTTTATGAAATTCAAACATCTAA

GGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACCEC
GGAGGATTTAGTAGT AAATTAAGAATAGAGAGCT TGATTGAACTAGGCCATGAAGCACGT

ACACACCGCCCGICACCCTC 13
ACACACCGCCCGICACCCTC 918

http://169.237.78.119/Claw/othergen.html (20 of 33) [4/27/2003 10:26:41 AM]

327
614

267
674

211
734

151
794

35
916

387
539

327
599

267
659

211
719

152
779

93
838

33
898


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835988&dopt=GenBank

BLAST Search Results
>ref | NC 002811. 1| Tarsius bancanus mtochondrion, conplete genone

Score =
ldentit

Length = 16927

306 bits (159), Expect = 2e-81

i es

259/ 304 (85%, Gaps = 6/304 (1%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score = 81.4 bits (42), Expect
71/83 (85%, Gaps

ldentit

450
484

390
542

330
602

270
662

214
722

154
782

i es

GATTCAAACT GGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCATAAATATAAATAAATACA- - A

ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCCTTAAAACT CAAAGGACTTGGCAGT G
ACAAATTTATTCGCCCAGAGCACTACAAGCAATAGCTTAAAACT CAAAGGACTTGGECEGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAAT CGATAAACCCCAATTTACCTCACCAC
CTTCACATCCCTCTAGAGGAGCCTGT TCTATAATCGATAAACCCCGATTAACCTTACCAC

CTCTTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGT
CTTTTGCTAATTCAGT CTATATACCGCCATCTTCAGCAAACCCTAATAAGGCCCTAAAGT

AAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAACAAA
AAGCACAAGT ATAAACATAAAAACGT TAGGT CAAGGT GTAACCTATGAGGT GGAAAGCAA

TGGG 151
TGEG 785

le-13
1/83 (1%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
838

35
898

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGA- GGCCATGAAGCA
AAGGAGGATTTAGCAGT AAACCAAGAAT AGAGACCT TGATTGAAAAAAGGCCATGAAGCA

CGCACACACCGCCCGTCACCCTC 13
CGCACACACCGCCCGTCACCCTC 920

>ref | NC 003426. 1| Ursus americanus mitochondrion, conplete genone

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:

Length = 16841

304 bits (158), Expect = 8e-81
Identities = 361/445 (81%, Gaps = 10/445 (2%
Strand = Plus / M nus

450
1432

390
1492

330
1552

270
1612

215

GATTCAAACT GCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
GATCCAAACT CGCGATTAGATACCCCACTATGCT TAGCCT TAAACATAAGTAATTTATTAA

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
ACAAAATTATTCGCCGGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACT TGGECGEGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTTAAACCCCCCTAGAGGAGCCTGT TCTATAATCGATAAACCCCGATAGACCTCACCAC

CTCTTGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCC- TGGAAAGECCACAGAG
CTCTTCCTAATCCAGTCTATATACCGCCATCTTCACCTAACCCT TAAAAAGGAATAAAAG

TAAGCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14602225&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19343488&dopt=GenBank

BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

1672

156
1732

97
1789

37
1849

TAAGCACAATCATCCCACATAAAAAAGT TAGGT CAAGGT GTAACCCATGEGGTGEGAAGA 1731

AATGGG TACGT TTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGEG 98
AATCECECTACATTTTCTATTCA- AGAACAACCT - ACGAAAGTTTTTATGAAA- CTAAAAA 1788

CTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAG 38
CTAAAGGTGCGATTTAGCAGT AAACCAAGAATAGAGACCT TGGT TGAATAGEGCAATCGAG 1848

CACGCACACACCGCCCGICACCCTC 13
CACGCACACACCGCCCGICACCCTC 1873

>ref | NC 002078. 1] Orycteropus afer conplete mtochondrial genone

Score =
| dentit

Length = 16816

302 bits (157), Expect = 3e-80

i es

268/ 316 (84%, Gaps = 7/316 (2%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
ldentit

450
483

390
541

330
601

270
661

214
721

154
781

GATTCAAACT GGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391
GATACAAACT GCGATTAGATACCCCACTATGCCTAGCCATAAACTTAAATATTTG- - TCA 540

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
ACAAAATTAT TCGCCAGAGAACT ACAAGCAACAGCTTAAAACTCAAAGGACTTGECGGTG - 600

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
CTTTATATCCATCTAGAGGAGCCTGT TATGTAATCGATAAACCCCGATATACCTCACCAT 660

CTCTTGCC - - - CAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT 215
CACTTGCCAATACAGCCTATATACCGCCATCTTCAGCAAACCCTTACAAGCAATAATAGT 720

AAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAA 155
AAGCCAAATTATTACCATAAAAACGT TAGGT CAAGGT GTAGCCAATGTGATGGCAATAAA 780

TGEG TACGITTTCTA 140
TGECECTACATTTTCTA 796

116 bits (60), Expect = 4e-24

i es

78/ 87 (89%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

99
837

39
897

GGCTCAAGGAGCATTTAGCAATAAATTGAGAGCAGAGTGT TTAATTGAATGAGCCCATGA 40
GGCCTAAAGGAGGATTTAGTAGTAAATTAAGAATAGAGACCTTAATTGAATAAGGCCATGA 896

AGCACGCACACACCGCCCGICACCCTC 13
AGCACGCACACACCGCCCGTCACCCTC 923

>ref | NC 004031. 1| Cynocephal us variegatus mtochondrion, conplete genone

Score =

Query:

Length = 16748

300 bits (156), Expect = le-79
Identities = 355/442 (80%, Gaps = 10/442 (2%
Strand = Plus / M nus

446

CAAACTGCGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387

http://169.237.78.119/Claw/othergen.html (22 of 33) [4/27/2003 10:26:41 AM]
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BLAST Search Results
Shj ct: 491 CAAACT GGEGATTAGATACCCCACTATGCTCAACCGCAAACCTAAGCACCTAACCAAATGA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGTGCTTT
Sbjct: 551 AACT GCTCGCCAGAGT ACT ACCAGCAACGGECCTAAAACT CAAAGGACT TGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 611 ACACCCCCCTAGAGGAGT CTGT TCTATAATCGATAAACCCCGATACACCCTACCATCCCT

Query: 266 TG - - - CCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGCECCACAGAGT AAGC
Sbjct: 671 TCGCCAACCCAGCCTGTATACCGCCATCTTCAGCAAACCCCT CCAGEGTACAAAAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGG
Sbjct: 731 CCAAGAAT CCACATAAAAACGT TAGGT CAAGGT GCAGCCTATGAGAT GG AAGAAATGGA

Query: 151 GTACGTTTTCTACACACAGAAAAAT- - - CTCCCGACAACCGI TATGAAATCTAAGECCTC
Sbjct: 790 CTACATTTTCTA- ACCTAGAACAATCCACCCACGACAACCTTCATGAAAACTGAAGGTCA

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCAC
Sbjct: 849 AAGGAGGATTTAGCAGTAAATTAAGAATAGAGAGCT TAATTGAAAAAGGCCATGAAGCAC

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 909 GCACACACCGCCCGICACCCTC 930

>ref | NC_ 002612. 1| Pteropus dasymal |l us m tochondrion, conplete genone
Length = 16705

Score = 298 bits (155), Expect = 4e-79
Identities = 267/313 (85%, Gaps = 7/313 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 493 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT AAGCAGCTAAAT- AACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 552 TGCTACTCGCCAGAGTACTACTAGCAACAGCT TAAAACTCAAAGGACT TGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 612 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATAAACCT CACCAACTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
Sbjct: 672 TGCTAATACAGCCTATATACCGCCAT CT TCAGCAAACCCTAAAAAGGAAATAAAGTAAGC

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
Sbjct: 732 AAAACCATAAAACATAAAAACGT TAGGT CAAGGT GTAGCCTATGAGT TGGAAAGAAAT GG

Query: 151 G TACGTITTTCTA 140
Sbjct: 792 CCTACATTTTCTA 804

Score = 112 bits (58), Expect = 6e-23
Identities = 74/ 82 (90%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
Shjct: 846 AAGGAGGATTTAGTAGTAAAT TAAGAATAGAGAGCT TAATTGAAT TAGGCCATGAAGCAC

Query: 34 GCACACACCGCCCGICACCCTC 13
Sbjct: 906 GCACACACCGCCCGTCACCCTC 927
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11386118&dopt=GenBank

BLAST Search Results

>ref | NC 001325. 1| Phoca vitulina mtochondrion, conplete genone
Length = 16826

Score = 298 bits (155), Expect = 4e-79
Identities = 355/445 (79%, Gaps = 8/445 (1%
Strand = Plus / M nus

Query: 450 GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA
Sbjct: 1423 GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCCTAAACATAAATAATTCACGTA

Query: 390 ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
Sbjct: 1483 ACAAAATTATTCGCCAGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTG

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
Sbjct: 1543 CTTCACACCCCT CTAGAGGAGCCTGT TCTGTAATCGATAAACCCCGATAAACCT CACCAT

Query: 270 CTCTTGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT
Sbjct: 1603 TCCTTGCTAATACAGT CTATATACCGCCAT CTTCAGCAAACCCT TAAAAGEAACAAAAGT

Query: 214 AAGCAGAAGTAT- - CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGA
Sbjct: 1663 AAGCACAATAATCGCTACATAAAAAAGT TAGGT CAAGGT GTAACCT ATGGAAT GGGAAGA

Query: 156 AATGGEG TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGG
Sbjct: 1723 AATCCCECTACATTTTCTAAATA- AGAACAATCATACGAAAGT TTTTATGAAATTAACAAA

Query: 97 CTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAG
Sbjct: 1782 CTAAAGGTGGATTTAGTAGT AAGCTAAGAATAGAGACCT TAGCT GAACCGEGCCATGAAG

Query: 37 CACGCACACACCGCCCGTCACCCTC 13
Sbjct: 1842 CACGCACACACCGCCCGTCACCCTC 1866

>ref | NC 004032. 1| Tamandua tetradactyla mtochondrion, conplete genone
Length = 16395

Score = 298 bits (155), Expect = 4e-79
Identities = 255/300 (85%, Gaps = 5/300 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Shjct: 489 CAAACTGGGATTAGATACCCCACTATGCCTAGCCGT AAACACAAATA- TTCCAACAACAA

Query: 386 AACTGI TCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTTT
Sbjct: 548 GAATATTCGCCAGAGTACTACTAGCAACAGCTAAAAACT CAAAGGACT TGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 608 ATATCCACCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAAACCT CACCACCTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
Sbjct: 668 TGCTAATACAGCCTATATACCGCCATCTCTAGCAAACCCT AAAAAGGAGCCACAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 728 ACAACTATAGCCATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAGGT GCGAAGAAAT GGG

Score = 89.1 bits (46), Expect = 5e-16
Identities = 70/ 82 (85%
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834857&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449946&dopt=GenBank

BLAST Search Results
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
840

34
900

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGAT TTAGCAGT AAGT CGAAAATAGAGT GCTTGACT GAACAAGGCCATGAAACAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGTCACCCTC 921

>ref | NC_000889. 1| Hi ppopot arus anphi bi us ni t ochondri on, conpl ete genone

Score =
| dentit

Length = 16407

291 bits (151), Expect = 9e-77

i es

264/ 313 (84%, Gaps = 6/313 (1%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =

Query:
Shj ct:

Query:
Shj ct:

446
491

386
551

326
611

266
671

210
731

151
791

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACACAGATAATTCCAAAAACAA

AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGTGCTTT
AACTATTCGCCAGAGT ACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATACCCCT CTAGAGGAGCCTGI TCTATAAT CGATAAACCCCGATAAACCT CACCAACCCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGI AACGC
TCCTAATCCAGT CTATATACCGCCAT CTCCAGCCAAACCCTAAAAAGGACTAAAAGTAAGC

AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
TCAACTATTACACATAAAGACGT TAGGT CAAGGT GTAACCT AT GGGCT GCGAAGAAAT GG

G TACGITTTCTA 140
CCTACATTTTCTA 803

106 bits (55), Expect = 3e-21
Identities = 85/100 (85%
Strand = Plus / M nus

112
838

52
898

TATGAAATCTAAGGGCT CAAGGAGGAT TTAGCAATAAATTGAGAGCAGAGT GTTTAATTG
TATGAAAGCTAGGAACT AAAGGAGGAT TTAGTAGT AAATCAAGAGTAGAGTCCTTGATTG

AATGAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 13
AACAAGCCTAT GAAGCACGCACACACCGCCCGTCACCCTC 937

>ref | NC_ 001640. 1| Equus cabal | us m tochondri on, conplete genone

Score =
I dentit

Length = 16660

289 bits (150), Expect = 3e-76

i es

269/ 316 (85%, Gaps = 8/316 (2%

Strand = Plus / M nus

Query:
Shj ct:

446
491

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAG TTAGATCAACA
CAAACT GGGATTAGATACCCCACTATGCTTAGCCCTAAACT AAAATAGCT TACCACAACA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05836030&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835107&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =

| dentit

387
551

327
611

267
671

212
731

153
791

AAACTGI TCCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTT
AAGCTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGECGGTGCTT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TACATCCCTCTAGAGGAGCCTGI TCCATAATCGATAAACCCCGATAAACCCCACCATCCC

TTGC- - - - CCAGCCTATATACCTCCATCT TCAGCAAACCCT GGA- AAGGCCACAGAGTAA
TTGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAACAAGGTACCGAAGT AA

GCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT
GCACAAATATCCAACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GGGAT GGAGAGAAAT

GGG TACGITTTCTAC 139
GECCTACATTTTCTAC 806

112 bits (58), Expect = 6e-23

i es

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
860

34
920

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAAT TAAGAATAGAGAGCT TAATTGAATCAGGCCAT GAAGCGC

GCACACACCGCCCGICACCCTC 13
GCACACACCGCCCGICACCCTC 941

>ref | NC 001602. 1| Hal i choerus grypus mtochondrion, conplete genome
Length = 16797

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

285 bits (148), Expect = 5e-75
Identities = 350/441 (79%, Gaps = 8/441 (1%
Strand = Plus / M nus

446
1397

386
1457

326
1517

266
1577

210
1637

152
1697

93
1756

33
1816

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACATAAATAATTCACGTAACAA

AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGGCAGTGCTTT
AATTATTCGCCAGAGAACTACTAGCAACAGCTTAAAACT CAAAGGACT TGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ACACCCCT CTAGAGGAGCCTGI TCTGTAACCGATAAACCCCGATAAACCT CACCACTCCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAGC
TGCTAATACAGT CTATATACCGCCATCTTCAGCAAACCCT TAAAAGGAACAAAAGT AAGC

AGAAGTAT- - CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATG
ACAATAATCGCTACATAAAAAAGT TAGGT CAAGGT GTAACCT AT GGAGT GCGAAGAAAT G

GG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGGCTCA
GCCTACATTTTCTAAATA- AGAACAACTATACGAAAGT TTTTATGAAACTAACAAACTAA

AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACG
AGGTGGATTTAGTAGI AAGCTAAGAATAGAGAGCT TAGCT GAACCGEGECCATGAAGCACG

CACACACCGCCCGICACCCTC 13
CACACACCGCCCGTCACCCTC 1836
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835009&dopt=GenBank

BLAST Search Results

>ref | NC 000845. 1| Sus scrofa mtochondrion, conplete genone
Length = 16613

Score = 279 bits (145), Expect = 3e-73
Identities = 265/315 (84%, Gaps = 7/315 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1662 CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACCCAAATAGI TACAT- AACAA 1720

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGEGCAGTCCTTT 327
Shjct: 1721 AACTATTCGCCAGAGT ACTACTCGCAACT GCCTAAAACT CAAAGGACTTGECGGTCCTTC 1780

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT - 267
Sbjct: 1781 ACATCCACCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAGACCTTACCAACCCT 1840

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAGC 211
Sbjct: 1841 TGCCAATTCAGCCTATATACCGCCAT CTTCAGCAAACCCTAAAAAGGAACAATAGTAAGC 1900

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGCCAAGAAAT GG 152
Sbjct: 1901  ACAATCATAGCACATAAAAACGT TAGGTCAAGGTGTAGCTTATCGGT TGEAAAGAAATGE 1960

Query: 151 G TACGTTTTCTACA 138
Sbjct: 1961 CCTACATTTTCTACA 1975

Score = 119 bits (62), Expect = 3e-25
Identities = 76/ 83 (91%
Strand = Plus / M nus

Query: 95 CAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCA 36
Shjct: 2019 CAAGGAGGATTTAGCAGT AAATCGAGAATAGAGT GCTTGATTGAATAAGGCCATGAAGCA 2078

Query: 35 CGCACACACCGCCCGTCACCCTC 13
Sbjct: 2079 CGCACACACCGCCCGTCACCCTC 2101

>ref | NC 001601. 1| Bal aenoptera rnuscul us mitochondrion, conplete genone
Length = 16402

Score = 277 bits (144), Expect = le-72
Identities = 266/317 (83%, Gaps = 7/317 (2%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 909 GATCCAAACT GCGATTAGATACCCCACTATGCT TAGCCATAAACCCCAGTAGT CACAA- A 967

Query: 390 ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTG 331
Sbjct: 968 ACAAGACTATTCGCCAGAGTACTACTAGCAACAGCTTAAAACTCAAAGGACTTGECGGTG 1027

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Sbjct: 1028 CTTCATACCCCT CTAGAGGAGCCTGT TCTGTAACCGATAAACCCCGATTAACCTCACCAA 1087

Query: 270 CTCTTGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT 215
Sbjct: 1088 CCCTTCCTACTTCAGT CTATATACCGCCATCTTCAGCAAACCCTAAAAGECAACGAAAGT 1147

Query: 214 AAGCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGECAAGAA 156
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835862&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05834995&dopt=GenBank

BLAST Search Results
Shj ct: 1148 AAGCATAATCATCCTACATAAAAACGT TAGGTCAAGGT GTAACCAATGGGTTGGGAAGAA 1207

Query: 155 ATGGEG TACGITTTCTA 140
Sbjct: 1208 ATGECCTACATTTTCTA 1224

Score = 117 bits (61), Expect = le-24
Identities = 75/82 (91%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Sbjct: 1276 AAGGAGGATTTAGTAGTAAAT CAAGAGCAGAGT CCTTGATTGAATAAGGCCATGAAGCAC 1335

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 1336 GCACACACCGCCCGTCACCCTC 1357

>ref | NC_ 002503. 1| Physeter catodon mtochondrion, conplete genone
Length = 16428

Score = 275 bits (143), Expect = 4e-72
Identities = 265/316 (83%, Gaps = 7/316 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAA 387
Sbjct: 489 CAAACTGGGATTAGATACCCCACTATGCTTAGCCGT AAACCCAGGTAGTCATAA- AACAA 547

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT 327
Sbjct: 548 GACTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGECGGTGCTTC - 607

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 608 ATACCCCCCTAGAGGAGCCTGT TCTATAACCGATAAACCCCGATCAACCTCACCAACCCT 667

Query: 266 TGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 211
Sbjct: 668 TCCTACTTCAGTCTATATACCGCCATCTTCAGCAAACCCTAAAAAGCAATGAAAGTAAGC 727

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGG 152
Sbjct: 728 ATAACTATCCTACGTAAAAACGT TAGGT CAAGGT GTAACCCATGGCGATGEGAAGAAATGG 787

Query: 151 G TACGTTTTCTACAC 137
Sbjct: 788 CCTACATTTTCTACAC 803

Score = 131 bits (68), Expect = 9e-29
Identities = 90/101 (89%
Strand = Plus / M nus

Query: 113 TTATGAAATCTAAGGGECTCAAGGAGGAT TTAGCAATAAATTGAGAGCAGAGTGITTAATT 54
Sbjct: 834 TTATGAAACCT AAAAACCAAAGGAGGATTTAGCAGTAAATTAAGAACAGAGTCCTTAATT 893

Query: 53 GAATGAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 894 GAATAAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 934

>ref | NC 004563. 1| Muntiacus nuntjak mtochondrion, conplete genone
Length = 16354
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BLAST Search Results

273 bits (142), Expect = le-71
Identities = 261/313 (83%, Gaps = 6/313 (1%
Strand = Plus / M nus

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
I dentit

446
481

386
541

326
601

266
661

210
721

151
781

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACACAAATAGT TTTATAAACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
AACTATTCGCCAGAGT ACTACCGGCAATAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATACCCTTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAGACCTCACCATTCCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
CCCTAATACAGT CTATATACCGCCATCTTCAGCAAACCCT AAAAAGGAGCAAAAGT AAGC

AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
GCAATCATAGTACATAAAAACGT TAGGT CAAGGT GTAACCT AT GGAAT GGAAAGAAAT GG

G TACGTTTTCTA 140
CCTACATTTTCTA 793

112 bits (58), Expect = 6e-23

i es

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
840

34
900

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAACTAAGAATAGAGT CCTTAGT TGAATTAGGCCATGAAGCAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGTCACCCTC 921

>ref | NC 001779. 1| Rhi noceros unicornis mtochondrion, conplete genomne

Score =
| dentit

Length = 16829

273 bits (142), Expect = le-71

i es

264/ 315 (83%, Gaps = 7/315 (2%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:

446
490

387
550

327
610

267
670

211
730

152

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATC- AACA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCCAAACTCAAATAATTCTTCCCAACA

AAACTGI TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGT GCTT
AAATTATTCGCCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGECGGTGCTT

TATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TATATCCCCCTAGAGGAGCCT GT TCCATAACCGATAAACCCCGATAAACCTTACCAGCCC

TTGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGTAAG
TTGCTAATTCAGCCTATATACCGCCATCT TCAGCCAACCCTAAAAAGCCAACCAAAGT AAG

CAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
CACAAGTATAAGACATAAAAACGT TAGGT CAAGGT GTAGCTTATGGGATGGAGAGAAAT G

GG TACGITTTCTAC 139
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835331&dopt=GenBank

BLAST Search Results

Shj ct:

Score =

Query:
Shj ct:

Query:
Shj ct:

790

GCECTACATTTTCTAC 804

110 bits (57), Expect = 2e-22
Identities = 88/101 (87%, Gaps = 1/101 (0%
Strand = Plus / M nus

113
837

53
896

TTATGAAATCT AAGGGECTCAAGGAGGAT TTAGCAATAAAT TGAGAGCAGAGT GT TTAATT
TTATGAAAT- TAAAAGCTAAAGGAGGATTTAGCAGT AAATTAAGAATAGAGAGCT TAATT

GAATGAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC - 13
GAACCAGGCCATAAAGCACGCACACACCGCCCGTCACCCTC 936

>ref | NC 004027.1| Manis tetradactyla mtochondrion, conplete genome

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Length = 16571

269 bits (140), Expect = 2e-70
Identities = 352/443 (79%, Gaps = 12/443 (2%
Strand = Plus / M nus

446
488

386
548

326
608

266
668

211
728

153
788

94
844

34
904

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACCCAGATAATTTTTTAAACAA

AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGGCAGTGCTTT
AATTATTCGCCAGAGT ACTACTAGCAATAGCCTGAAACT CAAAGGACT TGGECGGTGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCCTCTAGAGGAGCCTGT CCTATAAACGATAAACCCCGATAGACCT TACCAACCCT

TGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGTAAG
AGCTAATGCAGCCTATATACCGCCAT CCTCAGCAAACCCT GATAAAGCAAATATAGT AAG

CAGAAGTATCTACAT- - AAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT
CAAGATTGI TAAAATACAAAAACGT TAGGT CAAGGT GTAGCTTATGAGT TGGAAAGAGAT

GGG TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECTC
GGCCTACATTTTCTCAAAACAGAAAAA- - - AACGAACATTCTTATGATAT- TAGGAGITA

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCAC
AAGGAGGATTTAGTAGTAAGCTAAGAAT AGAGAGCT TGECT GAAT TAGGCCCT GAAGCAC

GCACACACCGCCCGTCACCCTCT 12
GCACACACCGCCCGICACCCTCT 926

>ref | NC 004577. 1] Muntiacus crinifrons nitochondrion, conplete genone

Score =
ldentit

Length = 16357

267 bits (139), Expect = 8e-70

i es

260/ 313 (83%, Gaps = 6/313 (1%

Strand = Plus / M nus

Query:
Shj ct:

Query:

446
481

386

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACT ATGCCTAGCCCT AAACACAAATAGT TCCACAAACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=21449973&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28867217&dopt=GenBank

BLAST Search Results

AACTATTCGCCAGAGT ACTACCGGECAATAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATACCCTTCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAGACCT CACCATTCCT

TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
CCCTAATACAGT CTATATACCGCCATCT TCAGCAAACCCTAAAAAGCAGT GAAAGTAAGC

AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
GCAATCATAGIACATAAAAACGT TAGGT CAAGGT GTAACCT AT CGAAT GCAAAGAAAT GG

G TACGITTTCTA 140
CCTACATTTTCTA 793

112 bits (58), Expect = 6e-23

Sbjct: 541
Query: 326
Sbjct: 601
Query: 266
Shjct: 661
Query: 210
Shjct: 721
Query: 151
Sbjct: 781
Score
Identities

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
840

34
900

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAACTAAGAATAGAGT CCTTAGT TGAATTAGGCCATGAAGCAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGTCACCCTC 921

>ref | NC 001808. 1| Ceratotherium sinmum m tochondrion, conplete genone

Score

Length = 16832

267 bits (139), Expect = 8e-70

Identities
Strand = Plus / M nus

260/ 313 (83%, Gaps = 6/313 (1%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCCTAGCCTTAAACCTAAATAATTTCTCCAACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
AATTATTCGCCAGAGT ACTACTAGCAACAGCCTAAAACT CAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATATCCCCCT AGAGGAGCCT GT TCCATAACCGATAAACCCCGATAAACCCCACCAACCCT

TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
TGCTAATTCAGCCTATATACCGCCAT CTTCAGCAAACCCTAAAAAGGAACT AAAGTAAGC

AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
ACAAGTATAAAACATAAAAACGT TAGGT CAAGGT GTAGCT TAT GGGAT GGAGAGAAAT GG

G TACGTTTTCTA 140
CCTACATTTTCTA 801

106 bits (55), Expect = 3e-21

Query: 446
Shjct: 489
Query: 386
Sbjct: 549
Query: 326
Sbjct: 609
Query: 266
Sbjct: 669
Query: 210
Sbjct: 729
Query: 151
Sbjct: 789
Score =
Identities

73/ 82 (89%

Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835401&dopt=GenBank

BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

94
853

34
913

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAATTAAGAATAGAGAGCT TAATTGAACCAGGCCATAAAGCAC

GCACACACCGCCCGICACCCTC 13
GCACACACCGCCCGICACCCTC 934

>ref | NC 001788. 1| Equus asi nus mtochondrion, conplete genone

Score =
| dentit

Length = 16670

266 bits (138), Expect = 3e-69

i es

265/ 316 (83%, Gaps = 8/316 (2%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
| dentit

446
492

387
552

327
612

267
672

212
732

153
792

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT T- AGATCAACA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCAAAATAGCTCACCATAACA

AAACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGT GCTT
AAGCTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACT TGECGEGTCCTT

TATATCCCTCTAAAGGAGCCTGIT TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TACATCCCTCTAGAGGAGCCTGI TCCGTAATCGATAAACCCCGATAAACCCCACCATCCC

TTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGA- AAGGCCACAGAGT AA
TTGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAACAAGGTACCAAAGTAA

GCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAAT
GCACAATCATCCAACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GGGAT GGAGAGAAAT

GGG TACGITTTCTAC 139
GCCCTACATTTTCTAC 807

106 bits (55), Expect = 3e-21

i es

73/ 82 (89%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
860

34
920

Dat abase:
Posted date: Apr 11, 2003 1:13 AM

Nurnber

of

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGTAGTAAATTAAGAATAGAGACGCT TAATTGAATCAGGCCATGAAGCGC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGICACCCTC 941

NCBI genone chronpbsones - ot her

letters in database: 789, 957, 834

Nurmber of sequences in database: 2528

Lanbda
1.33

Gapped

Lanbda
1.33

Matri x:

Gap Penal ti es:

H

0.621 1.12

H

0.621 1.12

blastn matrix:1 -2

Exi stence: 5, Extension: 2
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05835345&dopt=GenBank

BLAST Search Results

Nurmber of Hits to DB: 161, 951

Nunber of Sequences: 2528

Nurmber of extensions: 161951

Nunber of successful extensions: 1049

Nunber of sequences better than 10.0: 310

Nurmber of HSP's better than 10.0 without gapping: 310
Nunber of HSP's successfully gapped in prelimtest: 0
Nurmber of HSP's that attenpted gapping in prelimtest:
Nunber of HSP' s gapped (non-prelin): 846

l ength of query: 462

| ength of database: 789, 957, 834

ef fective HSP | ength: 23

effective | ength of query: 439

ef fective | ength of database: 789, 899, 690

ef fective search space: 346765963910

ef fective search space used: 346765963910

T: 0O

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 bits)

S1: 12 (23.8 bits)

S2: 18 (35.3 bits)
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BLAST Search Results

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schéaffer,

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: mto.nt
129 sequences; 3,164,247 total letters

Query= CS63wi n
(462 letters)

Distribution of 194 Blast Hits on the Query Sequence
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BLAST Search Results

Sequences produci ng significant alignments:

gi | 5835149] r ef | NC_001645.
gi | 6137796] r ef | NC_001807.
gi | 5835121 ref | NC_001643.
gi | 5835135]| r ef | NC_001644.
gi | 5835834| r ef | NC_002083.
gi | 5835163]| r ef | NC_001646.
gi | 5835820] r ef | NC_002082.
gi | 5835205] r ef | NC_001700.
gi | 5835652]| r ef | NC_002008.
gi | 5835177]| ref | NC_001665.
gi | 5834953 r ef | NC_001569.
gi | 5835554 r ef | NC_001941.
gi | 5835526] r ef | NC_001913.
gi | 5835484 r ef | NC_001892.
gi | 5835429]| ref | NC_001821
gi | 5834939] r ef | NC_001567.
gi | 7212513]| r ef | NC_002391.
gi | 5835988| r ef | NC_000884.
gi | 5835764| r ef | NC_002078.
gi | 5834857| ref | NC_001325.
gi | 5836030] r ef | NC_000889.
gi | 5835107 r ef | NC_001640.
gi | 5835009] r ef | NC_001602.
gi | 5835862]| r ef | NC_000845.
gi | 5834995]| r ef | NC_001601.
gi | 5835331 ref | NC_001779.
gi | 5835401] r ef | NC_001808.
gi | 5835345]| ref | NC_001788.
gi | 5819095]| ref | NC_001321.
gi | 5835638 r ef | NC_001992.
gi | 5836058] r ef | NC_000891
gi | 5835666] r ef | NC_002009.
gi | 5835037]| ref | NC_001610.
gi | 5835792]| r ef | NC_002080.
gi | 5835359] ref | NC_001794.
gi | 5835890] r ef | NC_000860.
gi | 6137801] r ef | NC_000934.
gi | 5835904] r ef | NC_000861
gi | 5902189] r ef | NC_002073.
gi | 5835261]| ref | NC_001717.
gi | 5835708] r ef | NC_002012.
gi | 5836002 r ef | NC_000886.
gi | 5835275| ref | NC_001727.
gi | 5835806] r ef | NC_002081.
gi | 5835582| ref | NC_001947.
gi | 5835624 r ef | NC_001960.
gi | 5835023 r ef | NC_001606.
gi | 5835498] r ef | NC_000846.
gi | 5835373]| ref | NC_001804.
gi | 5835778 r ef | NC_002079.
gi | 5836016] r ef | NC_000888.
gi | 5836044| r ef | NC_000890.
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CGorilla gorilla mitochondrion, conmpl..

Hurmman mi t ochondri on, conpl ete genone

Pan trogl odytes mtochondrion, conpl..
Pan pani scus nitochondrion, conplete..
Pongo pygnmaeus abelii nitochondrion,..
Pongo pygnaeus m tochondrion, conple...
Hyl obates I ar nitochondrion, conplet..
Felis catus mitochondrion, conplete ..
Canis famliaris mitochondrion, conp...
Ratt us norvegi cus mtochondrial genone
Mus muscul us nitochondrion, conplete..
Ovis aries mitochondrion, conplete g..
Oryctol agus cuni cul us mtochondrion, ..
Myoxus glis mtochondrion, conplete ..

Dasypus noventi nctus mitochondri on,

Bos taurus mtochondrion, conplete g..
Tal pa europaea m tochondrion, conple...
Cavi a porcellus conplete nitochondri...
O ycteropus afer conplete mtochondr..
Phoca vitulina mtochondrion, conple..
Hi ppopot anus anphi bi us m tochondri on. ..
Equus cabal | us m tochondrion, conple...
Hal i choerus grypus mtochondrion, co..
Sus scrofa nitochondrion, conplete g..
Bal aenopt era nuscul us nitochondrion,..
R uni cornis conplete mitochondrial g..
Cer at ot heri um si mum mi t ochondri on, c..
Equus asi nus nitochondrion, conplete...
Bal aenopt era physal us nitochondrion,..
Papi o harmadryas nitochondrion, conpl..
Orni thorhynchus anatinus nmitochondri. ..

Arti beus jamaicensis mtochondrion
Di del phi s virginiana m tochondrion

Eri naceus europaeus nitochondrion, c..
Macr opus robustus mtochondrion, com..
Salvelinus fontinalis mtochondrion,..
Loxodonta africana nitochondrion, co..
Sal vel i nus al pi nus mtochondrion, co..
Chrysenys picta mtochondrion, conpl...
Oncor hynchus nyki ss m tochondrion co..
Squal us acant hias m tochondrion, com..
Chel oni a nydas mitochondrial DNA, co..

Crossostonma | acustre m tochondrion,

Gadus nor hua mtochondrion, conplete..
Pel omedusa subrufa nitochondrion, co..
Sal no sal ar mitochondrion, conplete ..
Cyprinus carpio mtochondrion, conpl...
Rhea anericana mtochondrion, conmple..
Latimeria chal umae nitochondrion, c..
Carassi us auratus mtochondrion, com..
Euneces egregi us mtochondrion, conp...
Must el us manazo mitochondrion, conpl. ..
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e-130
e-128
e-128
e-125
e-123
e-115
e-108
e-101
6e- 96
6e- 96
2e-92
5e- 89
2e- 88
2e-88
3e-87
4e- 86
6e- 85
2e-84
le-82
2e-81
4e-79
le-78
2e-77
le-75
4e-75
6e-74
3e-72
le-71
5e- 67
4e- 64
6e-63
le-53
le-52
2e-48
2e-47
le-38
9e- 36
3e-35
5e- 34
3e-32
4e-31
le- 30
le- 30
8e- 29
3e- 28
6e- 26
6e- 26
2e-25
2e-25
9e- 25
le-23
5e- 23



BLAST Search Results

gi | 5835596| ref | NC_001950. 1| Scyli orhinus canicula mtochondrion,... 100 7e-22
gi | 5835317| ref | NC_001778. 1| Pol ypterus ornatipinnis mtochondrio... 100 Te-22
gi | 7212458 ref | NC_002386. 1| Paralichthys olivaceus m tochondrion... le-20
gi | 5836072| ref | NC_000893. 1| Raja radiata mtochondrion, complete... 5e-19
gi | 5835610| ref | NC_001953. 1| Struthio canelus conplete mtochondr... 5e-19
gi | 5835932| ref | NC_000877. 1] Aythya anericana mtochondrion, conp... 2e-18
gi | 5835219| ref | NC_001708. 1| Protopterus dolloi mtochondrion, co... 2e-18
gi | 5835456| ref | NC_001878. 1| Floronetra serratissinm mtochondrio... 3e-17
gi | 5834843| ref | NC_001323. 1] Gallus gallus mtochondrion, conplet... 3e-17
gi | 5835974| ref | NC_000880. 1| Vi dua chal ybeata nitochondri on, conp... le- 16
gi | 5834981 ref | NC_001573. 1| Xenopus | aevis nitochondrial DNA, co... 4e- 16
gi | 5835540| ref | NC_001922. 1| Alligator m ssissippiensis mtochond... 3e-13
gi | 7549724| ref | NC_002197. 1| Ciconia ciconia mtochondrion, conpl... le-12
gi | 7555761 ref | NC_002196. 1] Ci coni a boyci ana nitochondrion, conp... le-12
gi | 5835960]| ref | NC_000879. 1| Smithornis sharpei mtochondrion, co... le-12
gi | 5835946]| ref | NC_000878. 1| Fal co peregrinus nitochondrion, conp... 2e-11
gi | 5835722| ref | NC_002069. 1| Corvus frugil egus mitochondrion, com.. 4e- 09
gi | 7374113| ref | NC_002184. 1| Penaeus nonodon mitochondrion, conpl... 3e-06
gi | 5835093 ref | NC_001636. 1| Kat hari na tuni cata m tochondrion, co... 3e- 06
gi | 5835079| ref | NC_001627. 1| Asterina pectinifera mtochondrion, 3e-06
gi | 7212445| ref | NC_001276. 1| Crassostrea gigas mitochondrion, com.. le- 05
gi | 6691422| ref | NC_001131. 1] Lanpetra fluviatilis m tochondrion, 2e-04
gi | 5835065| ref | NC_001626. 1| Petronyzon nmarinus mtochondrion, co... 2e-04
gi | 5835303| ref | NC_001770. 1| Arbacia lixula mtochondrion, conple... 6e- 04
gi | 5834967| ref | NC_001572. 1| Paracentrotus lividus mtochondrion,... 6e- 04

gi | 7335663| ref | NC_000928. 2| Echi nococcus multilocularis mtochon..
gi | 5835568| ref | NC_001945. 1| Di nodon semi cari natus mtochondrion,..
gi | 5835470| ref | NC_001887. 1| Bal anogl ossus carnosus m tochondri on. .
gi | 5834925| ref | NC_001566. 1| Apis nellifera ligustica mtochondri...
gi | 7110454| gb| AF222718. 1| AF222718 Chrysodi dyrmus synur oi deus nito..
gi | 5306128 gb| AF160864. 1| AF160864 Tet rahymena pyriform s mtocho..
gi | 6691408| ref | NC_000941. 1| Terebratulina retusa mtochondrion, ..
gi | 5881414 ref | NC_000834. 1| Branchi ostoma flori dae m tochondrion..
gi | 5835512| ref | NC_001912. 1| Branchi ostoma | anceol atum conplete m ..
gi | 1019057| enb| Z47547. 1| MTCCGNVE Chondrus crispus conplete mtoc..
gi | 1785729| enb| YO8502. 1| M ATGENB A. thal i ana mit ochondri al genorne. .
gi | 6692625| gb| UL7009. 2| UL7009 Phyt opht hora i nfestans mtochondri...
gi | 562028| gh| U12386. 1| ACU12386 Acant hanpeba castellanii mtochon..
gi | 6180080| gb] AF193903. 1| AF193903 Caf eteri a roenbergensi s nitoch..
gi | 4106927| gb| AF114794. 1| AF114794 Por phyra purpurea mitochondri o..
gi | 2258325| gb| AF007261. 1| AFO07261 Recl i nononas aneri cana m tocho. .
gi | 5835918 ref | NC_000875. 1| Anophel es quadri macul atus A mitochon..
gi | 5835876| ref | NC_000857.1| Ceratitis capitata conplete mtochon..
gi | 5835694| ref | NC_002074. 1| Rni pi cephal us sangui neus m tochondri . ..
gi | 5835680]| r ef | NC_002010. 1| | xodes hexagonus nitochondri on, conp...
gi | 5835233 ref | NC_001709. 1| Drosophila nel anogaster mtochondrio..
gi | 5834911 ref | NC_002084. 1| Anophel es ganbi ae mitochondrion, com..
gi | 5834829| ref | NC_001322. 1| Drosophila yakuba mnitochondrion, com..
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>gi | 5835149| ref | NC_001645.1] Corilla gorilla mtochondrion, conplete
genomne
Length = 16364

Score = 460 bits (239), Expect = e-130
Identities = 377/436 (86%, Gaps = 6/436 (1%
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BLAST Search Results
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 485 CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGGECAGTGCTTT
Sbjct: 545 GACTGCTCGCCAGAACACTACGAGCCACACGCT TAAAACT CAAAGGACCTGCCGGETGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 605 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Shjct: 665 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCCACAAAGT AAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TA
Sbjct: 725 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECT CAACCGAG
Sbjct: 785 CATTTTCTAC- TTCAGAAAACT- - - ACGATAACCCT TATGAAACCTAAGGGTAGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 841 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 901 ACCGCCCGTCACCCTC 916

>gi | 6137796| ref | NC_001807. 2| Human mitochondrion, conplete genone
Length = 16569

Score = 454 bits (236), Expect = e-128
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 1126 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCAT CT TCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 1422 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482  ACCGCCCGICACCCTC 1497

>gi | 5835121| ref | NC_001643. 1| Pan trogl odytes m tochondri on, conplete
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BLAST Search Results

genone
Length = 16554

Score = 454 bits (236), Expect = e-128
Identities = 376/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 484 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 544 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 604 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCGCCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 664 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGT TACAAAGT AAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TA
Sbjct: 724 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCT AT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGGCECT CAAGEAG
Sbjct: 784 CATTTTCTAC- CCCAGAAAA- - - TTACGATAACCCT TATGAAACCTAAGGGT CAAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 840 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 900 ACCGCCCGTCACCCTC 915

>gi | 5835135| ref | NC_001644. 1| Pan pani scus nitochondrion, conplete
genone
Length = 16563

Score = 442 bits (230), Expect = e-125

Identities = 374/ 436 (85%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 486 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACTTCAACAGT TAAATTAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 546 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 606 ATATCCCTCTAGAGGAGCCTGI TCTGTAAT CGATAAACCCCGATCAACCT CACCGCCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGCECCACAGAGT AAGCAGA
Sbjct: 666 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGT TACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 726 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCT AT GAGGCGGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Shjct: 786 CATTTTCTAC- CCCAGAAAA- - - TTACGATAACCCTTATGAAACCTAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 842 GATTTAGCAGTAAACTAAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC
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BLAST Search Results

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 902 ACCGCCCGTCACCCTC 917

>gi | 5835834| ref | NC_002083. 1| Pongo pygnaeus abelii m tochondrion,
conpl ete genone
Length = 16499

Score = 439 bits (228), Expect = e-123
Identities = 374/ 437 (85%, Gaps = 6/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 490 CAAACTGGGATTAGATACCCCACTATGCT TAGCCCTAAACTTTAACAGT TAAATCAACAA

Query: 386 AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGGECAGTGCTTT
Sbjct: 550 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 610 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCCCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 670 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCCACGAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TA
Sbjct: 730 AGCATCCACATAAAGACGT TAGGT CAAGGT GTAGCCCAT GGAGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAAGEECT CAACCGAG
Sbjct: 790 CATTTTCTAC- TTCAGAAAACT- - - ACGATAGCCCT CATGAAACCT GAGGEGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 846 GATTTAGCAGTAAACTAAGAGTAGAGT GCTTAGT TGAACAGGEGECCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTCT 12
Sbjct: 906 ACCGCCCGTCACCCTCT 922

>gi | 5835163| ref | NC_001646. 1| Pongo pygrmaeus mtochondrion, conplete
genomne
Length = 16389

Score = 410 bits (213), Expect = e-115

Identities = 369/437 (84%, Gaps = 6/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 489 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACTTTAACAGT TGAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 549 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 609 ATACCCCCCTAGAGGAGCCTGI TCTGTAAT CGATAAACCCCGATCAACCT CACCACCCCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 669 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCCACGAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG TA
Sbjct: 729 AACACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GGAGT GGCAAGAAATGGGECTA

http://169.237.78.119/Claw/mit.nt.html (6 of 35) [4/27/2003 10:26:47 AM]

387
549

327
609

267
669

208
729

149
789

89
845

29
905

387
548

327
608

267
668

208
728

149
788



BLAST Search Results

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECCT CAAGCGAG
Sbjct: 789 CATTTTCTAC- TTCAGAAAACT- - - ACGATAACCCTCATGAAATTTGAAGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 845 GATTTAGCAGTAAACTAAGAGTAGAGT CCTTAGT TGAACAAGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTCT 12
Sbjct: 905 ACCGCCCGTCACCCTCT 921

>gi | 5835820]| ref | NC_002082. 1| Hyl obates I ar mitochondrion, conplete
genone
Length = 16472

Score = 389 bits (202), Expect = e-108
Identities = 367/437 (83%, Gaps = 7/437 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 484 CAAACTGGGATTAGATACCCCACT ATGCTCAGCCCTAAACTTCAACAGT CAAATCAACAA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGGCAGTCGCTTT
Sbjct: 544 GACTGCTCGCCAGAACACTACGAGCAACAGCTTAAAAAT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 604 ACACCCCCCTAGAGGAGCCTGT CCTATAAT CGATAAACCCCGT TCAACCTCACCATCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 664 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GACAAAGGCTATAAAGTAAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGCG TA
Sbjct: 724 AACACCCACATAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGAT GGGAAGAGATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGI TATGAAATCTAAGGECT G- AAGGA
Shjct: 784 CATTTTCTATGC- CAGAAAA- - - CCACGATAACCCT CATGAAACT TGAGCGGT CGAAGGA

Query: 89 GGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCAT GAAGCACCGCACA
Sbjct: 840 GGATTTAGCAGTAAATTAAGAATAGAGT GCTTAGT TGAACAAGGCCCT GAAGCGCGTACA

Query: 29 CACCGCCCGTCACCCTC 13
Sbjct: 900 CACCGCCCGICACCCTC 916

>gi | 5835205| ref | NC_001700. 1| Felis catus mtochondrion, conplete
genorme
Length = 17009

Score = 364 bits (189), Expect = e-101

Identities = 370/443 (83%, Gaps = 12/443 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGA- TCAACA
Sbjct: 1356 CAAACTGGGATTAGATACCCTACTATGCTTAGCCCTAAACTTAGATAGT TACCCTAAACA

Query: 387 AAACTGI TCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTT
Sbjct: 1416 AAACTATCCGCCCAGAGAACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTGCTT

Query: 327 TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
Sbjct: 1476 TACATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATATACCTCACCATCTC
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BLAST Search Results

Query: 267 TTGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAG
Shjct: 1536 TTGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGGAAGAAAAGT AAG

Query: 211 CAGAAGTATCT- - ACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT
Sbjct: 1596 CACAAGTATCTTAACATAAAAAAGT TAGGT CAAGGT GTAGCT CATGAGAT GCGAAGCAAT

Query: 153 GGG TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGTI TATGAAATCTAAGGECTC
Sbjct: 1656 GECCTACATTTTCTAAAATTAGAACA- - CCCACGAAGATCCT TACGAAA- CTAAGTATTA

Query: 94 AAGGAGGATTTAGCAATAAA- TTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCA
Sbjct: 1713 AAGGAGGATTTAGTAGTAAAT TTGAGAAT AGAGAGCT CAAT TGAATCGGGCCATGAAGCA

Query: 35 CGCACACACCGCCCGTCACCCTC 13
Sbjct: 1773 CGCACACACCGCCCGTCACCCTC 1795

>gi | 5835652| ref | NC_002008. 1| Canis famliaris mtochondrion, conplete
genomne
Length = 16728

Score = 346 bits (180), Expect = 6e-96
Identities = 365/440 (82%, Gaps = 10/440 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 486 CAAACTGGGATTAGATACCCCACTATCCTTAGCCCTAAACATAGATAATTTTA- CAACAA

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGT GCTTT
Sbjct: 545 AATAATTCGCCAGAGGACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 605 ATATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCTCACCACCTTT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGT AACGC
Sbjct: 665 CCCTAATTCAGT CTATATACCGCCATCTTCAGCAAACCCT CAAAAGGTAGAACAGTAAGC

Query: 210 AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
Sbjct: 725 ACAATCATTTTACATAAAAAAGT TAGGT CAAGGT GTAACT TATGAGGT GCGAAGAAAT GG

Query: 151 G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGGCTCAA
Shjct: 785 GCTACATTTTCTACCCA- AG AACATTTCACGAATGI TTTTATGAAAT- TAAAAACTGAA

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGC
Sbjct: 842 GGAGGATTTAGTAGT AAATTAAGAATAGAGAGCT TAATTGAATAGGGCCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 902 ACACACCGCCCGICACCCTC 921

>gi | 5835177| ref | NC_001665. 1| Rattus norvegi cus mtochondrial genome
Length = 16300

Score = 346 bits (180), Expect = 6e-96

Identities = 361/439 (82%, Gaps = 8/439 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 485 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTTAATAATTAAACCTACAA
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BLAST Search Results

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 545 AATTATTTGCCAGAGAACTACTAGCTACAGCT TAAAACTCAAAGGACT TGECGGTACTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 605 ATATCCATCTAGAGGAGCCTGITCTATAATCGATAAACCCCGT TCTACCTTACCCCTTCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
Sbjct: 665 CGCTAATTCAGCCTATATACCGCCATCT TCAGCAAACCCTAAAAAGGCACTAAAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 725 ACAAGAACAAACATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAAGCGGAAAGAAAT GGG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECECTCAAG
Sbjct: 785 CTACATTTTCTTTTCCCAG AGAACATTACGA- AACCTTTATGAAA- CTAAAGGACAAAG

Query: 91 GAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAACCACGCA
Shjct: 842 GAGGATTTAGTAGTAAATTAAGAATAGAGAGCT TAAT TGAATAGAGCAAT GAAGTACGCA

Query: 31 CACACCGCCCGICACCCTC 13
Sbjct: 902 CACACCGCCCGTCACCCTC 920

>gi | 5834953 ref | NC_001569. 1| Mus nuscul us nitochondrion, conplete
genomne
Length = 16295

Score = 335 bits (174), Expect = 2e-92
Identities = 362/441 (82%, Gaps = 11/441 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATC- AACA
Sbjct: 484 CAAACTGGGATTAGATACCCCACTATCCTTAGCCATAAACCTAAATAATTAAATTTAACA

Query: 387 AAACTGI TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGIGCTT
Sbjct: 544 AAACTATTTGCCAGAGAACTACTAGCCATAGCT TAAAACT CAAAGGACTTGGCGGTACT T

Query: 327 TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
Sbjct: 604 TATATCCATCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGCTCTACCTCACCATCTC

Query: 267 TTGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGECCACAGAGTAAG
Sbjct: 664 TTCCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGGTATTAAAGT AAG

Query: 211 CAGAAGTATC- TACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
Sbjct: 724 CAAAAGAAT CAAACATAAAAACGT TAGGT CAAGGT GTAGCCAAT GAAATGGGAAGAAAT G

Query: 152 GG TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCA
Shjct: 784 GCCTACATTTTCT- - - TATAAAAGAACATTACTATACCCT TTATGAAA- CTAAAGGACTA

Query: 93 AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAACCACG
Sbjct: 840 AGGAGGATTTAGTAGT AAATTAAGAATAGAGAGCT TAATTGAATTGAGCAATGAAGTACG

Query: 383 CACACACCGCCCGICACCCTC 13
Sbjct: 900 CACACACCGCCCGTCACCCTC 920

>gi | 5835554| ref | NC_001941. 1| Ovis aries mitochondrion, conplete genone
Length = 16616

Score = 323 bits (168), Expect = 5e-89

Identities = 360/441 (81%, Gaps = 9/441 (2%
Strand = Plus / M nus

http://169.237.78.119/Claw/mit.nt.html (9 of 35) [4/27/2003 10:26:47 AM]

327
604

267
664

211
724

151
784

92
841

32
901

388
543

328
603

268
663

212
723

153
783

94
839

34
899



BLAST Search Results

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Shjct: 484 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACACAAATAAT TATAAAAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 544 AATTATTCGCCAGAGTACTACC- GCAACAGCCCGAAACT CAAAGGACT TGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 603 ATACCCTTCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAAACCT CACCAATCCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCAC- AGAGTAAG
Sbjct: 663 TCCTAATACAGT CTATATACCGCCATCTTCAGCAAACCCTAAAAAACGGACAAAAGT AAG

Query: 211 CAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
Sbjct: 723 CTCAATAATAACACATAAAGACGT TAGGT CAAGGT GTAACCT AT CGAGT GEGAAGAAAT G

Query: 152 GG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCA
Sbjct: 783 GCCTACATTTTCTACCCAAGAAAATT TAATACCGAAAGCCAT TATGAAAT- TAATAGCCAA

Query: 93 AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACG
Sbjct: 842 AGGAGGATTTAGCAGT AAACTAAGAATAGAGT GCTTAGT TGAATCAGGCCATGAAGCACG

Query: 33 CACACACCGCCCGICACCCTC 13
Sbjct: 902 CACACACCGCCCGTCACCCTC 922

>gi | 5835526| ref | NC_001913. 1] Oryctol agus cuni cul us m tochondri on,
conpl ete genone
Length = 17245

Score = 321 bits (167), Expect = 2e-88
Identities = 359/440 (81%, Gaps = 12/440 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 488 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTTTGATAATTTCAT- AACAA

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGTCGCTTT
Sbjct: 547 AATTATTCGCCAGAGAACT ACAAGCCAAAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 607 ATACCCACCTAGAGGACGCCTGI TCCGT AAT CGATAAACCCCGATAAACCCTACCACTCT T

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAGC
Sbjct: 667 TGCCAACT CAGCCTATATACCGCCAT CTTCAGCGAACCCTAAAAAGGAGCAAAAGT AAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT GGG
Sbjct: 727 TCAATTACCACCGTAAAAACGT TAGGT CAAGGT GTAGCCCATAGAGT GGAGAGCAATGGEG

Query: 150 - TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAA- TCTAAGGECTCAA
Sbjct: 787 CTACATTTTCTAC- TTCAGAATA- - - - TACGAAAGCCCT TATGAAACT CTAAGGECCAAA

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGC
Sbjct: 842 GGAGGATTTAGTAGT AAATTAAGAATAGAGT GCTTAATTGAACAAGGCCATGAAGCACGC

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 902 ACACACCGCCCGICACCCTC 921

>gi | 5835484| ref | NC_001892. 1| Myoxus glis mitochondrion, conplete
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BLAST Search Results

genone
Length = 16602

Score = 321 bits (167), Expect = 2e-88
Identities = 355/439 (80%, Gaps = 9/439 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 484 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACATAAACCCT TACT- - AACGC

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 542 AACCGT TCGCCAGAGT ACTACAAGCCACAGCTCAAAACT CAAAGGACT TGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 602 ATATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATAAACCTCACCACTTCT

Query: 266 TG - - - CCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGCECCACAGAGT AAGC
Sbjct: 662 TGCTACCACAGCT TATATACCGCCATCT TCAGCAAACCT TAACAAGGAATCAAAGTAAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 722 CCAAGTATTAACATAAAAACGT TAGGT CAAGGT GTAGCCTATGAAGT GGAAAGAAAT GGG

Query: 150 - TACGT TTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECTCAAG
Sbjct: 782 CTACATTTCCTTTCCCAAGTACA- - TTCACGTCAACTTTTATGAAACCTAAAAGTAAAAG

Query: 91 GAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACGCA
Shjct: 840 GCGGATTTAGTAGT AAGCT AAGAATAGAGAGCCT AGCT GAATAGGGCCAT GAAGCACGCA

Query: 31 CACACCGCCCGICACCCTC 13
Sbjct: 900 CACACCGCCCGTCACCCTC 918

>gi | 5835429| ref | NC_001821. 1| Dasypus noventi nctus m tochondri on,
conpl et e genone
Length = 17056

Score = 317 bits (165), Expect = 3e-87
Identities = 268/312 (85%, Gaps = 6/312 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 492 CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACTAAAACAGT TC- ACAAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 551 AACTGT TCGCCAGAGT ACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 611 ACATCCTTCTAGAGGAGCCTGI TCTATAAT CGATAAACCCCGATATACCT CACCACCCCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
Sbjct: 671 TGCTAATACAGCCTATATACCGCCATCT TCAGCAGACCCTAGT AAGGCACCACAGTGAGC

Query: 210 AGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 731 ACAATAACATACATAAAGACGT TAGGT CAAGGT GTAGCT TAT GGGGT GGGAAGAAAT GGG

Query: 150 - TACGITTTCTA 140
Sbjct: 791 CTACATTTTCTA 802
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BLAST Search Results

Score = 73.7 bits (38), Expect = 9e-14
Identities = 68/83 (81%
Strand = Plus / M nus

Query: 94 AAGCAGCATTTACCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC - 35
Sbjct: 846 AAGGTGEATTTAGTAGTAAGCTAAAAATAGACGAGT TTAGCT GAACCAGGECCATAAAGCAC 905

Query: 34 GCACACACCGCCCGTCACCCTCT 12
Sbjct: 906 GCACACACCGCCCGTCACCCTCT 928

>gi | 5834939 ref | NC_001567. 1| Bos taurus mnitochondrion, conplete genone
Length = 16338

Score = 314 bits (163), Expect = 4e-86
Identities = 270/316 (85%, Gaps = 6/316 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 842 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACACAGATAATTACATAAACAA 901

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT - 327
Sbjct: 902 AATTATTCGCCAGAGT ACTACTAGCAACAGCT TAAAACTCAAAGGACTTGCCGGTCCTTT 961

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 962 ATATCCTTCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAAACCTCACCAATTCT 1021

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGTAAGC 211
Shjct: 1022 TCCTAATACAGTCTATATACCGCCATCT TCAGCAAACCCTAAAAAGCAAAAAAAGTAAGC 1081

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGECAAGAAAT GG 152
Sbjct: 1082 GTAATTATGATACATAAAAACGT TAGGT CAAGGT GTAACCTATGAAATCCEGAAGAAATGG 1141

Query: 151 G TACGITTTCTACAC 137
Sbhjct: 1142 CCTACATTCTCTACAC 1157

Score = 112 bits (58), Expect = 2e-25
Identities = 74/ 82 (90%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Sbjct: 1200 AAGGAGGATTTAGCAGTAAACTAAGAATAGAGT CCTTAGT TGAATTAGGCCATGAAGCAC 1259

Query: 34 GCACACACCGCCCGICACCCTC 13
Sbjct: 1260 GCACACACCGCCCGTCACCCTC 1281

>gi | 7212513| ref | NC_002391. 1| Tal pa europaea mitochondrion, conplete
genone
Length = 16884

Score = 310 bits (161), Expect = 6e-85

Identities = 265/312 (84%, Gaps = 5/312 (1%
Strand = Plus / M nus
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BLAST Search Results
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i es

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
857

34
917

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCAC
AAGGAGGATTTAGTAGTAAATTAAGAAT AGAGCGCT TAATTGAATAAGGCCAT GAAGCAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGICACCCTC 938
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Strand = Plus / M nus

446
481

386
540

326
600

266
660

210
720

151
780

92
839

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCATAAACATAAAAACT TATA- CAACAA

AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
AAGATTTCGCCAGAGAACTACTAGCAATAGCT TAAAACT CAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
ATACCCACCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATACACCTCACCTCTCCT

TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGCCCACAGAGT AAGC
TGCTAATTCAGCCTATATACCGCCATCTTCAGCCAACCCCAT TATGGAAACAAAGTGAGC

AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GCCAAGAAAT GG
GCAAGTACACTACATAAAAACGT TAGGT CAAGGT GTAGCCAAT CGAGT GCGAAGAAAT GG

G TACGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGEGCTCAA
CCTACATTTTCT- TACCCAAGAACATTAAACCCAAATCTTTATGAAATTCAAACATCTAA

GGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACCC
GGAGGATTTAGTAGT AAATTAAGAATAGAGAGCT TGAT TGAACT AGGCCATGAAGCACGT

http://169.237.78.119/Claw/mit.nt.html (13 of 35) [4/27/2003 10:26:47 AM]

387
554

327
614

267
674

211
734

151
794

35
916

387
539

327
599

267
659

211
719

152
779

93
838

33
898



BLAST Search Results

Query:
Shj ct:

32
899

ACACACCGCCCGICACCCTC 13
ACACACCGCCCGTCACCCTC 918

>gi | 5835764| ref | NC_002078. 1] Orycteropus afer conplete m tochondrial
genone
Length = 16816

Score =
| dentit

302 bits (157), Expect = le-82

i es

268/ 316 (84%, Gaps = 7/316 (2%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
| dentit

450
483

390
541

330
601

270
661

214
721

154
781

GATTCAAACT GCGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA
GATACAAACT GCGATTAGATACCCCACTATGCCTAGCCATAAACTTAAATATTTC- - TCA

ACAAAACTGTI TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
ACAAAATTATTCGCCAGAGAACTACAAGCAACAGCTTAAAACT CAAAGGACTTGECGEGET G

CTTTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTTATATCCATCTAGAGGAGCCT GT TATGTAATCGATAAACCCCGATATACCT CACCAT

CTCTTGCC- - - - CAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT
CACTTGCCAATACAGCCTATATACCGCCATCT TCACCAAACCCT TACAAGGAATAATAGT

AAGCAGAAGT ATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAA
AAGCCAAATTATTACCATAAAAACGT TAGGT CAAGGT GTAGCCAATGTGATGGCAATAAA

TGGG TACGITTTCTA 140
TGGECECTACATTTTCTA 796

116 bits (60), Expect = 2e-26

i es

78/ 87 (89%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

99
837

39
897

GGCTCAAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCATGA
GGCCTAAAGGAGGATTTAGTAGTAAATTAAGAATAGAGACCT TAAT TGAATAAGCCCATGA

AGCACGCACACACCGCCCGICACCCTC 13
AGCACGCACACACCGCCCGICACCCTC 923

>gi | 5834857| ref | NC_001325. 1| Phoca vitulina mtochondrion, conplete

Score =

genone

Length = 16826

298 bits (155), Expect = 2e-81

Identities = 355/445 (79%, Gaps = 8/445 (1%
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

450
1423

390
1483

330
1543

GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA
GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCCTAAACATAAATAATTCACGTA

ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
ACAAAATTATTCCCCAGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACTTGGECEGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTCACACCCCT CTAGAGGAGCCTGT TCTGTAATCGATAAACCCCGATAAACCT CACCAT
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391
540

331
600

271
660

215
720

155
780

40
896

391
1482

331
1542

271
1602



BLAST Search Results

Query: 270 CTCTTGC - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGECCACAGAGT
Sbjct: 1603 TCCTTCCTAATACAGT CTATATACCGCCATCT TCACCAAACCCT TAAAAGCAACAAAAGT

Query: 214 AAGCAGAAGTAT- - CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGA
Sbjct: 1663 AAGCACAATAATCGCTACATAAAAAAGT TAGGT CAAGGT GTAACCT AT GGAAT GEGAAGA

Query: 156 AATGGG TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGEG
Sbjct: 1723 AATCCCECTACATTTTCTAAATA- AGAACAATCATACGAAAGT TTTTATGAAATTAACAAA

Query: 97 CTCAAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAAT TGAATGAGGCCATGAAG
Sbjct: 1782 CTAAAGGTCGATTTAGTAGT AAGCTAAGAATAGAGACCT TAGCT GAACCGEGECCATGAAG

Query: 37 CACGCACACACCGCCCGTCACCCTC 13
Shjct: 1842 CACGCACACACCGCCCGICACCCTC 1866

>gi | 5836030| r ef | NC_000889. 1| Hi ppopot anus anphi bi us m t ochondri on
conpl et e genone
Length = 16407

Score = 291 bits (151), Expect = 4e-79
Identities = 264/313 (84%, Gaps = 6/313 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Sbjct: 491 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACACAGATAATTCCAAAAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCTTAAAACT CAAAGGACT TGECAGTCCTTT
Sbjct: 551 AACTATTCGCCAGAGT ACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Shjct: 611 ATACCCCTCTAGAGGAGCCTGI TCTATAAT CGATAAACCCCGATAAACCT CACCAACCCT

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGI AACGC
Shjct: 671 TCCTAATCCAGT CTATATACCGCCAT CTCCAGCAAACCCTAAAAAGGACTAAAAGT AAGC

Query: 210 AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GBCAAGAAAT GG
Sbjct: 731 TCAACTATTACACATAAAGACGT TAGGT CAAGGT GTAACCT AT GGGCT GCGAAGAAAT GG

Query: 151 G TACGTTTTCTA 140
Sbjct: 791 CCTACATTTTCTA 803

Score = 106 bits (55), Expect = le-23
Identities = 85/100 (85%
Strand = Plus / M nus

Query: 112 TATGAAATCTAAGGGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTG
Sbjct: 838 TATGAAAGCTAGGAACT AAAGGAGGAT TTAGTAGTAAATCAAGAGTAGAGTGCTTGATTG

Query: 52 AATGAGGCCAT GAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 898 AACAAGCCTAT GAAGCACGCACACACCGCCCGTCACCCTC 937

>gi | 5835107| ref | NC_001640. 1| Equus cabal l us m tochondrion, complete
genomne
Length = 16660
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BLAST Search Results

289 bits (150), Expect = le-78
Identities = 269/316 (85%, Gaps = 8/316 (2%
Strand = Plus / M nus

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score =
| dentit

446
491

387
551

327
611

267
671

212
731

153
791

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAG TTAGATCAACA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACTAAAATAGCT TACCACAACA

AAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGTI CCTT
AAGCTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGGCGGTGCTT

TATATCCCTCTAAAGGAGCCTGIT TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TACATCCCTCTAGAGGAGCCTGI TCCATAATCGATAAACCCCGATAAACCCCACCATCCC

TTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGA- AAGGCCACAGAGT AA
TTGCTAATTCAGCCTATATACCGCCAT CTTCAGCAAACCCTAAACAAGGTACCGAAGTAA

GCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAAT
GCACAAATATCCAACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GGGAT GGAGAGAAAT

GGG TACGITTTCTAC 139
GCCCTACATTTTCTAC 806

112 bits (58), Expect = 2e-25

i es

74/ 82 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
860

34
920

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAATTAAGAATAGAGAGCT TAATTGAAT CAGGCCAT GAAGCGC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGICACCCTC 941

>gi | 5835009| ref | NC_001602. 1| Hal i choerus grypus m tochondri on,

Score =

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

conpl et e genone

Length = 16797

285 bits (148), Expect = 2e-77
Identities = 350/441 (79%, Gaps = 8/441 (1%
Strand = Plus / M nus

446
1397

386
1457

326
1517

266
1577

210
1637

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACATAAATAATTCACGTAACAA

AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
AATTATTCGCCAGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTCGCTTC

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ACACCCCT CTAGAGGAGCCTGI TCTGTAACCGATAAACCCCGATAAACCT CACCACTCCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGCECCACAGAGT AACC
TCCTAATACAGT CTATATACCGCCATCT TCAGCAAACCCT TAAAAGGAACAAAAGT AAGC

AGAAGTAT- - CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
ACAATAATCCCTACATAAAAAAGT TAGGT CAAGGT GTAACCTATGGAGT GGGAAGAAAT G
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388
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328
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1696



BLAST Search Results

Query: 152 GG TACGT TTTCTACACACAGAAAAATCTCGCGACAACCGT TATGAAATCTAAGGGCTCA 94
Sbjct: 1697 GCCTACATTTTCTAAATA- AGAACAACTATACGAAAGT TTTTATGAAACTAACAAACTAA 1755

Query: 93 AGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACG 34
Sbjct: 1756 AGGTCGGATTTAGTAGI AAGCTAAGAATAGACGACCT TAGCT GAACCGEGECCATGAAGCACG 1815

Query: 33 CACACACCGCCCGICACCCTC 13
Sbjct: 1816 CACACACCGCCCGTCACCCTC 1836

>gi | 5835862| r ef | NC_000845. 1| Sus scrofa nitochondrion, conplete genone
Length = 16613

Score = 279 bits (145), Expect = le-75
Identities = 265/315 (84%, Gaps = 7/315 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 1662 CAAACTGGGATTAGATACCCCACTATGCCTAGCCCTAAACCCAAATAGI TACAT- AACAA 1720

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT - 327
Sbjct: 1721 AACTATTCGCCAGAGT ACTACTCGCAACT GCCTAAAACT CAAAGGACTTGECGGTGCTTC 1780

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1781 ACATCCACCTAGAGGAGCCTGITCTATAATCGATAAACCCCGATAGACCTTACCAACCCT 1840

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGTAAGC 211
Sbhjct: 1841 TGCCAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGGAACAATAGTAAGC 1900

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGG 152
Sbjct: 1901 ACAATCATAGCACATAAAAACGT TAGGT CAAGGT GTAGCTTATGGGT TGGAAAGAAATGG 1960

Query: 151 G TACGITTTCTACA 138
Sbjct: 1961 CCTACATTTTCTACA 1975

Score = 119 bits (62), Expect = le-27
Identities = 76/ 83 (91%
Strand = Plus / M nus

Query: 95 CAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCA 36
Sbjct: 2019 CAAGGAGGATTTAGCAGT AAATCGAGAATAGAGT GCTTGATTGAATAAGGCCATGAAGCA 2078

Query: 35 CGCACACACCGCCCGTCACCCTC 13
Sbjct: 2079 CGCACACACCGCCCGICACCCTC 2101

>gi | 5834995| ref | NC_001601. 1| Bal aenopt era muscul us ni tochondri on,
conpl et e genone
Length = 16402

Score = 277 bits (144), Expect = 4e-75

Identities = 266/317 (83%, Gaps = 7/317 (2%
Strand = Plus / M nus

Query: 450 GATTCAAACT GGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 909 GATCCAAACT GGGATTAGATACCCCACTATGCT TAGCCATAAACCCCAGTAGTCACAA- A 967
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BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score

Query:
Shj ct:

Query:
Shj ct:

390
968

330
1028

270
1088

214
1148

155
1208

ACAAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGT G
ACAAGACTATTCGCCAGAGTACTACTAGCAACAGCTTAAAACT CAAAGGACTTGECEGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CTTCATACCCCT CTAGAGGAGCCT GTTCTGTAACCGATAAACCCCGAT TAACCT CACCAA

CTCTTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT
CCCTTGCTACTTCAGT CTATATACCGCCATCT TCAGCAAACCCT AAAAGGGAACGAAAGT

AAGCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAA
AAGCATAATCATCCTACATAAAAACGT TAGGT CAAGGT GTAACCAAT GGGT TGCGAAGAA

ATGEG TACGITTTCTA 140
ATGCCCTACATTTTCTA 1224

= 117 bits (61), Expect = 4e-27
ldentities
Strand = Plus / M nus

94
1276

34
1336

75/ 82 (91%

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGTAGTAAAT CAAGAGCAGAGT CCTTGATTGAATAAGGCCATGAAGCAC

GCACACACCGCCCGICACCCTC 13
GCACACACCGCCCGTCACCCTC 1357

>gi | 5835331| ref | NC_001779. 1] R unicornis conplete mtochondrial genone
Length = 16829

Score

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score

= 273 bits (142), Expect = 6e-74
ldentities
Strand = Plus / M nus

446
490

387
550

327
610

267
670

211
730

152
790

264/ 315 (83%, Gaps = 7/315 (2%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATC- AACA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCCAAACTCAAATAATTCTTCCCAACA

AAACTGI TCCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT GCTT
AAATTATTCGCCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGGECGGTGCTT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TATATCCCCCTAGAGGAGCCTGI TCCATAACCGATAAACCCCGATAAACCT TACCAGCCC

TTGC- - - - CCAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AAG
TTGCTAATTCAGCCTATATACCGCCAT CT TCAGCCAACCCTAAAAAGGAACCAAAGT AAG

CAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
CACAAGTATAAGACATAAAAACGT TAGGTCAAGGT GTAGCT TATGGGATGGAGAGAAATG

GG TACGITTTCTAC 139
GCCTACATTTTCTAC 804

= 110 bits (57), Expect = 9e-25
Identities = 88/101 (87%, Gaps = 1/101 (0%
Strand = Plus / M nus
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BLAST Search Results

Query: 113 TTATGAAATCTAAGGGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGTGTTTAATT 54
Sbjct: 837 TTATGAAAT- TAAAAGCTAAAGGAGCATTTAGCCAGTAAATTAAGAATAGAGACCTTAATT 895

Query: 53 GAAT GAGGCCATGAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 896 GAACCAGGCCATAAAGCACGCACACACCGCCCGICACCCTC 936

>gi | 5835401| ref | NC_001808. 1| Cer at ot heri um si mum ni t ochondri on
conpl et e genone
Length = 16832

Score = 267 bits (139), Expect = 3e-72
Identities = 260/313 (83%, Gaps = 6/313 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 489 CAAACTGGGATTAGATACCCCACTATGCCTAGCCTTAAACCTAAATAATTTCTCCAACAA 548

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT 327
Shjct: 549 AATTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGCCGGTGCTTT 608

Query: 326 ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 609 ATATCCCCCTAGAGGAGCCTGI TCCATAACCGATAAACCCCGATAAACCCCACCAACCCT 668

Query: 266 TGC- - - - CCAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGGCCACAGAGIAAGC 211
Sbjct: 669 TCCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAAGCAACTAAAGTAACGC 728

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGG 152
Sbjct: 729 ACAAGTATAAAACATAAAAACGT TAGGT CAAGGT GTAGCTTATGGCGATGGAGAGAAATGG 788

Query: 151 G TACGTTTTCTA 140
Sbjct: 789 CCTACATTTTCTA 801

Score = 106 bits (55), Expect = le-23
Identities = 73/82 (89%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Sbjct: 853 AAGGAGGATTTAGCAGTAAAT TAAGAATAGAGACCT TAATTGAACCAGGCCATAAAGCAC 912

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 9183 GCACACACCGCCCGTCACCCTC 934

>gi | 5835345| ref | NC_001788. 1| Equus asi nus nitochondrion, conplete
genone
Length = 16670

Score = 266 bits (138), Expect = le-71

Identities = 265/316 (83%, Gaps = 8/316 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT T- AGATCAACA 388
Shjct: 492 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCAAAATACCTCACCATAACA 551

Query: 387 AAACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGECAGIGCTT 328
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BLAST Search Results

Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Scor e

Query:
Shj ct:

Query:
Shj ct:

552

327
612

267
672

212
732

153
792

AAGCTATTCGCCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGECGGTGCTT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
TACATCCCTCTAGAGGAGCCTGI TCCGT AATCGATAAACCCCGATAAACCCCACCATCCC

TTGC- - - - CCAGCCTATATACCTCCATCT TCAGCAAACCCT GGA- AAGGCCACAGAGTAA
TTGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAACAAGGTACCAAAGT AA

GCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT
GCACAATCATCCAACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GGGATGGAGAGAAAT

GGG TACGITTTCTAC 139
GCCCTACATTTTCTAC 807

= 106 bits (55), Expect = le-23
ldentities
Strand = Plus / M nus

94
860

34
920

73/ 82 (89%

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGTAGTAAATTAAGAATAGAGAGCT TAATTGAATCAGGCCAT GAAGCGC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGCCCGTCACCCTC 941

>gi | 5819095]| ref | NC_001321. 1| Bal aenopt era physal us nitochondri on,

Score

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score

conpl et e genone

Length = 16398

= 250 bits (130), Expect = 5e-67
ldentities
Strand = Plus / M nus

450
911

390
970

330
1030

270
1090

214
1148

155
1208

263/ 317 (82%, Gaps = 9/317 (2%

GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCA
GATCCAAACT GGGATTAGATACCCCACTATGCT TAGT CGTAAACCCCAATAGT CACAA- A

ACAAAACTGT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGCAGT G
ACAAGACTATTCGCCCAGAGTACTACTAGCAACAGCCTAAAACT CAAAGGACTTGECEGET G

CTTTATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCAC
CCTCATACCCATCTAGAGGAGCCTGT TCTGTAACCGATAAACCCCGATCAACCT CACCAA

CTCTTGC - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT
CCCTTGCTACTTCAGT CTATATACCGCCATCTTCAGCAAACCCT - - AAAGGGAGAAAAGT

AAGCAGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAA
AAGCATAACCATCCTACATAAAAACGT TAGGT CAAGGT GTAACCCAT GGGT TGGGAAGTA

ATGEG TACGITTTCTA 140
ATGCCCTACATTTTCTA 1224

= 100 bits (52), Expect = 7e-22
Identities = 87/102 (85%, Gaps = 1/102 (0%
Strand = Plus / M nus
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BLAST Search Results
Query: 113 TTATGAAATCTAAGGGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGTGTTTAATT 54
Shj ct: 1260 TTATGAAACTTAAAAACTAAAGGAGGATTTAGTAGTAAATCAAGAGCAGAGTGCTTGATT 1319

Query: 53 GAATGAGGCCATGA- AGCACGCACACACCGCCCGICACCCTC 13
Sbjct: 1320 GAATAAGGCCAT GAGGGCACGCACACACCGCCCGTCACCCTC 1361

Score = 29.5 bits (15), Expect = 1.8
Identities = 15/15 (100%
Strand = Plus / M nus

Query: 447 TCAAACTGGGATTAG 433
Shjct: 4665 TCAAACTGGGATTAG 4679

>gi | 5835638]| ref | NC_001992. 1| Papi o hamadryas nitochondrion, conplete
genone
Length = 16521

Score = 241 bits (125), Expect = 4e-64
Identities = 188/217 (86%, Gaps = 1/217 (0%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 481 CAAACTGGGATTAGACACCCCACTATCGTTGECCCTAAACCTCAATAGT TAAAATAACAA 540

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT - 327
Sbjct: 541 AACTATTCGCCAGAATACTACAAGCAACAGCT TAAAACTCAAAGGACTTGECGGTGCTTC 600

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 601 ATA- CCCCCTAGAGGAGCCTGI TCTGTAAT CGATAAACCCCGATCCACCCCACCCTCTCT 659

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG 230
Sbjct: 660 TCCTTAGICTATATACCGCCATCTTCAGCAAACCCTG 696

Score = 137 bits (71), Expect = 7e-33
Identities = 147/180 (81%, Gaps = 2/180 (1%
Strand = Plus / M nus

Query: 196 AAAAACGT TAGGT CAAGGT GTAGCCCAT GACGT GECAAGAAATCCGTACGI TTTCTACAC 137
Sbjct: 735 AAAAACGT TAGGT CAAGGT GTAACTTATGAGACGGTAAAAATGGECECTACATTTTCTACTT 794

Query: 136 ACAGAAAAAT CTCGCGACAACCGT TATGAAAT CTAACGECTCAAGGAGGATTTAGCAATA 77
Sbjct: 795 - CAGAAAACCC- CACGATAGCTCTTATGAAAT CTAGGAGCCCAAGGAGGATTTAGCAGTA 852

Query: 76 AATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCACACACCGECCCGICAC 17
Sbjct: 853 AATTAAGAATAGAGT CCTTAATTGAACT AGGCCATAAAGCACGCACACACCGECCCGTCAC 912

>gi | 5836058| ref | NC_000891. 1| Ornithorhynchus anatinus mtochondrion
conpl et e genone
Length = 17019

Score = 237 bits (123), Expect = 6e-63

Identities = 261/315 (82%, Gaps = 10/315 (3%
Strand = Plus / M nus
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BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
488

386
547

326
606

266
665

210
725

151
784

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACTCAAGTCGT TTAAT- AACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
AACTACT CACCAGAGAACTACTAGCAACAGCT TAAAACT CAAAGGACT TGECGGTGCT T-

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
- CACCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATACACCTCACCATCTTT

TGCC- - - - CAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AACC
TGCCACTACTGTCTATATACCGCCAT CGI CAGCCAACCCT AAAAAGGAACAAAAGTAGEC

AGAAGTA- TCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
GTAATCATTTTTCATAAAAACGT TAGGT CAAGGT GTAGCCTATAAGATGG AAGAAAT GG

G TACGITTTCTACA 138
CCTACATTTTCTACA 798

Score = 66.1 bits (34), Expect = 2e-11
ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
836

34
896

66/ 82 (80%

AAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCAC
AAGGAGGATTTAGTAGT AAGCCAAGAAT AGAGACCT TGACT GAACT GEGCAATGAAGCAC

GCACACACCGCCCGTCACCCTC 13
GCACACACCGECCCGTCACCCTC 917

>qgi | 5835666]| ref | NC_002009. 1| Arti beus jamai censis mtochondrion,

Score

conpl et e genone

Length = 16651

ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Score

446
479

386
539

327
599

267
659

206 bits (107), Expect = le-53
185/ 219 (84%, Gaps = 5/219 (2%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT AAAGAGT CCTCCTAACAA

AACTGI TCGCCA- GAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGTCCTT
GACTCTTCGCCAAGAGT ACTACTAGCCAAAGCT TAAAACT CAAGGGACT TGECGGTCCTT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
CATATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCGATCAACCT CACCAACCC

TTG - - - CCCAGCCTATATACCTCCATCTTCAGCAAACC 233
TTGTCAACTCAGCCTATATACCGCCATCTTCAGCAAACC 697

= 117 bits (61), Expect = 4e-27
Identities = 81/91 (89%
Strand = Plus / M nus
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BLAST Search Results

Query: 103 TAAGCGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCC 44
Sbjct: 836 TAAGGACTAAAGGT GGATTTAGCAGTAAATTAAGAATAGAGT GCTTAGT TGAATAAGECC 895

Query: 43 ATGAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 896 ATGAAGCACGCACACACCGCCCGTCACCCTC 926

Score = 64.1 bits (33), Expect = 7e-11
Identities = 41/45 (91%
Strand = Plus / M nus

Query: 195 AAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG 151
Sbjct: 736 AAAACGT TAGGT CAAGGT GTAGCCTATGGGT TGGAAAGAAATGEG 780

>gi | 5835037| ref | NC_001610. 1| Di del phis virginiana mtochondrion
conpl et e genone
Length = 17084

Score = 202 bits (105), Expect = le-52
Identities = 239/301 (79%, Gaps = 5/301 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 491 CAAACTGGCGATTAGATACCCCACTATCCTTAGTAATAAACTAAAATAATTTAACAAACAA 550

Query: 386 AACTGI TCECCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGCCAGTGCTTT - 327
Sbjct: 551 AATTATTCGCCAGAGAACTACTAGCAATTGCT TAAAACT CAAAGGACT TGGCGGTGCCCT 610

Query: 326 ATATCCCTCTAAAGGAGCCTGTI TCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 611 AAACCCACCTAGAGGACCCTGI TCTATAAT CGATAAACCCCGATAAACCAGACCTTATCT 670

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGGCCACAGAGTAAGC 211
Sbjct: 671 TGCCAATACAGCCTATATACCGCCATCGI CAGCTAACCT TTAAAAACAATTACAGTAAGC 730

Query: 210 AGAAGTAT- CTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGG 152
Sbjct: 731 AAAATCATACAACATAAAAACGT TAGGT CAAGGT GTAGCATATGATAAGGAAAGTAATGG 790

Query: 151 G 151
Sbjct: 791 G 791

Score = 83.4 bits (43), Expect = le-16
Identities = 69/82 (84%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Sbjct: 846 AAGGAGGATTTAGTAGTAAAT TAAGAATAGAGAGCT TAATTGAATTAGGCAATAGEECGC 905

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 906 GCACACACCGCCCGICACCCTC 927

>gi | 5835792| r ef | NC_002080. 1| Eri naceus europaeus mnitochondrion
conpl et e genone
Length = 17447
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BLAST Search Results

Score

189 bits (98), Expect = 2e-48

ldentities
Strand = Plus / M nus

189/ 227 (83%, Gaps = 6/227 (2%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTAGGATTAGATACCCTATTATGCTTAGCCCTAAACTTAGACAGT TACTT- AACAA

AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGECAGTCCTTT
AACT GTACGCCAGAGAACT ACGAGCTACAGCT TAAAACT CAAAGGACT TGECGGTGCTTT

ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATA- CCCCCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCAATCTT

TGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCCTGGAAAGG 224
TCCTAATTCAGCCTTTATACCGCCATCTTCAGCGAACCCTAAAAAGG 718

114 bits (59), Expect = 6e-26

Query: 446
Sbjct: 494
Query: 386
Shjct: 553
Query: 326
Sbjct: 613
Query: 266
Sbjct: 672
Score =
Identities

75/ 83 (90%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
845

34
905

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC
AAGGAGGATTTAGCAGTAAATTAAGAGT AGAGT CCTTAATTGAAT TTGGCAAT GAAGCAT

GCACACACCGCCCGTCACCCTCT 12
GCACACACCGCCCGTCACCCTCT 927

>gi | 5835359| ref | NC_001794. 1| Macropus robustus mitochondrion, conplete

Score

genone

Length = 16896

185 bits (96), Expect = 2e-47

ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
491

386
550

326
609

266
669

210
729

151
789

249/ 313 (79%, Gaps = 8/313 (2%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATCCTTAGCCTTAAACCTAGATAATTTAAT- AACAA

AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
AATTATTCGCCAGAGAACTACTAGCCAATGCT TAAAACT CAAAGGACT TGECGGTGC- CT

ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
AAACCCACCT AGAGGAGCCTGI TCTATAAT CGATAAACCCCGATAAACCCCACCTTTTCT

TGC- - - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AACGC
TGCCAATCCAGCCTATATACCGCCAT CGI CAGCTAACCCCAACAGECATAAAAAGT AACGC

AGAAGTATCTA- CATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GG
AAGATCATCAACCATAAAAACGT TAGGT CAAGGT GTAGCATAT GAAAAGGTAAGTAAT GG

G TACGITTTCTA 140
CCTACATTTTCTA 801
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BLAST Search Results

Score = 77.6 bits (40), Expect = 6e-15
Identities = 68/82 (82%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC 35
Shjct: 845 AAGCCGAGCATTTAGTAGTAAAT TAAGAATAGACGACCT TAATTGAAATAGGCAATAGGECGE 904

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 905 GCACACACCGCCCGICACCCTC 926

>gi | 5835890| r ef | NC_000860. 1| Sal velinus fontinalis m tochondrion,
conpl et e genone
Length = 16624

Score = 156 bits (81), Expect = le-38
Identities = 235/302 (77%, Gaps = 8/302 (2%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGAT- CAACA 388
Sbjct: 1448 CAAACTGGGATTAGATACCCCACTATGCCTAGCCGTAAACTTTGATAGAAAAATACAACT 1507

Query: 387 AAACTGI TCCCCAGAACACTACAAGCCAACAGCT TAAAACTCAAAGGACTTGECAGIGCTT 328
Shjct: 1508 GA- - TATCCGCCAGGGAACT ACAAGCGCCAGCT TAAAACCCAAAGGACTTGECGGTCGLCT 1565

Query: 327 TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC 268
Sbjct: 1566 CAGACCCACCTAGAGGAGCCTGI TCTAGAACCGATAACCCCCGI TCAACCTCACCACCTC 1625

Query: 267 TTG - - - CCCAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGGCCACAGAGTAAG 212
Sbjct: 1626 TTGTTTTCCCCGCCTATATACCACCGT CGT CAGCTTACCCTGTGAAGCCCCTATAGTAAG 1685

Query: 211 CAGAAGTATCTACA- TAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATG 153
Sbjct: 1686 CAAAATGGGCAAAACCCAAAACGT CAGGT CGAGGT GTAGCGCATCGEGT CEGAAGAAATG 1745

Query: 152 G5 151
Shjct: 1746 GG 1747

Score = 60.3 bits (31), Expect = le-09
Identities = 65/82 (79%
Strand = Plus / M nus

Query: 94 AACCAGCATTTACCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGECCATGAAGCAC 35
Sbjct: 1800 AAGCGTGCATTTAGCCAGT AAATAGAAAACAGACAGT TCTCTTGAAACTGCCTCTGAGECGE 1859

Query: 34 GCACACACCGCCCGICACCCTC 13
Sbjct: 1860 GCACACACCGCCCGTCACTCTC 1881

>gi | 6137801| ref | NC_000934. 1| Loxodonta africana nitochondrion
conpl et e genone
Length = 16866

Score = 146 bits (76), Expect = 9e-36

Identities = 173/219 (78%, Gaps = 4/219 (1%
Strand = Plus / M nus
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BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
490

386
550

326
610

266
670

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGAGATTAGATACCTCACTATGCCTAGCCCTAAACTTTGATAGCTACCTTTACAA

AACTGI TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTCCTTT
AGCTATCCGCCAGAGAACT ACTAGCCAGAGCT TAAAACT TAAAGGACT TGECGGTCCTTT

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
ATATCCACCTAGGEGAGCCTGICTCGT AACCGATGAACCCCGATATACCTTACCGT CACT

TGC- - - - CCAGCCTATATACCTCCATCTTCAGCAAACCC 232
TGCTAATTCAGT CCATATACCACCATCTTCAGCAAACCC 708

Score = 71.8 bits (37), Expect = 3e-13
ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

94
846

34
906

67/82 (81%

AAGGAGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCAC
AAGCCGCATTTAGTAGTAAACT AAGAATAGAGACCT TAATTGAACAAGGECTATGAAGCGC

GCACACACCGCCCGICACCCTC 13
GIACACACCGCCCGTCACTCTC 927

>gi | 5835904| r ef | NC_000861. 1| Sal vel i nus al pi nus m tochondri on,

Scor e

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

conpl ete genone

Length = 16659

144 bits (75), Expect = 3e-35
ldentities
Strand = Plus / M nus

446
1482

387
1542

327
1600

267
1660

211
1720

152
1780

233/302 (77%, Gaps = 8/302 (2%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGAT- CAACA
CAAACTGGGATTAGATACCCCACT ATGCCTAGCCGT AAACT TTGATAGAAAAATACAACT

AAACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACTTGGCAGT GCTT
GA- - TATCCGCCAGGGAACTACAAGCGCCAGCT TAAAACCCAAAGGACT TGECGGTGCCT

TATATCCCTCTAAAGGAGCCTGIT TCTATAATCCGATAAACCCCAATTTACCTCACCACCTC
CAGACCCACCT AGAGGAGCCTGI TCTAGAACCGATAACCCCCGT TCAACCTCACCACCTC

TTG - - - CCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAG
TTGTTTTCCCCGCCTATATACCACCGT CGT CAGCTTACCCTATGAAGCCCCGATAGTAAG

CAGAA- GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT G
CAAAAT GGGTAAGACCCAAAACGT CAGGT CGAGGT GTAGCGCAT GGGEGT GGGAAGAAAT G

GG 151
GG 1781

Score = 54.5 bits (28), Expect = 5e-08
ldentities
Strand = Plus / M nus

64/ 82 (78%
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BLAST Search Results

Query:
Shj ct:

Query:
Shj ct:

94
1834

34
1894

AAGCCAGCATTTAGCCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGECCAT GAAGCAC
AAGCGTGCATTTAGCCAGT AAACAGAAAACAGACGAGT TCTCTTGAAACT GECTCTGAGECGC

GCACACACCGCCCGICACCCTC 13
GCACACACCGCCCGTCACTCTC 1915

>gi | 5902189| ref | NC_002073. 3] Chrysenys picta m tochondrion, conplete

Score =
| dentit

genone

Length = 16866

141 bits (73), Expect = 5e-34

i es

247/319 (77%, Gaps = 11/319 (3%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
500

386
558

327
618

267
678

211
738

154
798

CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTAGATATTTACAT- - ACAA

AACTGITCECCAGAACACT ACAAGCAACA- CCTTAAAACT CAAAGCGACT TGCCAGIGCTT
AAATATCCGCCAGAGAAT TACGAGCAAAACGCT TAAAACT CTAAGGACT TGGCGGTACCT

TATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
CAAACCCACCTAGAGGAGCCTGI TCTATAATCGACAATCCACGATACACCTCACCATCTC

TTGC- - - CCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCACAGA- GTAAG
TTGCTAACCAGCCTATATACCACCGI CACCAGCTTACCCTATGAAGEGTACAAAAGT AAG

CAGAAGTATCTA- - - CATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GECAAGAAA
CAAAACAATATAAACCATTAACAAGT CAGGT CAAGGT GTAGCTAATTGAGAT CGAAGAAA

TGGEG TACGITTTCTACAC 137
TGECECTACATTTTCTACAC 816

Score = 56.4 bits (29), Expect = 1le-08

ldentit

i es

65/ 83 (78%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

95
857

35
917

CAAGCGAGCGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGECCAT GAACCA
CAAGTAGGATTTAGCAGI AAACT CGGAACAGACGACCCCAATTTAAACCGGTCCTGAGET G

CGCACACACCGCCCGTCACCCTC 13
CGCACACACCGCCCGTCACCCTC 939

>gi | 5835261| ref | NC_001717. 1] Oncor hynchus nyki ss mitochondrion

Score =

ldentit

conpl et e genone

Length = 16642

135 bits (70), Expect = 3e-32

i es

176/ 224 (78%, Gaps = 5/224 (2%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

370
1560

310
1620

ACTACAAGCAACAGCT TAAAACT CAAAGGACT TGCCAGTGCTTTATATCCCTCTAAAGCGA
ACTACAAGCGCCAGCTTAAAACCCAAAGGACT TGECGGT GCCTCAGACCCACCTAGAGGA

GCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG - - - CCCAGCCTAT
GCCTGITCTAGAACCGATAACCCCCGT TCAACCTCACCACCCCT TGT TTTACCCGCCTAT
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BLAST Search Results

Query: 254 ATACCTCCATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAGCAGAAGTATCTACATAA 195
Sbjct: 1680  ATACCACCGICGICAGCTTACCCT GTGAAGGCCCCATAGT - ACCAAAATGGEGCAAAACCA 1738

Query: 194 AAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGES 151
Sbjct: 1739 AAACGT CAGGT CGAGGT GTAGCGCATGAGGT GCGAAGAAATGEG 1782

Score = 46.8 bits (24), Expect = le-05
ldentities = 58/ 75 (77%
Strand = Plus / M nus

Query: 87 ATTTAGCAATAAATTGAGAGCAGAGT GT TTAAT TGAATGAGGECCATGAAGCACGCACACA 28
Shjct: 1843 ATTTAGCAGI AAACAGAAAACAGACAGT TCTCTTGAAACT GECTCTGAGECGCGECACACA 1902

Query: 27 CCGCCCGTCACCCTC 13
Sbjct: 1903 CCGCCCGTCACTCTC 1917

>gi | 5835708| r ef | NC_002012. 1| Squal us acanthi as mitochondrion, conplete
genone
Length = 16738

Score = 131 bits (68), Expect = 4e-31
Identities = 238/313 (76%, Gaps = 8/313 (2%
Strand = Plus / M nus

Query: 446 CAAACTGECATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGI TAGATCAACAA 387
Sbjct: 498 CAAACTACCGATTAGATACCCTACTATCCCCAACCACAAACTTAGACAATAACCT- - ACTA 555

Query: 386 AACT GTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGGCAGTGCTTT - 327
Sbjct: 556 CATTGI CCGCCAGAGTACTACAAGCGCTAGCT TAAAACCCAAAGGACTTGECGGTGCTTC 615

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 616 AGACCCCCCTAGAGGAGCCTGI TCTATAACCGATAATCCCCGT TAAACCTCACCACCCCT 675

Query: 266 TGCC- - - - CAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGCCCACAGAGIAACGC 211
Sbjct: 676 TGCCAATACCCCCTATATACCGCCGI CGI CAGCTCACCCT GTGAAGCATAAGAAGTAACGC 735

Query: 210 AGAAGTATCT- ACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GECAAGAAATGG 152
Sbjct: 736 AAAAAGAACTAACTCCCATACGT CAGGT CGAGGT GTAGCGAAT CGAGT GCAAAGAAAT GG 795

Query: 151 G TACGTTTTCTA 140
Shjct: 796 GCTACATTTTCTA 808

Score = 46.8 bits (24), Expect = le-05
Identities = 28/30 (93%
Strand = Plus / M nus

Query: 42 TGAAGCACGCACACACCGCCCGICACCCTC 13
Sbjct: 898 TGAAGCGCGCACACACCGCCCGTICACTCTC 927

>gi | 5836002| r ef | NC_000886. 1| Chel oni a nydas mitochondrial DNA
conpl et e sequence
Length = 16497
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BLAST Search Results

Score

129 bits (67), Expect = le-30

ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
503

386
562

327
622

267
682

149/ 185 (80%, Gaps = 2/ 185 (1%

CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTAGGATTAGATACCCTACTATGCCTTAGCCCTAAACTTAGATATTTC- ACATACAA

AACTGTTCGCCAGAACACTACAAGCAACA- CCTTAAAACT CAAAGGACTTGECAGIGCT T
AAATATCCGCCAGAGAACT ACGAGCATAACCCT TAAAACT CTAAGGACT TGGCGGTACCT

TATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
CAAACCCCCCTAGAGGAGCCTGI TCTATAATCGATAATCCACGATCTACCTCGCCATCTC

TTGCC 263
TTGCC 686

Score = 44.9 bits (23), Expect = 4e-05
ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

95
861

35
921

63/ 83 (75%

CAACGAGCGATTTAGCAATAAAT TGAGAGCACGAGT GTTTAATTGAATGAGGECCAT GAACCA
CAACCAGGATTTAGCAGT AAACT CGAAACAGCGACCCCAAT TTAAGCCCGT CCTGAGET G

CGCACACACCGCCCGTCACCCTC 13
CGCACACACCGCCCGTCACCCTC 943

>gi | 5835275| ref | NC_001727. 1] Crossostoma |acustre mtochondrion,

Score

conpl et e genone

Length = 16558

129 bits (67), Expect = le-30

ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
1384

386
1443

326
1503

266
1563

210
1623

152
1682

240/ 314 (76%, Gaps = 9/314 (2%

CAAACTGCGATTAGATACCCCACTATCCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGCGATTAGATACCCCACTATCCTCAGCTATAAAC- CTAGACGT TTAATCACAAC

AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
AAACGT CCGCCAGGGT ACT ACGAGCGT CAGCT TAAAACCCAAAGGACT TGECGGTGCCT T

ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
AGACCCCCCTAGAGGAGCCTGTTCTAGAACCGATAACCCCCGT TAAACCTCACCACTTCT

TG - - - CCCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGC
AGTCATCCCCCCCTATATACCGCCGI CGT CAGCTTACCCTGTGAAGCCTCAATAGT AAGC

AGAAGTATCTACA- - TAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT G
A- AAGT GGECACAACCCAAAACGT CAGGT CGAGGT GTAGCGTACGAAGT CEGAAGAGAT G

GG TACGITTTCTA 140
GCCTACATTTTCTA 1695

Score = 37.2 bits (19), Expect = 0.009
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BLAST Search Results

Identities = 61/82 (74%
Strand = Plus / M nus

Query: 94 AAGCCGAGCATTTACCAATAAATTCGAGAGCAGAGT GTTTAATTGAATGAGGECCATGAAGCAC 35
Sbjct: 1738 AAGGAGCATTTAGTAGT AAAAACGAAATAGAGT GTCCTTTTGAACCCEECTCTGAGECGE 1797

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 1798 GTACACACCGCCCGICACTCTC 1819

>gi | 5835806]| ref | NC_002081. 1| Gadus norhua m tochondrion, conplete
genone
Length = 16696

Score = 123 bits (64), Expect = 8e-29
ldentities = 174/ 224 (77%, Gaps = 5/224 (2%
Strand = Plus / M nus

Query: 370 ACTACAAGCAACAGCTTAAAACT CAAAGGACT TGCCAGTGCTTTATATCCCTCTAAAGGA 311
Shjct: 565 ACTACGAGCAATAGCT TAAAACCCAAAGGACT TGCCGGTGCTTTAGACCCCCCTAGAGGA 624

Query: 310 GCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG - - - CCCAGCCTAT 255
Shjct: 625 GCCTGITCTAGAACTGATAACCCCCGT TTAACCTCACCATCCTTTGTTTTCCCCGCCTAT - 684

Query: 254 ATACCTCCATCTTCAGCAAACCCT GGAAAGGCCACAGAGTAAGCAGAAGTATCTACATAA 195
Sbjct: 685 ATACCACCGI CGICACCTTACCCT GTGAAGE AAAATAGTAAGCATAAATGCAAAGCCAA 743

Query: 194 AAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGEG 151
Sbjct: 744 AAACGT CAGGT CGAGGT GTAGCGTATGGCATGCCEGAAGAAATGEG 787

Score = 56.4 bits (29), Expect = 1le-08
Identities = 65/83 (78%
Strand = Plus / M nus

Query: 94 AACCGAGCATTTAGCAATAAATTCAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC - 35
Sbjct: 840 AAGGAGGATTTAGCAGT AAGT ACGGGACT AGAGT CCCCTGCTGAAAACGECCCTGAAGCGE 899

Query: 34 GCACACACCGCCCGTCACCCTCT 12
Sbjct: 900 GCACACACCGCCCGTCACTCTCT 922

Score = 52.6 bits (27), Expect = 2e-07
Identities = 27/27 (100%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATG 420
Sbjct: 490 CAAACTGGGATTAGATACCCCACTATG 516

>gi | 5835582| ref | NC_001947. 1| Pel omedusa subrufa nitochondrion
conpl ete genone
Length = 16787

Score = 121 bits (63), Expect = 3e-28
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BLAST Search Results

ldentities =
Strand = Plus / M nus

163/ 208 (78%, Gaps = 4/208 (1%

Query: 446 CAAACTGGGAT TAGATACCCCACTATGCTTAACCCTAAACT CGAATAGT TAGATCAACAA
Sbjct: 501 CAAACT GGGATTAGATACCCCACTATGCTTAGCCCTAAACCATGATATTTAACATAACAC
Query: 386 AACTGTTCGCCAGAACACTACAAGCA- ACAGCTTAAAACTCAAAGGACTTGECAGICCTT
Shjct: 561 AAATATCCGCCCGAGAACT ACGAGCCTACAGCT TAAAACT TAAAGGACT TGECGGTGTCC
Query: 327 TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
Sbjct: 621 CATACCCAACTAGAGGAGCCTGITCTATAAGCGATTATCCACGATCAACCTTACCACCCT
Query: 267 TTGC- - - CCAGCCTATATACCTCCATCT 243

Sbjct: 681 TTGCCATCCAGCCTATATACCGCCGICT 708

Score = 37.2 bits (19), Expect = 0.009

ldentities

Strand

Query:
Shj ct:

19/19 (100%

= Plus / M nus

34
918

GCACACACCGCCCGICACC 16
GCACACACCGCCCGTCACC 936

>gi | 5835624 ref | NC_001960. 1| Sal no sal ar mitochondrion, conplete
genone

Length = 16665

Score = 114 bits (59), Expect = 6e-26
Identities = 173/225 (76%, Gaps = 5/225 (2%

Strand = Plus / M nus

Query: 370 ACTACAAGCAACAGCTTAAAACTCAAAGGACT TGECAGTGCTTTATATCCCTCTAAAGGA
Sbjct: 1564 ACTATAAGCGCCAGCTTAAAACCCAAAGGACT TGECGGET GCCTCAGACCCACCT AGAGGA
Query: 310 GCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG - - - CCCAGCCTAT
Shjct: 1624 GCCTGTTCTAGAACCGATAACCCCCGT TCAACCTCACCACCTCTTGTTTTCCCCGCCTAT
Query: 254 ATACCTCCATCT TCAGCAAACCCT GGAAAGGCCACAGAGT AAGCAGAAGTATCTACA- TA
Sbjct: 1684 ATACCACCGT CGI CAGCTTACCCT GTGAAGGCCTTATAGT AAGCAAAATGGGCAAAACCC
Query: 195 AAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAGAAATGEG 151

Sbjct: 1744 AAAACGT CAGT CGGAGGT GTAGCGCAT GGGGTGCGAAGAAATGGEG 1788

Score = 62.2 bits (32), Expect = 3e-10
ldentities = 38/41 (92%
Strand = Plus / M nus

Query:
Shj ct:

446
1489

CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACT 406
CAAACTGGGATTAGATACCCCACTATGCCTAGCCGTAAACT 1529

Score = 54.5 bits (28), Expect = 5e-08
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BLAST Search Results

Identities = 64/82 (78%
Strand = Plus / M nus

Query: 94 AACCAGCATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCAC - 35
Sbjct: 1841 AAGGTGEATTTAGCAGTAAATAGAAAATAGAGAGT TCTCTTGAAACT GECTCTGAGECGE . 1900

Query: 34 GCACACACCGCCCGTCACCCTC 13
Sbjct: 1901 GCACACACCGCCCGICACTCTC 1922

>gi | 5835023| ref | NC_001606. 1| Cyprinus carpio nitochondrion, conplete
genone
Length = 16575

Score = 114 bits (59), Expect = 6e-26
Identities = 238/ 315 (75%, Gaps = 9/315 (2%
Strand = Plus / M nus

Query: 446 CAAACTGCCATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 1413 CAAACTGEGATTAGATACCCCACTATGCCTCAGCCGI AAACT CAGACATCCACCTACAATT 1472

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGGCAGTCCTTT - 327
Sbjct: 1473 AGATGTCCECCACGGTACTACGAGCATTAGCT TAAAACCCAAAGGACCTGACGETGTCTC 1532

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1533 AGACCCCCCTAGAGGAGCCTGI TCTAGAACCGATAACCCCCGT TCAACCTCACCACTTCT - 1592

Query: 266 TG - - - CCCAGCCTATATACCT CCATCTTCAGCAAACCCTGGAAAGGCCA- CAGAGTAAG 212
Sbjct: 1593  ACCCACCCCAGCCTATATACCGCCGICGICAGCTTACCCTGTGAAGGTAATAAAAGTAAG 1652

Query: 211 CAGAA- - GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAAT 154
Sbjct: 1653 CAAAATGEGCACAACCCAAA- ACGTCAGGT CGAGGT GTAGCGCATGAAGT CCGAAGAAAT 1711

Query: 153 GGG TACGITTTCTA 140
Sbjct: 1712 GCECCTACATTTTCTA 1726

Score = 33.4 bits (17), Expect = 0.13
Identities = 19/20 (95%
Strand = Plus / M nus

Query: 32 ACACACCGCCCGTCACCCTC 13
Sbjct: 1830 ACACACCGCCCGICACTCTC 1849

Score = 27.6 bits (14), Expect = 6.9
Identities = 18/ 20 (90%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTAGCAATAAA 75
Sbjct: 1767 AAGGAGGATTTAGTAGTAAA 1786

>gi | 5835498 ref | NC_000846. 1| Rhea ameri cana mitochondrion, conplete
genomne
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BLAST Search Results
Length = 16714

Score

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

112 bits (58), Expect = 2e-25
Identities
Strand = Plus / M nus

446
498

386
558

328
617

268
677

148/ 188 (78%, Gaps = 3/188 (1%

CAAACTGCGATTAGATACCCCACTATCCTTAACCCTAAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAATCCTGATACT TACCCCACCTA

AACTGI TCGCCAGAACACTACAAGCAACA- - GCTTAAAACT CAAAGGACT TGECAGT GCT
AG- TATCCGCCCGAGAACT ACGAGCACAAACCCTTAAAACT CTAAGGACT TEECGETGCC

TTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCT
CTAAACCCACCTAGAGGAGCCTGIT TCTATAATCGATAACCCACGATACACCCGACCATCT

CTTGCCCA 261
CTTGCCCA 684

Score = 39.1 bits (20), Expect = 0.002
ldentities
Strand = Plus / M nus

Query:
Shj ct:

38
909

24/ 26 (92%

GCACGCACACACCGCCCGICACCCTC 13
GCACGTACATACCGCCCGTCACCCTC 934

>gi | 5835373| ref | NC_001804. 1| Latineria chal utmmae m t ochondri on,

Score

conpl et e genone

Length = 16407

112 bits (58), Expect = 2e-25

ldentities
Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
506

386
564

327
624

267
684

214
744

155
804

239/ 317 (75%, Gaps = 12/317 (3%

CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACT CGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACT ATGCTCAGCCCTAAACACAAACAATTCAAACAC- - A

AACTGTTCGECCAGAACA- CTACAACCAACACCT TAAAACT CAAAGGACT TGECAGTGCT T
CACTGI TCGCCAGGCGEGAACTACAAGCGCCAGCT TCAAACCCAAAGGACT TGECGECACT T

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAAT TTACCTCACCACCTC
CAAACCCACCTAGAGGAGCCTGI TCTAAAACT GACAACCCCCACCTAACCT CACCATCCC

TTGC------ CCAGCCTATATACCT CCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT
TAGCCATTAAACCAGCCTATATACCGCCGT CGCCAGCCCACCCT GTGAAGCAAATACAAT

AAGCAGAAGTATCTACA- TAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAA
GGECAAAAATAAAAAAAT TAAAAACGT CAGGT CGAGGT GTAGCAAAT GAGAT GCGAAGAA

ATGEG TACGITTTCTA 140
ATGCCCTACATTTTCTA 820

Score = 39.1 bits (20), Expect = 0.002
ldentities
Strand = Plus / M nus

22/ 23 (95%
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BLAST Search Results

Query:
Shj ct:

35
923

CGCACACACCGCCCGTCACCCTC 13
CGCACACACCGCCCGTCACTCTC 945

>gi | 5835778 ref | NC_002079. 1| Carassi us auratus mtochondrion, conplete

Score =
ldentit

genone

Length = 16578

110 bits (57), Expect = 9e-25

i es

239/ 315 (75%, Gaps = 10/315 (3%

Strand = Plus / M nus

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

Query:
Shj ct:

446
1409

386
1467

327
1527

267
1587

212
1647

153
1707

CAAACTGCGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
CAAACTGGGATTAGATACCCCACTATGCTCAGCCGT AAACTTAGACA- - TCCAACTACAA

AAC- TGTTCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACT TGGCAGTGCTT
TAGATGI CCCCCAGCGGTACTACGAGCATTAGCT TAAAACCCAAAGGACCT GACGGT GTCT

TATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTC
CAGAT CCCCCTAGAGGAGCCTGI TCTAGAACCGATAACCCCCGT TCAACCTCACCACTCC

TTG - - - CCCAGCCTATATACCT CCATCT TCAGCAAACCCT GGAAAGGCCA- CAGAGTAA
TACCCAACCCAGCCTATATACCGCCGT CGT CAGCTTACCCT GTGAAGGTAATAAAAGT AA

GCAGAA- GTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT
GCAAAAT CGGTACAACCCAAAACGT CAGGT CGAGGT GTAGCGCATGAAGT GCGAAGAAAT

GGG TACGITTTCTA 140
GCCCTACATTTTCTA 1721

Score = 33.4 bits (17), Expect = 0.13

| dentit

i es

19/ 20 (95%

Strand = Plus / M nus

Query: 32
Sbjct: 1824
Dat abase:

ACACACCGCCCGICACCCTC 13
ACACACCGCCCGICACTCTC 1843

mto.nt

Posted date: Apr 14, 2003 10:43 AM

Number of letters in database: 3,164, 247
Nurmber of sequences in database: 129
Lanbda K H
1.33 0.621 1.12
Gapped
Lanbda K H
1.33 0.621 1.12
Matrix: blastn matrix:1 -2

Gap Penalti es:

Exi stence: 5, Extension: 2

Nunmber of Hits to DB: 1023
Nunber of Sequences: 129
Nunmber of extensions: 1023
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BLAST Search Results

Nurmber of successful extensions: 355

Nunber of sequences better than 10.0: 106

Nurmber of HSP's better than 10.0 wi thout gapping: 106
Nunber of HSP' s successfully gapped in prelimtest: O
Nunber of HSP's that attenpted gapping in prelimtest: O
Nurmber of HSP's gapped (non-prelim: 256

| engt h of query: 462

| ength of database: 3,164, 247

effective HSP | ength: 17

ef fective | ength of query: 445

ef fective | ength of database: 3,162,054

ef fective search space: 1407114030

ef fective search space used: 1407114030

T: 0

A 0

X1: 6 (11.5 bits)

X2: 15 (28.8 bits)

S1: 12 (23.8 bhits)

S2: 14 (27.6 bits)
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BLAST Search Results

BSRCBLAST

BLASTX 2.2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schéaffer,

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Al non-redundant GenBank CDS
transl ati ons+PDB+Swi ssPr ot +Pl R+PRF
1,411, 415 sequences; 454,141,287 total letters

Query= CS63wi n
(462 letters)

Distribution of 27 Blast Hits on the Query Sequence

IMwwwamwwmmmmwwm&Wmeww@mmB I

hypothetical protein [Ralstonia metallidurans]..S=31.6 E=4.2"" onmouseout="document.BLASTFORM .defline.value="Mouse-over to show
defline and scores. Click to show alignments''>

Color Key for Alignment Scores
lelll_
0 50 100 150 200 250 300 350 400 450

Score E
Sequences produci ng significant alignments: (bits) Val ue
ref| XP_210340.1] simlar to ATP synthase 6 [ Honp sapi ens] 88 4de-17
gb| AAKB2669. 1| envel ope gl ycoprotei n [ Human i mmunodefi ci enc. .. 33 1.9
ref | NP_009696. 1| Hi gh-Dosage Reductional segregation defect... 32 2.5
gb| ZP_00024900. 1| hypothetical protein [Ralstonia netallidu... 32 4.2
gb| AALO7307. 1] rmandaselin long form[Honmo sapi ens] 31 5.5
gb| AAL07306. 1] rmandaselin short form [Hono sapi ens] 31 5.5
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=27484156&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15054648&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=06319614&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=22979170&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18031880&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18031878&dopt=GenPept

BLAST Search Results

gb| AAK77508. 1| AF391245 1 envel ope gl ycoprotein [Human inmun. ..
gb| AAK77509. 1| AF391246_1 envel ope gl ycoprotein [ Human i mun. ..
gb| AAB47657. 1| envel ope gl ycoprotein [ Human i mrunodefi ci enc. .

gb| AAB47655. 1| envel ope gl ycoprotein [ Human i munodefi ci enc. .

enb| CAD10905. 1| gpl60 protein [Human i nmunodefi ciency virus..

ref | NP_505854.1| Inportin alpha 3 IMA-1; nmenber of the NLS ..

pir||T42404 inportin alpha 3 - Caenorhabditis el egans >gi|2..

gb| AAC27427. 1| CDC37-1i ke gene [Honp sapi ens]

enb| CAD10922. 1| gpl60 protein [Human i nmunodefici ency virus 1]

enb| CAD10913. 1| gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10918. 1| gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10912. 1] gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10914. 1] gpl60 protein [Human i mmunodeficiency virus 1]
enb| CAD10923. 1] gpl60 protein [Human i nmunodefici ency virus 1]

enb| CAD10916. 1] gpl60 protei

slislsskkBREREERE
cCobccclclcclciclclclcidlB oIk Ik Ik -
©O000O0OLOO0OOVOOOOOOONNGO
O NN N N N N N N SO N N N O N NI NI OIS ey

[
[
[
[
[
[
[ Human i munodefi ci ency virus 1]
[
[
[
[
[
[

5 3 3 3 003 333 3 35 O

enb| CAD10919. 1] gpl60 protein [Human i mmunodeficiency virus 1]
enb| CAD10917. 1] gpl60 protein [Human i munodeficiency virus 1]
enb| CAD10906. 1| gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10921. 1| gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10920. 1] gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10908. 1| gpl60 protein [Human i munodeficiency virus 1]

>ref | XP_210340.1| simlar to ATP synthase 6 [Honp sapi ens]
Length = 376

Score = 88.2 bits (217), Expect = 4e-17
Identities = 42/52 (80%, Positives = 45/52 (86%
Frame = -3

Query: 379 RONTTSNSLKLKGLGSALYPSKGACSI | DKPQFTSPPLAQPI YLHLQQTLER 224
R NT SNSLKLKG G A +PS+GACSI | DKPQFTSPPLAQPI Y HLQQTL +
Shj ct: 226 RDNTRSNSLKLKGPGGASHPSRGACSI | DKPQFTSPPLAQPI YRHLQQTLTK 277

>gb| AAK82669. 1| envel ope gl ycoprotein [ Human i mmunodefi ci ency virus type 1]
Length = 861

Score = 32.7 bits (73), Expect = 1.9
Identities = 16/36 (44%, Positives = 23/36 (63%
Frame = -3

Query: 430 TPLCLTLNSNS* | NKTVRONTTSNSLKLKGLGSALY 323
TPLGHTLN N+ +N T  +T NS L+G+ + Y
Sbj ct: 119 TPLCVTLNCNN- VNSTNSTSTLGNSTTLEGVTNCSY 153

>ref | NP_009696. 1| Hi gh- Dosage Reductional segregation defective. Converts reductiona
segregation to equational when borne on a 2um pl asm d;
Hdr 1p [ Sacchar onyces cerevi si ae]

sp| P38277| YBY8_YEAST HYPOTHETI CAL 60.5 KD PROTEIN I N ESR1-1RAl | NTERGCENI C REG ON

pir|| S46007 hypothetical protein YBR138c - yeast (Saccharonyces cerevisiae)
enb| CAA53496. 1| YBR1014 [ Saccharonyces cerevi si ae]
enb| CAA85096. 1| ORF YBR138c [ Saccharonyces cerevi si ae]
prf||2118402M YBR1014 gene
Length = 524
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15011333&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15011335&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=01842335&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=01842331&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075814&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=17564400&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=07511455&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=03337384&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075848&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075830&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075840&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075828&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075832&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075850&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075836&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075842&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075838&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075816&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075846&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075844&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075820&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=27484156&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15054648&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=06319614&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=00586547&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=00626522&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=00496868&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=00536434&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=01582524&dopt=GenPept

BLAST Search Results

Score = 32.3 bits (72), Expect = 2.5
Identities = 23/ 75 (30%, Positives = 32/75 (42%
Frame = -3

Query: 334 SALYPSKGACS! | DKPQFTSPPLAQP! YLHLQQTLERPQSKQKYLHKNVRSRCSP* GGKK 155
S LY S +ID FTSP+tAP + +TE +Y + RR+P
Sbj ct: 131 SKLYQSVSKLDLI DDKSFTSLPI APPCNI - - - ETNEDDSGNNEYNNNKKRPRLNP- - - - - 182

Query: 154 W/RFLHTEKSRDNRY 110
V L ++ NRY
Shj ct: 183 - VNELRVHNNKRNRY 196

>gb| ZP_00024900. 1| hypot hetical protein [Ral stonia netallidurans]
Length = 241

Score = 31.6 bits (70), Expect = 4.2
Identities = 12/ 20 (60%, Positives = 14/20 (70%
Frame = +2

Query: 212 LTLWPFQGLLKMEVYRLGKR 271
L LMWPF G++ VYRLG R
Sbj ct: 203 LALWPFNG MLRSVYRLGSR 222

>gb| AAL07307. 1] mandaselin long form [Hono sapi ens]
Length = 209

Score = 31.2 bits (69), Expect = 5.5
Identities = 21/ 74 (28%, Positives = 34/ 74 (45%
Frame = -

Query: 412 LNSNS* | NKTVRQNTTSNSLKLKGLGSAL YPSKGACSI | DKPQFTSPPLAQP! YLHLQQT 233
L N K+r RN +N+ LK+ + PSK +  +D+ PPL  +++
Shjct: 55 LGKNFDFQKSDRI NSETNTKNLKSVEI TMKPSKASELNLDE- - - - LPPLNNYLHVFYYSW 110

Query: 232 LERPQSKQKYLHKN 191
PQ KY+H N
Sbjct: 111 YGNPQFDGKYI HWN 124

>gb| AAL07306. 1] nmandasel in short form [ Hono sapi ens]
Length = 195

Score = 31.2 bits (69), Expect = 5.5
Identities = 21/74 (28%, Positives = 34/ 74 (45%
Frame = -3

Query: 412 LNSNS* | NKTVRONTTSNSLKLKGLGSALYPSKGACSI | DKPQFTSPPLAQPI YLHLQQT 233
L N K+ RN+ +N+ LK + + PSK + +D+ PPL +++
Sbjct: 55 LCKNFDFQKSDRI NSETNTKNLKSVEI TMKPSKASELNLDE- - - - LPPLNNYLHVFYYSW 110

Query: 232 LERPQSKQKYLHKN 191

PQ KY+H N
Shjct: 111 YGNPQFDGKY! HWN 124
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=22979170&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18031880&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18031878&dopt=GenPept

BLAST Search Results

>gb| AAK77508. 1| AF391245_1 envel ope gl ycoprotein [Human i mmunodefi ci ency virus type 1]
Length = 860

Score = 31.2 bits (69), Expect = 5.5
Identities = 13/40 (32%, Positives = 22/40 (55%
Frame = -3

Query: 430 TPLCLTLNSNS* | NKTVRQNTTSNSLKLKGLGSALYPSKG 311
TPLC+TLN  + IN TT+++ + 4+ Y + G
Sbj ct: 122 TPLCVTLNCTNAI NTNATSTTTTSATATSTI ATSTYDNNG 161

>gb| AAK77509. 1| AF391246_1 envel ope gl ycoprotein [Human i mmunodefi ci ency virus type 1]
Length = 860

Score = 31.2 bits (69), Expect = 5.5
Identities = 13/40 (32%, Positives = 22/40 (55%
Frame = -3

Query: 430 TPLCLTLNSNS* | NKTVRONTTSNSLKLKG.GSALYPSKG 311
TPLCG+TLN + IN TT+++ + ++ Y+ G
Sbj ct: 122 TPLCVTLNCTNAI NTNATSTTTTSATATSTI ATSTYDNNG 161

>gb| AAB47657. 1] envel ope gl ycoprotein [ Human i mmunodefici ency virus type 1]
Length = 92

Score = 30.8 bits (68), Expect = 7.2
Identities = 16/32 (50%, Positives = 18/ 32 (56%
Frame = -3

Query: 430 TPLCLTLNSNS* | NKTVRONTTSNSLKLKGLG 335
TPLC+TLN T R NTTS S K+ G
Shjct: 7 TPLCVTLNCTD- AKNTTRDNTTSGSVWKMWKTG 37

>gb| AAB47655. 1| envel ope gl ycoprotein [Human i munodefici ency virus type 1]
Length = 87

Score = 30.8 bits (68), Expect = 7.2
Identities = 16/32 (50%, Positives = 18/ 32 (56%
Frame = -3

Query: 430 TPLCLTLNSNS* | NKTVRONTTSNSLKLKGLG 335
TPLC+TLN T R NTTS S K+ G
Sbjct: 2 TPLCVTLNCTD- AKNTTRDNTTSGSVWKMWKTG 32

>enb| CAD10905. 1| gpl60 protein [Human i nmunodefici ency virus 1]
enb| CAD10907. 1| gpl60 protein [Human inmunodefici ency virus 1]
Length = 857

Score = 30.4 bits (67), Expect = 9.4
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15011333&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15011335&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=01842335&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=01842331&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075814&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075818&dopt=GenPept

BLAST Search Results

Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -3

Query: 430 TPLCLTLNSNS*I - NKTVRONTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>ref | NP_505854.1| Inportin alpha 3 I MA-1; nmenber of the NLS receptor protein famly

(59.9 kD) (ima-1) [Caenorhabditis el egans]

ref | NP_741628.1| Inportin alpha 3 IMA-1; nmenber of the NLS receptor protein famly

(59.9 kD) (inma-1) [Caenorhabditis el egans]
sp| Q2560| | MA1_CAEEL Inportin al pha-1 subunit (Karyopherin al pha-1 subunit)
pir|]T24976 hypothetical protein T19B10.7 - Caenorhabditis el egans
enb| CAA98540. 1| C. elegans I MA-1 protein (correspondi ng sequence T19B10. 7)

[ Caenor habditis el egans]
Length = 524

Score = 30.4 bits (67), Expect = 9.4
Identities = 17/35 (48%, Positives = 20/35 (57%, Gaps = 2/35 (5%
Frame = +1

Query: 115 GCREI - - FLCVENVPI SCHLMGYTLT* RFYVDTSA 213
GCRE FLCE+ + H YT+ RFYVD A
Sbj ct: 457 GCREKLEFLC- ESQSVDI HARAYTI | DRFYVDDDA 490

>pir| | T42404 inportin al pha 3 - Caenorhabditis el egans
gb| AAB97173. 1| inmportin alpha 1 [Caenorhabditis el egans]
Length = 524

Score = 30.4 bits (67), Expect = 9.4
Identities = 17/35 (48%, Positives = 20/35 (57%, Gaps = 2/35 (5%
Frame = +1

Query: 115 GCREI - - FLCVENVPI SCHLMGYTLT* RFYVDTSA 213
GCRE FLCE+ + H YT+ RFYVD A
Sbj ct: 457 GCREKLEFLC- ESQSVDI HARAYTI | DRFYVDDDA 490

>gb| AAC27427. 1] CDC37-1i ke gene [Honp sapi ens]
Length = 233

Score = 30.4 bits (67), Expect = 9.4
Identities = 17/54 (31%, Positives = 27/54 (50%, Gaps = 1/54 (1%
Frame = -3

Query: 328 LYPSKGACSI | DKPQFTSPPLAQPI YLHLQQT- LERPQSKQKYLHKNVRSRCSP 170
L+P + S+ D PQ PP+ +P+ Q+HT ++ +LH RCSP
Sbj ct: 184 LFPRQAGVBVRDPPQLQLPPVCKPLGAPFQKTKI DTI SPAPGFLH- - - - FRCSP 233

>enb| CAD10922. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 862
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=17564400&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=25153909&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=29427683&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=07507946&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=03879916&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=07511455&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=02795933&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=03337384&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075848&dopt=GenPept

BLAST Search Results

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -3

Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10913. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 862

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps
Frame = -3

1/ 26 (3%

Query: 430 TPLCLTLNSNS*| - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10918. 1| gpl60 protein [Human i mmunodeficiency virus 1]
Length = 862

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -

Query: 430 TPLCLTLNSNS*I| - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10912. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 862

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps
Frame = -3

1/ 26 (3%

Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10914. 1| gpl60 protein [Human i mmunodeficiency virus 1]
Length = 862

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -

Query: 430 TPLCLTLNSNS*I| - NKTVRQNTTSNS 356

TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075830&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075840&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075828&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075832&dopt=GenPept

BLAST Search Results

>enb| CAD10923. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 859

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -3

Query: 430 TPLCLTLNSNS*| - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10916. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 859

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps
Frame = -3

1/26 (3%

Query: 430 TPLCLTLNSNS*| - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10919. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 859

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps = 1/26 (3%
Frame = -3

Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10917. 1| gpl60 protein [Human i mmunodeficiency virus 1]
Length = 859

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps
Frame = -3

1/26 (3%

Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10906. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 858

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps

1/ 26 (3%
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075850&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075836&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075842&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075838&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075816&dopt=GenPept

BLAST Search Results
Frame = -3
Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356

TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10921. 1| gpl60 protein [Human i mmunodeficiency virus 1]
Length = 858

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives
Frame = -3

18/ 26 (69%, Gaps

1/26 (3%

Query: 430 TPLCLTLNSNS*I - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10920. 1| gpl60 protein [Human i nmunodefici ency virus 1]
Length = 858

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives = 18/26 (69%, Gaps
Frame = -3

1/ 26 (3%

Query: 430 TPLCLTLNSNS*| - NKTVRONTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

>enb| CAD10908. 1| gpl60 protein [Human i mmunodeficiency virus 1]
Length = 858

Score = 30.4 bits (67), Expect = 9.4
Identities = 15/26 (57%, Positives
Frame = -3

18/ 26 (69%, Gaps = 1/26 (3%

Query: 430 TPLCLTLNSNS*| - NKTVRQNTTSNS 356
TPLC+TLN + N T R NTT+NS
Sbj ct: 122 TPLCVTLNCTDELKNATFRSNTTTNS 147

Dat abase: All non-redundant GenBank CDS
t ransl ati ons+PDB+Swi ssPr ot +Pl R+PRF

Posted date: Apr 11, 2003 2:30 AM
Nunmber of letters in database: 454, 141, 287
Nunber of sequences in database: 1,411,415

Lanbda K H

0. 318 0.135 0. 401
Gapped
Lanbda K H

0. 267 0. 0410 0. 140
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075846&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075844&dopt=GenPept
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18075820&dopt=GenPept

BLAST Search Results

Mat ri x: BLOSUMG2

Gap Penalties: Existence: 11, Extension: 1

Nunber of Hits to DB: 366, 435, 643

Nunber of Sequences: 1411415

Nurmber of extensions: 7023268

Nurmber of successful extensions: 17093

Nurmber of sequences better than 10.0: 54

Nunber of HSP' s better than 10.0 w thout gapping: 16778
Nunber of HSP' s successfully gapped in prelimtest: 0
Nunber of HSP's that attenpted gapping in prelimtest: O
Nurmber of HSP's gapped (non-prelin): 17092

| engt h of database: 454,141, 287

effective HSP |l ength: 112

ef fective | ength of database: 296, 062, 807

ef fective search space used: 12138575087

frameshi ft w ndow, decay const: 50, 0.1

T. 12

A 40

X1: 16 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)
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BLAST Search Results

BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: nt
1, 048, 642 sequences; 4, 384,208,854 total letters

Query= CS63wi n
(462 letters)

Distribution of 100 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Color Key for Alignment Scores

<40 =51}

1clld_
0 50 100 150 200 250 300 350 40 4510

Score E
Sequences produci ng significant alignments: (bits) Val ue

gb| U66061. 1| U66061 Human germine T-cell receptor beta chai... 564 e-158
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
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BLAST Search Results
gb| AC021080. 4] AC021080 Honp sapi ens chronmosone 5 clone CTC-. ..

gb| AF227907. 1| AF227907 Honp sapi ens chronpbsonme 17 sequence ..

enb| AL356489. 14|

dbj | AP003461. 2|

dbj | AP002829. 3|

enb| AL590396. 13|

gb| AF347015.

1| AF347015

gb| AF347014.

1| AF347014

gb| AF347013.

1| AF347013

gb| AF347012.

1| AF347012

gb| AF347010.

1| AF347010

gb| AF347007.

1| AF347007

gb| AF347006.

1| AF347006

gb| AF347005.

1| AF347005

gb| AF347004.

1| AF347004

gb| AF347003.

1| AF347003

gb| AF347002.

1| AF347002

gb| AF347001.

1| AF347001

gb| AF347000.

1| AF347000

gb| AF346999.

1| AF346999

gb| AF346998.

1| AF346998

gb| AF346997.

1| AF346997

gb| AF346996.

1| AF346996

gb| AF346994.

1| AF346994

gb| AF346993.

1| AF346993

gb| AF346992.

1| AF346992

gb| AF346991.

1| AF346991

gb| AF346990.

1| AF346990

gb| AF346988.

1| AF346988

gb| AF346987.

1| AF346987

gb| AF346985.

1| AF346985

gb| AF346984.

1| AF346984

gb| AF346983.

1| AF346983

gb| AF346982.

1| AF346982

gb| AF346981.

1| AF346981

gb| AF346980.

1| AF346980

gb| AF346979.

1| AF346979

gb| AF346978.

1| AF346978

gb| AF346977.

1| AF346977

gb| AF346976.

1| AF346976

gb| AF346975.

1| AF346975

gb| AF346974.

1| AF346974

gb| AF346973.

1| AF346973

gb| AF346972.

1| AF346972

gb| AF346971.

1| AF346971

gb| AF346970.

1| AF346970

gb| AF346969.

1| AF346969

gb| AF346968.

1| AF346968

gb| AF346967.

1| AF346967

gb| AF346966.

1| AF346966

gb| AF346965.

1| AF346965

gb| AF346964.

1| AF346964

gb| AF346963.

1| AF346963

gb| AY012136.
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BLAST Search Results
enb| X62996. 1| M HSGENOM H. sapi ens ni t ochondri al

dbj | D38114. 1| GORMIC Gorilla gorilla mnitochondria
dbj | D38112. 1| HUMIA Honp sapi ens nitochondri al

DNA,

genone (cons..
DNA, comi ...
conpl et . .

dbj | ABO5538

7.1] Hono sapiens mitochondrial DNA

gb| AF347011.

1| AF347011 Hono sapi ens nitochondrion

gb| AF347009.

1| AF347009 Hono sapi ens m tochondrion

gb| AF347008.

1| AF347008 Honmp sapi ens mtochondrion

gb| AF346995.

1| AF346995 Hono sapi ens nitochondrion

gb| AF346989.

1| AF346989 Hono sapi ens nitochondrion

gb| AF346986.

1| AF346986 Honmp sapi ens mtochondrion

enb| VO0662.

enb| X89832.

1| M HSXX H. sapi ens mtochondrial genone
1| MTHSLAS44 H. sapiens mitochondrial DNA for

enb| VO0710.

1| M TIHS Hunman m tochondri a

dbj | D38113.

1| CHPMIB Pan trogl odytes mitochondri al

enb| X93347.

1]GGM TG Gorilla gorilla mtochondrial

enb| X93335.

1| PTM TG Pan trogl odytes mtochondri al

enb| AL15881

9. 14|

enb| X93342.

1| PT12SM P.trogl odytes mtochondri al

enb| X93340.

1| PT12ST P.trogl odytes m tochondri al

dbj | D38116.

1| CHPMTE Pan pani scus mtochondri al

enb| X97707.

1| M PAM TGN Pongo pygmaeus abelii mtochondria

enb| AL10995

5. 37| HSJ800J21 Human DNA sequence from cl one RP4..

gb| AF069964

. 1| AF069964 Al ouatta palliata 12S ri bosonal RNA ...

dbj | D38115.

gb| AF069969.

1| ORAMID Pongo pygnaeus mitochondri al

gb| AF121220.

gb| AF121219.

gb| AF069539.

gb| AY012151.

1| Panthera onca 12S ribosonal RNA gene,

gb| AF069975.

gb| AF069965.

1| AF069965 Cebus apella 12S ri bosonal

gb| AF069974.

1| AF069974 Saimri sciureus 12S ri bosoma

gb| AY012134.

1| Hylobates concol or 12S ri bosoma

gb| AF069967.

1| AF069967 Hyl obates lar 12S ri bosonal

enb| X99256.

gb| AY012150

.1| Leopardus pardalis 12S ri bosonal

gb| AF069980

enb| Y08505.

1|MPL12S P.leo mitochondrial 12S r RNA gene

gb| AF069966

. 1| AF069966 Chiropotes satanas 12S ribosomal RNA. ..

enb| AJ0O05780. 1| RRAJ5780 Rattus rattus mtochondri al

gb| AF069977

gb| AY012132

.1] Ateles fusciceps 12S ri bosonal

enb| YO8506.

1| M HA12SR H. auropunctatus mtochondria

gb| AF069968

>gh| U66061.

conpl ete. .
conpl ete..
conpl ete. ..
conpl ete. .
conpl ete..
conpl ete..

| oop. ..
genes for several t...
DNA, conp. .
DNA. conp. .
DNA, conmp. .
Hunman DNA sequence from cl one RP11-382F24 ..
12S rRNA ge. ..
12S rRNA ge. ..
DNA, conplet. ..

DNA, compl ..
1| AF069969 Leont opi thecus rosalia 12S ri bosomal. ..
1| AF121220 Hono sapiens isolate 5 12S ri bosomal ..
1| AF121219 Honp sapiens isolate 4 12S ri bosonal ..
1| AF069539 Scal opus aquaticus 12S ri bosormal RNA. .
partia. ..
1| AF069975 Al ouatta seniculus 12S ri bosonal RNA. ..
RNA gene, ..
RNA g. .
RNA gene, p..
RNA gene..
1| HHM TCSEQ Hyl obates |ar conplete mtochondrial..
RNA gene, p..
. 1] AF069980 Cal i cebus mol och 12S ri bosomal RNA ...

12S rRN. ..
. 1| AF069977 Aotus trivirgatus 12S ribosomal RNA ...
RNA gene, par..
12S rRN. ..
. 1| AF069968 Lagothrix lagotricha 12S ri bosomal R .

1| U66061 Human germ ine T-cel

TCRBV10S1P, TCRBV29S1P, TCRBV19S1P, TCRBV15S1,
TCRBV11S1A1T, HVB relic, TCRBV28S1P, TCRBV34S1,

TCRBV14S1, TCRBV3Sl1l, TCRBVAS1A1T, TRY4, TRY5, TRY6, TRY7,

TRY8, TCRBD1, TCRBJ1S1, TCRBJ1S2, TCRBJ1S3, TCRBJ1$4,

TCRBJ1S5, TCRBJ1S6, TCRBCl1l, TCRBD2, TCRBJ2S1, TCRBJ2S2,
TCRBJ2S3, TCRBJ2S4, TCRBJ2S5, TCRBJ2S6, TCRBJ2S7, TCRBC2,
TCRBV20S1A1N2 genes from bases 452324 to 684973 (section

3 of 3)

Length = 232650
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receptor beta chain TCRBV17S1AlT, TCRBV2S1,
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12214278&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01262384&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01262385&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00643684&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01743294&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=11558768&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294556&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00644494&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294561&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04903276&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04903275&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03426317&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12700658&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294567&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294557&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294566&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12700641&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294559&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01632801&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12700657&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294572&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01871567&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294558&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04689019&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294569&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12700639&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01871558&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03294560&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01552511&dopt=GenBank

BLAST Search Results
Score = 564 bits (293), Expect = e-158

Identities = 395/436 (90%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 46980 CAAACTGGGATTAGATACCCCACTAGCCTTAGCCCTAAACTCCAATAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 47040 AACTATTCCCCAGAACACTACAAGCAATAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 47100 ATATCCCTCTAGAGGAGCCTGT TCTATAATGGATAAACCCCAATTTACCTCACCACTTCT

Query: 266 TGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT - GGAAAGECCACAGAGT AAGCAGA
Sbjct: 47160 TGCTCAGCCTATATACCATCATCT TCAGCAAACCCTAGTAAAAGT CACAAAGT AAGCACA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGCG TA
Sbjct: 47220 AGTATCTACATAAAAACAT TAGGT CAAGGT GTAGCCCAT GAGCCGGT AAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGCECTCAAGGAG
Sbjct: 47280 CATTTTCTACACCCAG AAAATCTC:- - - ACAACCCTTATGAAAT CTAAGGGCT CAAGGAG

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GTTTAAT TGAAT GAGGCCATGAAGCACGCACAC
Sbjct: 47336 GATTCAGCAGTATAT TAAGAGCAGAGT GCTTAAT TGGAT GAGGCCATAAAGCACACACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 47396  AATCCCCATCACCCTC 47411

>gb| AC021080. 4| AC021080 Hono sapi ens chronosone 5 cl one CTC-203K17, conplete
Lengt h = 103522

Score = 527 bits (274), Expect = e-147
Identities = 390/438 (89%, Gaps = 5/438 (1%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGGECGGTGTGT GCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC
Sbjct: 79078 GAGGGT GACAGCCAGTGTGTGCATGCTTTATGGCCTTATTCAATTAAGCACTCTGCTCCT

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
Sbjct: 79138 AATTTACTGCTAAATCCTCCTTGEECCCTTAGGT TTCATAAGEGT TGTTATGAGATTTT-

Query: 133 CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCAGC- - CTCATGGGCTACACCTTGACCTAA
Sbjct: 79197 CTAGGAGTAGAAAATATAGCCCATTTCTTACCACACCT CGTGGGCTACAACT TGACCTAA

Query: 190 CGITTTTATGTAGATACTTCTGCTTACTCTGTGGECCT TTCCAGGGT TTGCTGAAGATGGA
Shjct: 79257 CGTITTTTACGTAGATATTTGTGCTTACTTTGCAGCCT TACTAGGGT TTGCTGAAGATGGA

Query: 250 GGTATATAGGCT GGGECAAGAGGT GGTGAGGTAAATTGEGGT TTATCGAT- TATAGAACAG
Sbjct: 79317 AGTATATAGCCT GAGCAAGAGGT GGTGAGGTAAATTGCGAGT TTATCAATATATAGAACAG

Query: 309 GCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGTITGCTTGTA
Sbjct: 79377 GCTCCTCTAGAGGGATATAAAGCACCGCCAAGICCTTTGAGI TTTAAGCTATTGCTTGTA

Query: 369 GITGTTCTGCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGG
Sbjct: 79437 GIGTTCTGGTGAATAGI TTTGT TGATTTAACTATTGGAGT TTAGGGCTAAGCATAGT GGG

Query: 429 GTATCTAATCCCAGITTG 446
Sbjct: 79497 GITATCTAATCCCAGITTG 79514

http://169.237.78.119/Claw/nt.html (4 of 31) [4/27/2003 10:26:55 AM]

387
47039

327
47099

267
47159

208
47219

149
47279

89
47335

29
47395

sequence

72
79137

132
79196

189
79256

249
79316

308
79376

368
79436

428
79496


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14573684&dopt=GenBank

BLAST Search Results

>gb| AF227907. 1| AF227907 Honpo sapi ens chronpbsone 17 sequence contai ning nitochondria
genome

i nsertion
Length = 14722

Score = 525 bits (273), Expect = e-146
Identities = 391/440 (88%, Gaps = 4/440 (0%
Strand = Plus / M nus

Query: 450 GATTCAAACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCA 391
Sbjct: 3811 GATTCAAACTGCGATTAGATACCCCACTATGCTCAGCCCTAAACTTCAACAGT TAAATCA 3870

Query: 390 ACAAAACT GT TCGCCAGAACACT ACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTIG 331
Sbjct: 3871 ACAAAACT GCTCGCCAGAACACTAGGAGCAACAGCTTAAAACT CAAAGGACCTGECEGTG 3930

Query: 330 CTTTATATCCCTCTAAAGGAGCCTGTTCTATAATCGATAAACCCCAATTTACCTCACCAC 271
Shjct: 3931 CTTCACATCCCTCTAGAGGAGCCTGI TCTATAATCGATAAACCCCAATTCACCTCACCAC 3990

Query: 270 CTCTTGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGCCCACAGAGTAAG 212
Sbjct: 3991 CTCTTGCTCAACCCATATACCGCCATCT TCAGCAAACCCT GACAAAGGCCACAAAGTAAG 4050

Query: 211 CAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGG 152
Sbjct: 4051 CACAAGTATCTACATAAAAATGTTAGGT CAAGGT GTAGCCTATGAGGT GGCAAGAAATGG 4110

Query: 151 G TACGITTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGCCECTCAA 93
Shjct: 4111 GCTACATTTTCTAC- CCCAGAAAATTCT- ACAATAACCCTTATGAAACCTGAGGGTCCAA 4168

Query: 92 GGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACEC 33
Sbjct: 4169 GGAGGATTTAGTAGT AAATTAAGAACAGAGT GCTTAATTGAATAGGGCCATAAAGCACGC 4228

Query: 32 ACACACCGCCCGICACCCTC 13
Sbjct: 4229 ACACACCACCCATCACCCTC 4248

>enb| AL356489. 14| Human DNA sequence from cl one RP11-384P7 on chronosonme 9 Contains
t he

TRBV250R9- 2 gene for T cell receptor beta variable
25/ OR9-2 (TRBV25/0OR9-2, T-cell receptor beta variable
region 11 orphan (TCRBV110)), the PTENPl gene for
phosphat ase and tensin honmolog (rmutated in nultiple
advanced cancers 1) pseudogene 1 (PTH2, PTEN2, PSI PTEN)
a novel T-cell receptor beta variable region protein, and
the 5 end of the PRSS4 gene for "protease, serine, 4"
(trypsin 4, brain (TRY4), nesotrypsi nogen (MG).
Cont ai ns ESTs>

Length = 130639

Score = 512 bits (266), Expect = e-142

Identities = 389/438 (88%, Gaps = 7/438 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTAT- - GCTTAACCCTAAACTCGAATAGTITAGATCAAC 389
Sbjct: 2040 CAAACTGGGATTATATACCCCCCAATACGCT TAGCCCTAAACTCCAATAGTTAAATCAAC 2099

Query: 388 AAAACT GT TCGCCAGAACACTACAAGCAACAGCTTAAAACT CAAAGGACTTGGECAGTGCT - 329
Sbjct: 2100 AGAACTATTCACCAGAACACTACAAGCAATAGCTTAAAACT CAAAGGACTTGECGGTGCT - 2159

Query: 328 TTATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCT 269
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12656011&dopt=GenBank
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BLAST Search Results
Shj ct: 2160 TTATATCCCTCTAGAGGAGCCTGITCTATAATGGATAAAACCCAATTTGCCTCACCACCT 2219

Query: 268 CTTGCCCAGCCTATATACCT CCATCT TCAGCAAACCCT - GGAAAGGCCACAGAGTAACCA 210
Sbhjct: 2220 CTTGCTCAGCCTATATACCACTGI CTTCAGCAAACCCTAGCAAAGGCTGCAAAGTAAGCA 2279

Query: 209 GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GCCAAGAAATGEG 151
Sbjct: 2280 CAAGTATCTACGT AAAAAT GCTGGGTCAATGT GTAGCCCA- - CGGTGGTAAGAAATGEEC 2337

Query: 150 TACGT TTTCTACACACAGAAAAAT CTCGCGACAACCGI TATGAAATCTAAGECECTCAAGG 91
Sbjct: 2338 TACATTTTCTACACCCAG AAAATCTCACGACAACCCTTATGAAATCTAAGGCECTCAAGG 2396

Query: 90 AGGATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCCAC 31
Sbjct: 2397 AGGATTTAGCAGIACATTAAGAGCAGAGT GCTTAATTGAATGAGGCCATAAAGCACGCAC 2456

Query: 30 ACACCGCCCGICACCCTC 13
Sbjct: 2457 ACAATCCCCGICACCCTC 2474

>dbj | AP003461. 2| Honp sapi ens genoni c DNA, chronmpsone 11q cl one: RP11-37016, conplete

sequence
Length = 74640

Score = 489 bits (254), Expect = e-135
Identities = 384/439 (87%, Gaps = 5/439 (1%
Strand = Plus / Plus

Query: 16 GGTGACGEECGET GTGTACGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTCAAT - 75
Sbjct: 16738 GGIGACAGCCAGIGIGIGTGIGCTTCATGECCTTATTCAACCAAGCACTCTACTCTTGGT 16797

Query: 76 TTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTTCTG 135
Sbjct: 16798 TTACTGCTAAATCCTCCTTGAGTCTTTTGATTTCATAAAGGTTGTCGTGAGATTTT-CTG 16856

Query: 136 TGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGTTT 194
Sbjct: 16857 GGIATAGAAAATGTAGCCCATTTCTTCCCACCTCATCGAGCTACACCTTGACCTAATGITT 16916

Query: 195 TTATGTAGAT- ACTTCTGCTTACTCTGTGGECCTTTCCAGGGT TTGCTGAAGATGGAGGTA 253
Shjct: 16917 TTATGIGTATTACTTGICCTTACTCTATAACCTTTTTAGGSGTTTGCTGAAGATGECGGTA 16976

Query: 254 TATAGGCTGGG - CAAGAGGT GGTGAGGTAAATTGGGGT TTATCGATTATAGAACAGECT 311
Sbjct: 16977 TATAGECT GECGECAAGAGGT GGTGAGGTAGATCEEGGT TTATAGATTATAGAACAGECT 17036

Query: 312 CCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAACCTGITCCTTGTAGTG 371
Sbjct: 17037 CCCCTAGAGCGATATAAAGCACCCCCAAGICCTTTGAGITTTAAGCTATTGCTTCTAGTA 17096

Query: 372 TTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTA 431
Shjct: 17097 TTCTGECCGAATGGT TTTGITAATATAACTATTATAGT TTAGGCCTAACCATAGTGEGGTA 17156

Query: 432 TCTAATCCCAGITTGAATC 450
Sbjct: 17157 TCTAACCCCAGITTGGATC 17175

>dbj | AP002829. 3| Honp sapi ens genoni ¢ DNA, chronmpsone 11q cl one: RP11- 6411 15, conplete
sequences
Length = 182389

Score = 483 bits (251), Expect = e-134
Identities = 383/439 (87%, Gaps = 5/439 (1%
Strand = Plus / Plus

http://169.237.78.119/Claw/nt.html (6 of 31) [4/27/2003 10:26:55 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=16751509&dopt=GenBank
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BLAST Search Results

Query: 16 GGTGACGEECGETGTIGTCCGTGCT TCATGECCTCATTCAATTAAACACTCTGCTCTCAAT - 75
Sbjct: 2342 GGTGACAGCCAGTGTGTGTGTGCTTCATGECCTTATTCAACCAAGCACTCTACTCTTGGT 2401

Query: 76 TTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTTCTG 135
Sbjct: 2402 TTACTGCTAAATCCTCCTTGAGTICTTTTGATTTCATAAAGGT TGTCGTGAGATTTT- CTG 2460
Query: 136 TGTGTAGAAAACGT A- CCCATTTCTTGCCACCTCATGGECTACACCTTGACCTAACGTTT 194
Sbjct: 2461 GGTATAGAAAATGTAGCCCATTTCTTCCCACCTCATGAGCTACACCTTGACCTAATGITT 2520
Query: 195 TTATGTAGAT- ACTTCTGCTTACTCTGTGGCCTTTCCAGGGT TTGCTGAAGATGGAGGTA 253
Sbjct: 2521 TTATGTGTATTACTTGIGCTTACTCTATAACCTTTTTAGGGT TTGCTGAAGATGECEGTA 2580
Query: 254 TATAGGCTGGEG - CAAGAGGT GGTGAGGTAAATTGGGGT TTATCGATTATAGAACAGECT 311

Sbjct: 2581 TATAGGCT GCEEECAAGAGGT GGT GAGGTAGATCCGEGGT TTATAGATTATAGAACAGECT 2640

Query: 312 CCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAACCTGITCCTTGTAGTG 371
Sbhjct: 2641 CCCCTAGAGGGATATAAAGCACCCCCAAGICCTTTGAGI TTTAAGCTATTGCTTCTAGTA 2700

Query: 372 TTCTGECGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGGGGTA 431
Sbjct: 2701 TTCTGGTGAATGGT TTTGT TAATATAACTATTATAGT TTAGGGCTAAGCATAGTGCGGTA 2760

Query: 432 TCTAATCCCAGITTGAATC 450
Sbjct: 2761 TCTAACCCCAGITTGGATC 2779

>enb| AL590396. 13| Human DNA sequence from cl one RP11-193H5 on chronosone 1, conplete

sequence
Length = 122108

Score = 467 bits (243), Expect = e-129
Identities = 376/435 (86%, Gaps = 4/435 (0%
Strand = Plus / Plus

Query: 13 GAGGGT GACGGECGGET G GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 47178 GAGGGT GACGGECGEGTGT GTGCATGCT TCATGECCTTATTCAACCAAGCACTCTACTCTT 47237
Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACCGT TGTCCCGAGATTTTT 132
Sbjct: 47238 GGTTTCCTGCTAAATTCTCCTTGAGCCCTTAGATTTCATAAGGEGT TGTAGTAATATTTT- 47296
Query: 133 CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCACCTCATGGGCTACACCTTGACCTAACG 191
Shjct: 47297 CTGGGTATAGAAAATGTAGCCCATTTCT TGCCACCTCATGGEGCTACGCCTTGACCTAACG 47356
Query: 192 TTTTTATGTAGATACTTCTGCTTACTCTGIGECCTTTCCAGEGT TTGCTGAAGATGEGAGS 251
Sbjct: 47357 TTTTTATGIGIGIACTTGIGCTTACTTTATTACCTTTTTAGEGTI TTACTGAAGATGECAG 47416
Query: 252 TATATAGCCTGGG - CAAGAGGT GGTGAGGTAAATTGCGGT TTATCGATTATAGAACAGG 309

Sbjct: 47417 TATATAGGCT GGEGEECAAGAGGT GGT GAGGTATATCGGGEGT TTATCGATTATAGAACAGG 47476

Query: 310 CTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAG 369
Sbjct: 47477 CTGCTCTAGAGGEGTATAAAGTACCTCCAAGTCCTTTGAATTTTAAGCTGITGCTTGCAG 47536

Query: 370 TGTTCTGGCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTIGGEGG 429
Sbjct: 47537 TATTCTGCCCGAATGGT TTTGT TAGITTAACTATTAGACCT TAGCECTAAGCACAGIGEGT 47596

Query: 430 TATCTAATCCCAGIT 444
Sbjct: 47597 TATCTAATCCCAGIT 47611

>gb| AF347015. 1| AF347015 Hono sapi ens mtochondrion, conpl ete genone
Length = 16571

http://169.237.78.119/Claw/nt.html (7 of 31) [4/27/2003 10:26:56 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19572408&dopt=GenBank
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BLAST Search Results

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1308 AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF347014. 1| AF347014 Honmo sapi ens mitochondrion, conplete genomne
Length = 16567

Score = 460 bits (239), Expect = e-127
ldentities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbhjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273270&dopt=GenBank

BLAST Search Results

>gb| AF347013. 1| AF347013 Honp sapi ens mitochondrion, conplete genone
Length = 16566

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1063 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1123 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1183 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1243 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1303 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1363 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 1419 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1479  ACCGCCCGICACCCTC 1494

>gb| AF347012. 1| AF347012 Hono sapi ens mtochondrion, conplete genone
Length = 16567

Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 1063 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1123 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1183 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1243 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TA
Sbjct: 1303 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAACCGAG
Sbjct: 1363 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGEGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273256&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273242&dopt=GenBank

BLAST Search Results
Shj ct: 1419 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGTI TGAACAGGGCCCTGAAGCGCGTACAC 1478

Query: 28 ACCGCCCGTCACCCTC 13
Sbhjct: 1479 ACCGCCCGTCACCCTC 1494

>gb| AF347010. 1| AF347010 Honp sapi ens mi tochondrion, conplete genone
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1127

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT - 327
Sbjct: 1128 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 1187

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1247

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGTAAGCAGA 208
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGCA 1307

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEEG- TA 149
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA 1367

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAAGEAG 89
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGEGTCGAAGGTG 1423

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCACAC 29
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCTGAAGCGCGTACAC 1483

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF347007. 1| AF347007 Hono sapi ens mtochondrion, conpl ete genome
Length = 16560

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1126

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT 327
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC 1186

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1246

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 1306

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG- TA 149
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1366
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BLAST Search Results

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAAGCGAG
Shjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1423 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483 ACCCGCCCGICACCCTC 1498

>gb| AF347006. 1| AF347006 Honp sapi ens mitochondrion, conplete genone
Length = 16568

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGIGCTTT
Sbjct: 1126 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AACCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG TA
Sbjct: 1306  AGIACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbhjct: 1422 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482  ACCGCCCGICACCCTC 1497

>gb| AF347005. 1| AF347005 Hono sapi ens mtochondrion, conpl ete genone
Length = 16572

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1069 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1129 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1189 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGGCCACAGAGT AAGCAGA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273158&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273144&dopt=GenBank

BLAST Search Results
Shj ct: 1249 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1309 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCECECT CAAGEAG
Sbjct: 1369 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACGCACAC
Sbjct: 1425 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1485 ACCGCCCGTCACCCTC 1500

>gb| AF347004. 1| AF347004 Honp sapi ens mtochondrion, conplete genone
Length = 16572

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1070 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1130 AACT GCT CGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1190 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1250 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1310 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1370 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 1426 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGITCACCCTC 13
Sbjct: 1486  ACCGCCCGICACCCTC 1501

>gb| AF347003. 1| AF347003 Honp sapi ens mtochondrion, conpl ete genome
Length = 16570

Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273130&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273116&dopt=GenBank

BLAST Search Results

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAAGCGAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Shjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF347002. 1| AF347002 Honp sapi ens mitochondrion, conplete genone
Length = 16572

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1070 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 1130 AACTGCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1190 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1250 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1310 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1370 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbhjct: 1426 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1486  ACCGCCCGICACCCTC 1501

>gb| AF347001. 1| AF347001 Hono sapi ens mtochondrion, conplete genone
Length = 16561

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273102&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273088&dopt=GenBank

BLAST Search Results
Shj ct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGI TAAATCAACAA

Query: 386 AACT GTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF347000. 1| AF347000 Hono sapi ens mtochondrion, conpl ete genone
Length = 16569

Score = 460 bits (239), Expect = e-127
ldentities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1067 CAAACT GGGATTAGATACCCCACTATGCT TAGCCCTAAACCTCAACAGT TAAATCAACAA

Query: 386 AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGGECAGTGCTTT
Sbjct: 1127 AACT CCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346999. 1| AF346999 Honop sapi ens mtochondrion, conpl ete genomne
Length = 16562

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273074&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273060&dopt=GenBank

BLAST Search Results
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1069 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
Sbjct: 1129 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1189 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1249 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1309 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1369 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1425 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1485  ACCGCCCGICACCCTC 1500

>gb| AF346998. 1| AF346998 Honp sapi ens mtochondrion, conpl ete genomne
Length = 16561

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188  ATATCCCTCTAGAGGAGCCTGITCTGIAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCT CAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Shjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346997. 1| AF346997 Honp sapi ens m tochondrion, conplete genone
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273046&dopt=GenBank
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BLAST Search Results
Length = 16567
Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1126 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGGCCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Shjct: 1422 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482 ACCCCCCGICACCCTC 1497

>gb| AF346996. 1| AF346996 Honp sapi ens mitochondrion, conplete genome
Length = 16566

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13273018&dopt=GenBank

BLAST Search Results

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496

>gb| AF346994. 1| AF346994 Honop sapi ens mtochondrion, conpl ete genomne
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1126 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGCECCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAACCGAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1422 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482 ACCCCCCGICACCCTC 1497

>gb| AF346993. 1| AF346993 Honp sapi ens mitochondrion, conplete genomne
Length = 16558

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGGCGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272990&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272976&dopt=GenBank

BLAST Search Results

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACCGCACAC 29
Sbhjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGECCCTGAAGCGCGTACAC 1480

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496

>gb| AF346992. 1| AF346992 Honp sapi ens mtochondrion, conpl ete genome
Length = 16571

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1127

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTGCTTT - 327
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 1187

Query: 326 ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1247

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGCA 1307

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGECG TA 149
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1367

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCCCTCAAGEAG 89
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACCGATAGCCCT TATGAAACT TAAGCGTCGAAGECG 1423

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCCACAC 29
Shjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCTGAAGCGCGTACAC 1483

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346991. 1| AF346991 Honp sapi ens mi tochondrion, conplete genone
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbhjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1126

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCGCAGTCCTTT - 327
Sbjct: 1127 AACT GCT CGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 1186

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1246

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGTAAGCAGA 208
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGCA 1306
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272962&dopt=GenBank
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BLAST Search Results

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCATGAAGCACGCACAC
Sbhjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346990. 1| AF346990 Honp sapi ens mtochondrion, conpl ete genomne
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGT AATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Shjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1423 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483 ACCCCCCGTCACCCTC 1498

>gb| AF346988. 1| AF346988 Honp sapi ens nitochondrion, conpl ete genomne
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGIGCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272934&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272906&dopt=GenBank

BLAST Search Results

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGTAAGCAGA 208
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 1306

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG TA 149
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1366

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECTCAAGCAG 89
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACTTAAGGEGTCGAAGGTG 1422

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACCCACAC 29
Sbjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGECCCTGAAGCGCGTACAC 1482

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346987. 1| AF346987 Honop sapi ens mtochondrion, conpl ete genome
Length = 16566

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1125

Query: 386 AACTGI TCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGTGCTTT - 327
Sbhjct: 1126 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 1185

Query: 326 ATATCCCTCTAAAGGAGCCTGT TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Shjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1245

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Shjct: 1246 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGECA 1305

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGECG TA 149
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1365

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCTCAAGEAG 89
Shjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACTTAAGCGTCGAAGGTG 1421

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAATGAGGECCATGAAGCACCCACAC 29
Shjct: 1422 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGEGCCCTGAAGCGCGTACAC 1481

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482 ACCGCCCGTCACCCTC 1497

>gb| AF346985. 1| AF346985 Honp sapi ens mtochondrion, conpl ete genone
Length = 16567

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1124
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BLAST Search Results

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECTCAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496

>gb| AF346984. 1| AF346984 Hono sapi ens mtochondrion, conpl ete genome
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Shjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGITTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAAGCGAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACGCACAC
Shjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346983. 1| AF346983 Honp sapi ens mitochondrion, conpl ete genomne
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272850&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272836&dopt=GenBank

BLAST Search Results

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AACCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1307 AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346982. 1| AF346982 Honp sapi ens mtochondrion, conpl ete genone
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGTGCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGEGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1423 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGICACCCTC 13
Sbjct: 1483 ACCCCCCGICACCCTC 1498

>gb| AF346981. 1| AF346981 Honp sapi ens mnitochondrion, conplete genone
Length = 16570
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272822&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272808&dopt=GenBank

BLAST Search Results

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1308 AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346980. 1| AF346980 Honpb sapi ens mitochondrion, conpl ete genomne
Length = 16570

Score = 460 bits (239), Expect = e-127
ldentities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCT CACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272794&dopt=GenBank

BLAST Search Results

>gb| AF346979. 1| AF346979 Honp sapi ens mitochondrion, conplete genone
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbhjct: 1126 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 1422 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482  ACCGCCCGICACCCTC 1497

>gb| AF346978. 1| AF346978 Honp sapi ens mtochondrion, conplete genone
Length = 16569

Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Shjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG- TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAACCGAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGEGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272780&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272766&dopt=GenBank

BLAST Search Results
Shj ct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT CCTTAGT TGAACAGGGCCCTGAAGCGCGTACAC 1482

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483 ACCGCCCGTCACCCTC 1498

>gb| AF346977. 1| AF346977 Hono sapi ens mitochondrion, conplete genomne
Length = 16569

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbhjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1126

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGCCAGTCCTTT - 327
Sbjct: 1127 AACT GCT CGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC 1186

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1246

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGTAAGCAGA 208
Sbhjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 1306

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEEG- TA 149
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1366

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECTCAAGEAG 89
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGEGTCGAAGGTG 1422

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAATGAGGCCATGAAGCACGCACAC 29
Sbjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCTGAAGCGCGTACAC 1482

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346976. 1| AF346976 Hono sapi ens mtochondrion, conpl ete genomne
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGT TAAATCAACAA 1126

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTGCTTT 327
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC 1186

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT 1246

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCTG GAAAGGCCACAGAGTAAGCAGA 208
Sbjct: 1247 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA 1306

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG- TA 149
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGECTA 1366

http://169.237.78.119/Claw/nt.html (25 of 31) [4/27/2003 10:26:56 AM]
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BLAST Search Results

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAAGCGAG
Shjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1423 GATTTAGCAGTAAACTGAGAGTAGAGT CCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483 ACCCGCCCGICACCCTC 1498

>gb| AF346975. 1| AF346975 Honp sapi ens nitochondrion, conpl ete genome
Length = 16567

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACTACAAGCAACAGCT TAAAACT CAAAGGACT TGECAGIGCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACTACGAGCCACAGCT TAAAACT CAAAGGACCTGGCGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AACCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGT GGCAAGAAATGEG TA
Sbjct: 1305 AGTACCCACGT AAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGCCTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGECECT CAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbhjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496

>gb| AF346974. 1| AF346974 Hono sapi ens mtochondrion, conplete genone
Length = 16571

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1069 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1129 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1189 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G GAAAGGCCACAGAGT AAGCAGA
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272724&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272710&dopt=GenBank

BLAST Search Results
Shj ct: 1249 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCTGATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1309 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCECECT CAAGEAG
Sbjct: 1369 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACGCACAC
Sbjct: 1425 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1485 ACCGCCCGTCACCCTC 1500

>gb| AF346973. 1| AF346973 Honp sapi ens m tochondrion, conplete genone
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCT AAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCT CGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGITCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346972. 1| AF346972 Hono sapi ens mtochondrion, conpl ete genomne
Length = 16570

Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1068 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GT TCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1128 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC
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BLAST Search Results

Query: 326 ATATCCCTCTAAAGGAGCCTGTTCTATAAT CGATAAACCCCAATTTACCTCACCACCTCT
Shjct: 1188 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1248 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1308 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAAGCGAG
Sbjct: 1368 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Shjct: 1424 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1484  ACCGCCCGICACCCTC 1499

>gb| AF346971. 1| AF346971 Honp sapi ens mitochondrion, conplete genomne
Length = 16567

Score = 460 bits (239), Expect = e-127
Identities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCT TAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTCCTTT
Sbjct: 1125  AACTGCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbhjct: 1245 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACAC
Sbhjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481  ACCGCCCGICACCCTC 1496

>gb| AF346970. 1| AF346970 Hono sapi ens mtochondrion, conpl ete genone
Length = 16570

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus
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Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
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BLAST Search Results
Shj ct: 1067 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCTCAACAGI TAAATCAACAA

Query: 386 AACT GTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1127 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1187 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCT CCATCTTCAGCAAACCCT G- GAAAGECCACAGAGT AAGCAGA
Sbjct: 1247 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1307 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGCECECTCAAGEAG
Sbjct: 1367 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAAT GAGGECCATGAAGCACCGCACAC
Sbjct: 1423 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1483  ACCGCCCGICACCCTC 1498

>gb| AF346969. 1| AF346969 Honp sapi ens mtochondrion, conpl ete genone
Length = 16567

Score = 460 bits (239), Expect = e-127
ldentities = 377/ 436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACT GGGATTAGATACCCCACTATGCT TAGCCCTAAACCTCAACAGT TAAATCAACAA

Query: 386 AACTGTTCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGGECAGTGCTTT
Sbjct: 1126 AACT CCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGGCECT CAAGEAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1422 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482  ACCGCCCGICACCCTC 1497

>gb| AF346968. 1| AF346968 Hono sapi ens mtochondrion, conpl ete genome
Length = 16567

Score = 460 bits (239), Expect = e-127
Identities = 377/436 (86%, Gaps = 6/436 (1%
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BLAST Search Results
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCCTTAACCCT AAACTCGAATAGT TAGATCAACAA
Sbjct: 1066 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACTGT TCGCCAGAACACT ACAAGCAACAGCT TAAAACTCAAAGGACT TGECAGTGCTTT
Sbjct: 1126 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTCCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1186 ATATCCCTCTAGAGGAGCCTGI TCTGTAATCGATAAACCCCGATCAACCT CACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCT TCAGCAAACCCT G- GAAAGGECCACAGAGT AAGCAGA
Sbjct: 1246 TGCTCAGCCTATATACCGCCATCTTCAGCAAACCCT GATGAAGGCTACAAAGT AAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGEG TA
Sbjct: 1306 AGTACCCACGTAAAGACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGCECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCGCGACAACCGT TATGAAATCTAAGECECT CAACCGAG
Sbjct: 1366 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCT TATGAAACT TAAGGGTCGAAGGT G

Query: 88 GATTTAGCAATAAAT TGAGAGCAGAGT GT TTAATTGAATGAGGCCAT GAAGCACGCACAC
Sbjct: 1422 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGEGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1482  ACCGCCCGICACCCTC 1497

>gb| AF346967. 1| AF346967 Hono sapi ens mtochondrion, conpl ete genomne
Length = 16567

Score = 460 bits (239), Expect = e-127

Identities = 377/436 (86%, Gaps = 6/436 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA
Sbjct: 1065 CAAACTGGGATTAGATACCCCACTATGCTTAGCCCTAAACCT CAACAGT TAAATCAACAA

Query: 386 AACT GTTCGCCAGAACACT ACAAGCAACAGCT TAAAACT CAAAGGACT TGGECAGTGCTTT
Sbjct: 1125 AACT GCTCGCCAGAACACT ACGAGCCACAGCT TAAAACT CAAAGGACCTGECGGTGCTTC

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 1185 ATATCCCTCTAGAGGAGCCTGI TCTGT AATCGATAAACCCCGATCAACCTCACCACCTCT

Query: 266 TGCCCAGCCTATATACCTCCATCTTCAGCAAACCCT G- GAAAGGCCACAGAGT AAGCAGA
Sbjct: 1245 TGCTCAGCCTATATACCGCCAT CTTCAGCAAACCCT GATGAAGGCTACAAAGTAAGCGCA

Query: 207 AGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG TA
Sbjct: 1305 AGTACCCACGTAAAGACGT TAGGT CAAGGT GT AGCCCAT GAGGT GGCAAGAAATGGGECTA

Query: 148 CGTTTTCTACACACAGAAAAAT CTCCCGACAACCGT TATGAAATCTAAGECCT CAAGEAG
Sbjct: 1365 CATTTTCTAC- CCCAGAAAACT- - - ACGATAGCCCTTATGAAACT TAAGGGT CGAAGGT G

Query: 88 GATTTAGCAATAAATTGAGAGCAGAGT GT TTAATTGAAT GAGGCCATGAAGCACCGCACAC
Sbjct: 1421 GATTTAGCAGTAAACT GAGAGTAGAGT GCTTAGT TGAACAGGGCCCT GAAGCGCGTACAC

Query: 28 ACCGCCCGTCACCCTC 13
Sbjct: 1481 ACCGCCCGTCACCCTC 1496

Dat abase: nt
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13272612&dopt=GenBank

BLAST Search Results

Posted date: Apr 15, 2003 3:54 PM
Nurmber of letters in database: 4,294, 869, 287
Nurmber of sequences in database: 1,020,755

Dat abase: db/nt.01

Posted date: Apr 15, 2003 3:55 PM
Nunber of letters in database: 89, 339,567
Nurmber of sequences in database: 27,887

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H

1.33 0.621 1.12

Matrix: blastn matrix:1 -2

Gap Penalties: Existence: 5, Extension: 2
Nunmber of Hits to DB: 1,134, 657

Nurmber of Sequences: 1048642

Nunmber of extensions: 1134657

Nunber of successful extensions: 79698
Nunber of sequences better than 10.0: 4472

Nunber of HSP' s better than 10.0 wi t hout gapping: 4440

Nurmber of HSP's successfully gapped in prelimtest:

Nunber of HSP's that attenpted gapping in prelimtest:

Nunber of HSP' s gapped (non-prelim: 10511
l ength of query: 462

| engt h of database: 4,384, 208, 854

ef fective HSP | ength: 24

effective |l ength of query: 438

ef fective | ength of database: 4,359, 041, 446
ef fective search space: 1909260153348

ef fective search space used: 1909260153348
T: 0

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 hits)

S1: 12 (23.8 bits)

S2: 20 (39.1 bits)

http://169.237.78.119/Claw/nt.html (31 of 31) [4/27/2003 10:26:56 AM]



BLAST Search Results

BLASTN 2. 2.5 [ Nov- 16- 2002]
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BLAST Search Results

gb| AC021080. 4] AC021080 Honp sapi ens chronosone 5 clone CIGC-. .. 527 e-149
[ ¢l | unknown Unknown 341  9e-93
gb| U12850. 1| PHU12850 Phocarctos hookeri mtochondrion 12S r... 256  3e-67
gb| U12854. 1| UAU12854 Ursus arctos mtochondrion 12S ribosom.. 248  5e-65
gb| U12840. 1| AFU12840 Arctocephal us forsteri CS21 mtochondr. .. 248  5e-65
gb| U12838. 1| AFU12838 Arctocephal us forsteri T48 mtochondri... 248  5e-65
gb| U12836. 1| AFU12836 Arctocephal us forsteri K29 nitochondri. .. 248  5e-65
gb| U12832. 1| EJU12832 Eunetopi as jubatus mtochondrion 12S r... 248  5e-65
gb| AF387077. 1| AF387077 Eospal ax baileyi isolate 7 12S ri bos. .. 244  8e-64
gb| U12830. 1| CUU12830 Cal | or hi nus ursi nus mitochondrion 12S ... 242  3e-63
gb| U12828. 1| CFU12828 Canis famliaris mitochondrion 12S rRN. .. 242  3e-63
gb| U12852. 1| PLU12852 Procyon | otor mtochondrion 12S riboso... 237 2e-61
gb| U12826. 1| AFU12826 Ailurus ful gens mitochondrion 12S rRNA. .. 237 2e-61
gb| AF387080. 1| AF387080 Eospal ax baileyi isolate 10 12S ribo. .. 233 2e-60
gb| AF387079. 1| AF387079 Eospal ax baileyi isolate 9 12S ribos... 233 2e-60
gb| AF387078. 1| AF387078 Eospal ax baileyi isolate 8 12S ribos. .. 233 2e-60
gb| AF387076. 1| AF387076 Eospal ax baileyi isolate 6 12S ri bos. .. 233  2e-60
[ cl | unknown Unknown 231 9e-60
gb| U12846. 1| MSU12846 Monachus schaui nsl andi nitochondrion 1... 227 le-58
gb| U12842. 1| LMWJ12842 Leptonychotes weddelli nitochondrion 1... 227  le-58
gb| U12834. 1| ELU12834 Enhydra lutris mitochondrion 12S rRNA ... 225 b5e-58
gb| AF348079. 1| AF348079 Echi nosorex gymura m tochondrion, c... 206 3e-52
gb| AF249982. 1| AF249982 Raphi cerus sharpei 12S ri bosormal RNA. .. 198 6e-50
gb| AF249981. 1| AF249981 Litocranius walleri 12S ribosomal RN. .. 194  9e-49
gb| AF249984. 1| AF249984 Syl vi capra grimm a 12S ri bosormal RNA. .. 191  1le-47
gb| AF249983. 1| AF249983 Raphi cerus mnel anotis 12S ribosomal R .. 183  3e-45
gb| AF154053. 1] AF154053 Mertensiella luschani mtochondrion,... 166 4e- 40
gb| AF392054. 1| AF392054 Oncor hynchus tshawytscha m tochondri. .. 137 2e-31
gb| AY016018. 1| AH010362S1 Mullerornis agilis 12S ribosomal R .. 85 8e-16
gb| U33726. 1| U33726 Paraucheni pterus sp. 12S ribosomal RNA g... 85 8e-16
gb| U33649. 1| ALU33649 Apt eronotus | eptorhynchus 12S ri bosona. .. 81 le-14
gb| AF335051. 1| AF335051 Mabuya stangeri speci nen-voucher Ras. .. 81 le-14
gb| AF335049. 1| AF335049 Mabuya spinali s speci nen-voucher Fog. .. 81 le-14
gb| AF335045. 1| AF335045 Mabuya del al andi i speci nen-voucher F... 81 le-14
gb| AF335041. 1| AF335041 Mabuya del al andii speci men-voucher S.. 81 le-14
gb| AF335025. 1| AF335025 Mabuya del al andii speci men-voucher F.. 81 le-14
gb| AF335021. 1| AF335021 Mabuya del al andii speci men-voucher F.. 81 le-14
gb| AF335019. 1| AF335019 Mabuya del al andii speci men-voucher S.. 81 le-14
gb| AF335017. 1| AF335017 Mabuya del al andii speci nen-voucher S.. 81 le-14
gb| AF335071. 1| AF335071 Mabuya f ogoensi s speci men-voucher S.... 80 b5e-14
gb| AF335035. 1| AF335035 Mabuya spinali s speci nen-voucher Mi. .. 80 b5e-14
gb| AF335031. 1| AF335031 Mabuya vaill anti speci men-voucher Fo. .. 80 be-14
gb| U33693. 1| U33693 Canpostoma anomal um 12S ri bosormal RNA ge. .. 78 2e-13
gb| AY035830. 1| Mesalina rubropunctata strain AHC-5 12S ri bo. .. _76  7e-13
gb| U33660. 1| U33660 Chaca sp. 12S ribosomal RNA gene, partia... _76  T7e-13
gb| AF335069. 1| AF335069 Mabuya spinal i s speci nen-voucher Fog. .. 76  T7e-13
gb| AF335053. 1| AF335053 Mabuya f ogoensi s speci nen-voucher S.... _76  7e-13
gb| AF335033. 1| AF335033 Mabuya del al andi i speci nen-voucher B... _76  7e-13
gb| AF335029. 1| AF335029 Mabuya fogoensi s speci nen-voucher S.... 76  7e-13
gb| AF335027. 1| AF335027 Mabuya fogoensi s speci nen-voucher S. ... _76  7e-13
gb| AF335023. 1| AF335023 Mabuya fogoensi s speci men-voucher S.... 76  T7e-13
gb| AF335077. 1| AF335077 Mabuya vaillanti speci nmen-voucher Sa... 74  2e-12
gb| AF335075. 1| AF335075 Mabuya vaill anti speci nmen-voucher Sa... 74 2e-12
gb| AF335073. 1| AF335073 Mabuya spinali s speci nen-voucher Mi. .. 74  2e-12
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14573684&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607995&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00608001&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607980&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607977&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607974&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607968&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14579653&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607965&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607962&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607998&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607959&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14579656&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14579655&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14579654&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14579652&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607989&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607983&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=00607971&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14495261&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572871&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572870&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572873&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572872&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13873052&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14595671&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13096061&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443998&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443911&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446846&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446843&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446837&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446831&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446807&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446801&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446798&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446795&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446876&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446822&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446816&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443966&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572533&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443944&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446873&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446849&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446819&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446813&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446810&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446804&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446885&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446882&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446879&dopt=GenBank

BLAST Search Results

gb| AF335047. 1| AF335047 Mabuya vaillanti speci nmen-voucher Fo. .. 74  2e-12
gb| AF335037. 1| AF335037 Mabuya sal ensi s speci nen-voucher Boa. .. 74 2e-12
gb| AF285429. 1| AF285429 Acnodon normani 12S ri bosormal RNA ge. .. 72  9e-12
gb| U33735. 1| CCU33735 Chanos chanos 12S ri bosomal RNA gene, ... _72  9e-12
gb| U33714. 1| U33714 Noturus exilis 12S ribosomal RNA gene, p... _70 4de-11
gb| AF335067. 1| AF335067 Mabuya spi nali s speci nen-voucher San. .. 70  4e-11
gb| AF335065. 1| AF335065 Mabuya fogoensi s speci nen-voucher S.... _70 4de-11
gb| AF335063. 1| AF335063 Mabuya stangeri speci nen-voucher S. V... _70 4de-11
gb| AF335061. 1| AF335061 Mabuya fogoensi s speci nen-voucher S.... _70 4de-11
gb| AF335057. 1| AF335057 Mabuya sal ensi s speci nen-voucher Sal. .. _70 4de-11
gb| AF335055. 1| AF335055 Mabuya fogoensi s speci men-voucher S. ... 70 4de-11
gb| AF335043. 1| AF335043 Mabuya f ogoensi s speci nen-voucher S.... _70 4de-11
gb| AF335039. 1| AF335039 Mabuya sal ensi s speci nen-voucher Sal. .. _70 4de-11
gb| U88009. 1| GAUB8009 Cavi a pacifica 12S mitochondrial ribos... 68 le-10
gb| U33682. 1| U33682 Hypenteliumnigricans 12S ri bosomal RNA ... _68 le-10
gb| AY035833. 1| Mesalina adramitana strain AND-2 12S ri bosom .. _64 2e-09
gb] AY035832. 1] Mesalina guttulata strain ANA-7 12S ri bosona. .. 64 2e-09
gb| AY035826. 1| Mesalina sp. 'Kuri' strain ADM 3 12S ri bosom .. _64 2e-09
gb| AY035825. 1] Mesalina balfouri strain ADM2 12S ri bosonal. .. _64 2e-09
gb| AY035824. 1] Mesalina balfouri strain ADM1 12S ri bosomal. .. _64 2e-09
gb| U33671. 1| DSU33671 Di stichodus sp. 12S ribosonmal RNA gene... _64 2e-09
gb| AF335079. 1| AF335079 Mabuya stangeri speci nen-voucher Ras. .. 64 2e-09
gb| AY035827.1]| Erenias arguta strain ACA-17 12S ri bosomal R .. 62 7e-09
gb| AF335059. 1| AF335059 Mabuya spi nalis speci men-voucher San... _62 7e-09
gb| U33703. 1| U33703 Hydrocynus sp. 12S ri bosomal RNA gene, p... 60 3e-08
gb| AF338821. 1| AF338821 Anmzona farinosa cytochrone b gene, 58 1le-07
gb| AF338820. 1| AF338820 Amazona ochrocephal a oratrix cytochr. .. 58 le-07
gb| AF338819. 1| AF338819 Anmzona ochrocephal a auropal liata cy. .. 58 1le-07
gb| AY035828. 1| Eremnias pleskei strain ANB-6 12S ribosomal R .. 56  4e-07
gb| AY035831.1] Mesalina brevirostris strain AHD-15 12S ri bo. .. 55 2e- 06
gb| AY035829. 1] Mesalina olivieri strain ADO-3 12S ri bosomal. .. _55 2e- 06
gb| BC009984. 1| BC009984 Hono sapi ens, Di George syndrone crit... _47  3e-04
gb| U33736. 1| CCU33736 Chanos chanos 12S ri bosormal RNA gene, . 43 0. 005
gb| U33727. 1| U33727 Paraucheni pterus sp. 12S ribosomal RNA g... _43 0.005
gb| U33715. 1| U33715 Noturus exilis 12S ribosomal RNA gene, p... ~39 0.065
gb| U33704. 1| U33704 Hydrocynus sp. 12S ri bosonal RNA gene, p... -39 0.065
gb| U33672. 1| DSU33672 Di stichodus sp. 12S ri bosonmal RNA gene. .. ~39 0.065
gb| U33650. 1| ALU33650 Apteronotus | eptorhynchus 12S ri bosoma. .. -39 0.065
gb| U33640. 1| AAU33640 Apteronotus al bifrons 12S ri bosomal RN. .. ~39 0.065
gb| AF146267. 1| AF146267 Uncul tured bacterium SCALE-15 16S ri... 35 0.93

gb| AF142802. 1| AF142802 Uncul tured bacteri um ACE-27 16S ri bo. .. 35 0.93

gb| AF356012. 1| AF356012 Uncul tured rhodophyte cl one Cy4 16S ... 35 0.93

gb| AC092240. 1| AC092240 Drosophil a el anogaster, chronosone ... 35 0.93

gb| AF350369. 1| AF350369 Ther nococcus sp. CL1 16S ri bosomal R .. 35 0.93

>gb| AC021080. 4] AC021080 Honp sapi ens chronmosone 5 clone CTC 203K17,

Length = 103522

Score =

527 bits (274),

Expect = e-149

Identities = 390/438 (89%, Gaps = 5/438 (1%

conpl et e sequence

Strand = Plus / Plus

GAGGGT GACGGECGGET G GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTCCTCTC 72
GAGGGT GACAGCCAGTGTGTGCATGCTTTATGGCCTTATTCAATTAAGCACTCTGCTCCT 79137

Query: 13
Shjct: 79078
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446840&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446825&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14582600&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443923&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443987&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446870&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446867&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446864&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446861&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446855&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446852&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446834&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446828&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01870724&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443955&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572536&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572535&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572529&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572528&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572527&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443933&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446888&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572530&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13446858&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443976&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13898637&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13898634&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=13898631&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572531&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572534&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14572532&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14603003&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443924&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443999&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443988&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443977&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443934&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443912&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=02443902&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05051710&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05359784&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14595359&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14578121&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14573433&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=14573684&dopt=GenBank
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Query: 73
Sbjct: 79138
Query: 133
Sbjct: 79197
Query: 190
Shjct: 79257
Query: 250
Sbjct: 79317
Query: 309
Sbjct: 79377
Query: 369
Sbjct: 79437
Query: 429
Sbjct: 79497
I
Ny

Dat abase:

Post ed dat e:

AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCGCGAGATTTTT
AATTTACTGCTAAATCCTCCTTGEGCCCTTAGGT TTCATAAGGGT TGTTATGAGATTTT-

CTGTGTGTAGAAAACGTA- CCCATTTCTTGCCAC- - CTCATGGGCTACACCTTGACCTAA
CTAGCAGTAGAAAATATAGCCCATTTCTTACCACACCT CGTGGECTACAACT TGACCTAA

CGITTTTATGTAGATACTTCTGCTTACTCTGTGGCCT TTCCAGGGT TTGCT GAAGAT GGA
CGITTTTACGTAGATATTTGTGCTTACTTTGCAGCCT TACTAGGGT TTGCTGAAGATGGA

GGTATATAGGCT GGECAAGAGGT GGTGAGGTAAATTGEGGT TTATCGAT- TATAGAACAG
AGTATATAGGCT GAGCAAGAGGT GGTGAGGTAAATTGGAGT TTATCAATATATAGAACAG

GCTCCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGI TTTAAGCTGT TGCTTGTA
GCTCCTCTAGAGGGATATAAAGCACCCCCAAGTICCTTTGAGI TTTAAGCTATTCCTTGTA

GTGTTCTGCCGAACAGT TTTGT TGATCTAACTATTCGAGT TTAGGGT TAAGCATAGT GGG
GIGITTCTGGTGAATAGT TTTGT TGATTTAACTATTGGAGT TTAGGGCTAAGCATAGT GGG

GTATCTAATCCCAGITTG 446
GTATCTAATCCCAGITTG 79514

Failure to print alignment... --------

db/ nt. 01

Apr 15, 2003 3:55 PM

Nunmber of letters in database: 89, 339, 567
Nunber of sequences in database: 27,887

Dat abase:
Post ed dat e:

PDB nucl eoti de dat abase

Apr 15, 2003 3:54 PM

Nunber of letters in database: 171, 196
Nunber of sequences in database: 3992

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H

1.33 0.621 1.12
Matrix: blastn matrix:1 -2

Gap Penal ti es:

Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
| ength
| engt h

effective

Exi st ence: 5, Extension: 2

of Hts to DB: 28,430

of Sequences: 31879

of extensions: 28430

of successful extensions: 2627

of sequences better than 10.0: 178

of HSP's better than 10.0 wi thout gapping: 178
of HSP's successfully gapped in prelimtest: 0O
of HSP's that attenpted gapping in prelimtest: 2216
of HSP's gapped (non-prelin): 312

of query: 462

of database: 89,510, 763

HSP | ength: 20

effective length of query: 442
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132
79196

189
79256

249
79316

308
79376

368
79436

428
79496



BLAST Search Results

ef fective | ength of database: 88,873,183
ef fective search space: 39281946886

ef fective search space used: 39281946886
T: 0

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 hits)

S1: 12 (23.8 bits)

S2: 17 (33.4 bits)
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BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Ql_ss.fas
1, 358, 080 sequences; 600,347,833 total letters

Query= CS63wi n
(462 letters)

Distribution of 55 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Color Key for Alignment Scores
lelll_
0 50 100 150 200 250 300 350 400 450

Score E
Sequences produci ng significant alignments: (bits) Val ue
gnl | dbSNP| ss6879113 738 0.0
gnl | dbSNP| ss6879114 583 e- 165
gnl | dbSNP| ss6879115 06 e- 142
gnl | dbSNP| ss6879116 30 6e-81
gnl | dbSNP| ss6230823 292 2e-77
gnl | dbSNP| ss6514239 242 2e-62
gnl | dbSNP| ss6514238 242 2e-62
gnl | dbSNP| ss6514240 237 le- 60
gnl | dbSNP| ss6268951 29 2e-58
gnl | dbSNP| ss6133132 22 le- 56
gnl | dbSNP| ss7887644 189 3e-46
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
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gnl | dbSNP| ss7887643
gnl | dbSNP| ss7887642
gnl | dbSNP| ss7887641
gnl | dbSNP| ss5640292
gnl | dbSNP| ss6879118
gnl | dbSNP| ss5650274
gnl | dbSNP| ss6028113
gnl | dbSNP| ss5756627
gnl | dbSNP| ss7953597
gnl | dbSNP| ss5665301
gnl | dbSNP| ss5653115
gnl | dbSNP| ss6094407
gnl | dbSNP| ss6879119
gnl | dbSNP| ss5813365
gnl | dbSNP| ss6254413
gnl | dbSNP| ss7893501
gnl | dbSNP| ss7893500
gnl | dbSNP| ss7893499
gnl | dbSNP| ss7893498
gnl | dbSNP| ss6273888
gnl | dbSNP| ss5854538
gnl | dbSNP| ss5805798
gnl | dbSNP| ss6140307
gnl | dbSNP| ss7931375
gnl | dbSNP| ss7931374
gnl | dbSNP| ss7931373
gnl | dbSNP| ss7864435
gnl | dbSNP| ss6853133
gnl | dbSNP| ss6698149
gnl | dbSNP| ss6599909
gnl | dbSNP| ss6410540
gnl | dbSNP| ss6410538
gnl | dbSNP| ss6211903
gnl | dbSNP| ss6209191
gnl | dbSNP| ss6104595
gnl | dbSNP| ss6087686
gnl | dbSNP| ss5927644
gnl | dbSNP| ss5856979
gnl | dbSNP| ss5781342
gnl | dbSNP| ss5756948
gnl | dbSNP| ss5738411
gnl | dbSNP| ss5704348
gnl | dbSNP| ss5667587

>gnl | dbSNP| ss6879113

Length = 401

Score = 739 bits (384),
Identities = 392/397 (98%
Strand = Plus / Plus
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Query: 13 GAGGGT GACGCEGECGGT GT GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 72
Sbjct: 5 GAGGGT GAAGGGECGGTGT GTGCGT GCTTCATGECCTCATTCAATTAAACACTCTGCTCTC 64

http://169.237.78.119/Claw/snp.html (2 of 15) [4/27/2003 10:27:00 AM]



BLAST Search Results

Query: 73 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT
Sbjct: 65 AATTTATTGCTAAATCCTCCTTGAGCCCTTAGATTTCATAACGGT TGTCCCGAGATTTTT

Query: 133 CTGIGIGTAGAAAACGTACCCATTTCTTGCCACCT CATGGGECTACACCT TGACCTAACGT
Shjct: 125 TTGGATGTAGAAAACGTACCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGT

Query: 193 TTTTATGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT
Sbjct: 185 TTTTATGTAGATACTTSTGCTTACTCTGIGGCCTTTCCAGGGT TTGCTGAAGATGGAGGT

Query: 253 ATATAGGCTGGGECAAGAGGT GGTGAGGTAAATTGEEGT TTATCGATTATAGAACAGCECTC
Shjct: 245 ATATAGGCTGCCGCAAGAGGT GGTGAGGTAAATTGCEGGT TTATCGATTATAGAACAGECTC

Query: 313 CITTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAAGCTGITGCTTGTAGTGT
Shjct: 305 CTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAAGCTGITGCTTGTAGTGT

Query: 373 TCTGCCGAACAGTITTTGITGATCTAACTATTCGAGIT 409
Sbjct: 365 TCTGGCGAACAGTTTTGITGATCTAACTATTCGAGIT 401

>gnl | dbSNP| ss6879114
Length = 401

Score = 583 bits (303), Expect = e-165
Identities = 309/313 (98%
Strand = Plus / Plus

Query: 138 TGTAGAAAACGTACCCATTTCTTGCCACCTCATGGGECTACACCTTGACCTAACGTTTTTA
Sbjct: 5 TGTAGAAAACGTACCCATTTCTTGCCACCT CATGECCTACACCTTGACCTAACGTITTTTA

Query: 198 TGTAGATACTTCTGCTTACTCTGIGGCCTTTCCAGGGT TTGCTGAAGATGGAGGTATATA
Sbjct: 65 TGTAGATACTTCTGCTTACTCTGTGECCTTTCCAGGGT TTGCCT GAAGATGGAGGTATATA

Query: 258 GGCTGGGECAAGAGGT GGTGAGGTAAATTGEEGT TTATCGATTATAGAACAGECTCCTTTA
Sbjct: 125 GGCTGGCCAAGAGGT GGTGAGGTAAATTGGEGGT TTATCGATTATAGAACAGGCTCCTTTA

Query: 318 GAGCGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGTAGIGTTCTGG
Sbjct: 185 GAGGGATATAAAGCACYGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGTAGTGITCTGG

Query: 378 CGAACAGITTTGITGATCTAACTATTCGAGTTTAGGGT TAAGCATAGTGGGGTATCTAAT
Shjct: 245 CGAACAGTTTTGTTGATCTAACTATTCGAGTTTAGGGT TAAGCATAGCGGEGTATCTACT

Query: 438 CCCAGITTGAATC 450
Sbjct: 305 CCCAGITTGGATC 317

>gnl | dbSNP| ss6879115
Length = 401

Score = 506 bits (263), Expect = e-142

Identities = 269/273 (98%
Strand = Plus / Pl us

Query: 178 ACCTTGACCTAACGITTTTATGTAGATACTTCTGCTTACTCTGTGGECCTTTCCAGGGTTT
Sbjct: 1 ACCTTGACCTAACGTTTTTATGTAGATACTTCTGCTTACTCTGTGECCTTTCCAGEGTTT

Query: 238 CCTGAAGATGGAGGTATATAGGCT GGGCAAGAGGT GGTGAGGTAAATTGEGEGT TTATCGA
Sbjct: 61 GCTGAAGATGGAGGTATATAGGCT GGGCAAGAGGT GGTGAGGTAAATTGGGGT TTATCGA

Query: 298 TTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGTTTTAAGC
Shjct: 121 TTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCAAGTCCTTTGAGTTTTAAGC
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BLAST Search Results

Query: 358 TGITGCTTGTAGTIGITCTGCCGAACAGTTTTGITGATCTAACTATTCGAGTTTAGCGTTA 417
Shjct: 181 TGITCCTTGTAGTGITCTGGYGAACAGTTTTGTTGATCTAACTATTCGAGTTTAGGGTTA 240

Query: 418 AGCATAGTGECGTATCTAATCCCAGITTGAATC 450
Sbjct: 241 AGCATACCGCCGTATCTACTCCCAGITTCGATC 273

>gnl | dbSNP| ss6879116
Length = 401

Score = 304 bits (158), Expect = 6e-81
Identities = 164/167 (98%
Strand = Plus / Plus

Query: 284 TTGGGGITTATCGATTATAGAACAGGECTCCTTTAGAGGGATATAAAGCACTGCCAAGTCC 343
Shjct: 1 TTGGGGTTTATCGATTATAGAACAGCECTCCTTTAGAGGGATATAAAGCACTGCCAAGTCC 60

Query: 344 TTTGAGITTTAAGCTGITGCTTGTAGIGITCTGGCGAACAGTTTTGITGATCTAACTATT 403
Sbjct: 61 TTTGAGTTTTAAGCTGI TGCTTGTAGT GI TCTGECGAACAGTI TTTGTTGATCTAACTATT 120

Query: 404 CGAGITTAGSGTTAAGCATAGTGEEGTATCTAATCCCAGTITTGAATC 450
Shjct: 121 CGAGITTAGCGT TAAGCATAGCGGGGTATCTACTCCCAGITTGGATC 167

>gnl | dbSNP| ss6230823
Length = 401

Score = 292 bits (152), Expect = 2e-77
Identities = 195/215 (90%, Gaps = 2/215 (0%
Strand = Plus / M nus

Query: 443 ACTGCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGTTAGATCAACAAAAC 384
Shjct: 183 ACTGCGATTAGATAACCCMCTATGCTTAGCCCTAAACTCTAATAGTTACATTAACAAAAC 242

Query: 383 TGITCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGECAGTCGCTTTATA 324
Shjct: 243 CATTCGCCAGAGTACTACAAGCAACAGCTTAAAACTCAAAGGACTTGGECAGTGCTTTATA 302

Query: 323 TCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCTTG 265
Sbjct: 303 TCCCTCTAGAGGAGCCTGITCTATAATCGATAAACCCTGATATACCTCACCACCTCTTCC 362

Query: 264 - CCCAGCCTATATACCTCCATCTTCAGCAAACCCT 231
Sbjct: 363 CCCCAGCCTGIATAGTGCCATCTTCAGCAAACCCT 397

>gnl | dbSNP| ss6514239
Length = 401

Score = 242 bits (126), Expect = 2e-62

Identities = 187/211 (88%, Gaps = 5/211 (2%
Strand = Plus / M nus

Query: 222 CACAGAGTAAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGTGTAGCCCATGAGGTG 163
Sbjct: 3 CACAAAGT AAGCACAAGTATCTACATAAAAACAT TAGGT CAAGGT GTAGCCCATGAGCECG 62

Query: 162 GCAAGAAATGGG TACGT TTTCTACACACAGAAAAATCTCGCGACAACCGITATGAAATC 104
Sbjct: 63 GTAAGAAATGGCCTACATTTTCTACACCCAGAAAA- TCTG- - - ACAACCCTTATGAAATC 118

Query: 103 TAAGGGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGTGTTTAATTGAATGAGECC 44
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BLAST Search Results
Shj ct: 119 TAAGGGCTCAAGGAGGATTCAGCAGTATATTAAGAGCAGAGTCCTTAATTGGATGAGECC 178

Query: 43  ATGAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 179 ATAAAGCACACACACAATGCCCRTCACCCTC 209

>gnl | dbSNP| ss6514238
Length = 401

Score = 242 bits (126), Expect = 2e-62
Identities = 187/211 (88%, Gaps = 5/211 (2%
Strand = Plus / M nus

Query: 222 CACAGAGTAAGCAGAAGTATCTACATAAAAACGT TAGGTCAAGGTGTAGCCCATGAGGTG 163
Sbjct: 16 CACAAAGT AAGCACAAGTATCTACATAAAAACATTAGGT CAAGGTGTAGCCCATGAGECG 75

Query: 162 GCAAGAAATGGG TACGT TTTCTACACACAGAAAAATCTCGCCGACAACCGI TATGAAATC 104
Sbjct: 76 GTAAGAAATGGCCTACATTTTCTACACCCAGAAAA- TCTGC- - - ACAACCCTTATGAAATC 131

Query: 103 TAAGGGCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAATGAGECC 44
Shjct: 132 TAAGGCCCTCAAGGAGGAT TCAGCAGTATATTAAGAGCAGAGTGCTTAATTGGATGAGECC 191

Query: 43  ATGAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 192 ATAAAGCACRCACACAATGCCCATCACCCTC 222

>gnl | dbSNP| ss6514240
Length = 401

Score = 237 bits (123), Expect = le-60
Identities = 186/211 (88%, Gaps = 5/211 (2%
Strand = Plus / M nus

Query: 222 CACAGAGTAAGCAGAAGTATCTACATAAAAACGT TAGGTCAAGGTGTAGCCCATGAGGTG 163
Sbjct: 2 CACAAAGT AAGCACAAGTATCTACATAAAAACATTAGGT CAAGGTGTAGCCCATGAGECG 61

Query: 162 GCAAGAAATGGG TACGT TTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATC 104
Shjct: 62 GTAAGAAATGGCCTACATTTTCTACACCCAGAAAA- TCTGC- - - ACAACCCTTATGAAATC 117

Query: 103 TAAGGCCTCAAGGAGGATTTAGCAATAAATTGAGAGCAGAGTGTTTAATTGAATGAGECC 44
Sbjct: 118 TAAGGGCTCAAGGAGGATTCAGCAGTATATTAAGAGCAGAGTCCTTAATTGGATGAGCCC 177

Query: 43  ATGAAGCACGCACACACCGCCCGTCACCCTC 13
Sbjct: 178 ATAAAGCACACACACAATCGCCCAYCACCCTC 208

>gnl | dbSNP| ss6268951
Length = 401

Score = 229 bits (119), Expect = 2e-58

Identities = 131/137 (95%
Strand = Plus / Plus

Query: 314 TTTAGAGCGATATAAAGCACTGCCAAGTCCTTTGAGITTTAAGCTGITGCTTGTAGIGIT 373
Shjct: 1 TTTAGAGCGATATAAAGCATGECCAAGTCCTTTGAGT TTTAAGCTGITGCTTGTAGIGIT 60

Query: 374 CTGGCGAACAGITTTGITGATCTAACTATTCGAGI TTAGGGT TAAGCATAGTGGGGTATC 433
Sbjct: 61 CTGGCGAACAGI TTTGI TGATCTAACTGI TCGAGT TTAGGGT TAAGCATAGCGGGGTATC 120
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BLAST Search Results

Query: 434 TAATCCCAGITTGAATC 450
Shjct: 121 TACTCCCAGITTGGATC 137

>gnl | dbSNP| ss6133132
Length = 401

Score = 223 bits (116), Expect = le-56
Identities = 144/ 158 (91%
Strand = Plus / Plus

Query: 289 GITTATCGATTATAGAACAGGCTCCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGA
Shjct: 1 GITTATCGATTACAGAACAGCCTCCTCTAGAGGGATATGAAGCACCGCCAGGTCCTTTGA

Query: 349 CGITTTAACCTGITGCCTTGTAGTGI TCTGECGAACAGT TTTGI TGATCTAACTATTCGAGT
Shjct: 61 GITTTAAGCCTGTGECTCGTAGTGT TCTGGECGAGCAGT TTTGT TGATTTAACTGI TGAGGT

Query: 409 TTACCGITAAGCATAGIGECGTATCTAATCCCAGITTG 446
Sbjct: 121 TTAGGCCTAAGCATAGIGGCGTATCTAATCCCAGITTG 158

>gnl | dbSNP| ss7887644
Length = 801

Score = 189 bits (98), Expect = 3e-46
Identities = 237/299 (79%, Gaps = 15/299 (5%
Strand = Plus / M nus

Query: 446 CAAACTCCGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGTTAGATCAACAA
Shjct: 477 CAAACTGGGATGAGATACCCCACTATGCTTAGCTATAAACT CAAATAATTTAACAAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAACGACT TGCCAGIGCTTT
Shjct: 537 AATTATTCACCAGAGTATGACAACCAATACCT TAAAACT CAAAGGACATGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 597 ACATCCCTCTAGAGGACCCTGITCTATAATTGATAAACCCTGATATTCCCTTCCATCTCT

Query: 266 TGCC- -- CAGCCTATATACCTCCATCTTCAGCAAACCCT GGAAAGGCCACAGAGT AAGCA
Shjct: 657 TGCCACATACCCTATATACCATCATCTTCAGCTAA- ----- AAAGGT CTTAAAGT AAGCA

Query: 209 GAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAAT GGG
Sbjct: 711 CAAGI------ ATTAAAATGT TAGAT CAAGGT GTAGCCCATGAGAT GGAAAGAAAT GGG

>gnl | dbSNP| ss7887643
Length = 801

Score = 173 bits (90), Expect = le-41

Identities = 173/212 (81%, Gaps = 3/212 (1%
Strand = Plus / M nus

Query: 446 CAAACTCCGATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGI TAGATCAACAA
Shjct: 536 CAAACTGGEGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATAATTTAACAAACAA

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGIGCTTT
Sbjct: 596 AATTATTCACCAGAGTATGACAAGCAATAGCT TAAAACT CAAAGCACATGECGGTCCTTT

Query: 326 ATATCCCTCTAAAGGAGCCTGTITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
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BLAST Search Results
Shj ct: 656 ACATCCCTCTAGACGACCCTGITCTATAATTGATAAACCCTGATATTCCCTTCCATCTCT 715

Query: 266 TGCC--- CAGCCTATATACCTCCATCTTCAGC 238
Shjct: 716 TGCCACATACCCTATATACCATCATCTTCAGC 747

>gnl | dbSNP| ss7887642
Length = 801

Score = 169 bits (88), Expect = 2e-40
Identities = 136/160 (85%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Shjct: 601 CAAACTGEGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATAATTTAACAAACAA 660

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGECAGTCCTTT 327
Shjct: 661 AATTATTCACCAGAGTATGACAAGCCAATACCT TAAAACT CAAAGGACATCECGGTICGCTTT 720

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCC 287
Sbjct: 721 ACATCCCTCTAGAGGACCCTGITCTATAATTGATAAACCC 760

>gnl | dbSNP| ss7887641
Length = 801

Score = 169 bits (88), Expect = 2e-40
Identities = 136/ 160 (85%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 623 CAAACTCCGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATAATTTAACAAACAA 682

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTCECAGTCCTTT 327
Shjct: 683 AATTATTCACCAGAGTATGACAAGCAATAGCT TAAAACT CAAAGCACATCCCGGIGCTTT 742

Query: 326 ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCC 287
Sbjct: 743 ACATCCCTCTAGAGGACCCTGITCTATAATTGATAAACCC 782

>gnl | dbSNP| ss5640292
Length = 401

Score = 160 bits (83), Expect = le-37
Identities = 105/116 (90%
Strand = Plus / Plus

Query: 275 TGAGGTAAATTGGGGTTTATCGATTATAGAACAGECTCCTTTAGAGCGATATAAAGCACT 334
Sbjct: 286 TGAGGTITGATCEGEGGTTTATCGATTACAGAACAGCCTCCTCTAGAGEGATATGAAGCACC 345

Query: 335 GCCAAGTICCTTTGAGITTTAAGCTGITGCTTGTAGIGITCTGECGAACAGITTTGT 390
Shjct: 346 GCCAGGICCTTTGAGITTTAAGCTGIGECTCGTAGIGITCTGECCGAGCAGITTTGT 401

>gnl | dbSNP| ss6879118
Length = 401

Score = 156 bits (81), Expect = 2e-36
Identities = 87/90 (96%
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BLAST Search Results
Strand = Plus / Plus

Query: 361 TGCTTGTAGIGITCTGCCGAACAGTITTTGITGATCTAACTATTCGAGTTTAGCGTTAAGC 420
Shjct: 1 TCCTTGTAGTGT TCTGCCGAACAGTTTTGT TGATCTAACTATTCGAGT TTAGGGTTAAGC 60

Query: 421 ATAGTGECGTATCTAATCCCAGITTGAATC 450
Shjct: 61 ATAGCGGGEGTATCTACTCCCAGT TTGGATC 90

>gnl | dbSNP| ss5650274
Length = 401

Score = 119 bits (62), Expect = 2e-25
Identities = 104/125 (83%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATAGITAGATCAACAA 387
Sbjct: 277 CAAACTGEGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATAATTTAACAAACAA 336

Query: 386 AACTGITCGCCAGAACACTACAAGCAACAGCTTAAAACTCAAAGGACTTGCCAGICCTTT 327
Sbjct: 337 AATTATTCACCAGAGTATGACAAGCAATAGCT TAAAACT CAAAGCACATGECGGTCCTTT 396

Query: 326 ATATC 322
Shjct: 397 ACATC 401

>gnl | dbSNP| ss6028113
Length = 401

Score = 104 bits (54), Expect = 9e-21
Identities = 76/ 87 (87%
Strand = Plus / Plus

Query: 358 TGITCCTTGTAGTIGITCTGECGAACAGTTTTGITGATCTAACTATTCCAGITTAGCGTTA 417
Shjct: 2 TGITCCTTGTAGTACTCTGECGAATGETTTTGT TAATGTAACTGI TAGGGT TTAGCCECTA 61

Query: 418 AGCATAGTGEGGTATCTAATCCCAGIT 444
Sbjct: 62 AGCATAGAGGGGTATCTAATCCCAGIT 88

>gnl | dbSNP| ss5756627
Length = 401

Score = 100 bits (52), Expect = le-19
Identities = 66/ 73 (90%
Strand = Plus / Plus

Query: 374 CITGECGAACAGITTTGITGATCTAACTATTCGAGI TTAGCGTTAAGCATAGTGECGTATC 433
Sbjct: 1 CTGGECGAGCAGI TTTGI TGATTTAACTGI TGAGGT TTAGGGCTAAGCATAGT GGGGTATC - 60

Query: 434 TAATCCCAGITTG 446
Sbjct: 61 TAATCCCAGITTG 73

>gnl | dbSNP| ss7953597
Length = 801
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Score = 79.5 bits (41), Expect = 3e-13
Identities = 57/65 (87%
Strand = Plus / M nus

Query: 215 TAAGCAGAAGIATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGACGT GECAAGAA 156
Sbjct: 15 TAATCACAAATATTTACATAAAAACGT TAGGT CAAGGT GTAGT CTATGAGATGCGAAGAA 74

Query: 155 ATGGG 151
Sbjct: 75 ATCEG 79

Score = 39.1 bits (20), Expect = 0.41
Identities = 38/47 (80%
Strand = Plus / M nus

Query: 94 AAGGAGGATTTACCAATAAATTGAGAGCAGAGTGTTTAATTGAATGA 48
Sbjct: 139 AAGGAGCATTTAGTAGIAAATTAGCAATAGACGACCTTAGITGAATGA 185

>gnl | dbSNP| ss5665301
Length = 401

Score = 79.5 bits (41), Expect = 3e-13
Identities = 49/53 (92%
Strand = Plus / Plus

Query: 398 ACTATTCGAGITTAGGGT TAAGCATAGTGEGETATCTAATCCCAGTTTGAATC 450
Shbjct: 1 ACTGI TCGAGT TTAGGGT TAAGCATAGCGGEGGTATCTACTCCCAGTTTGGATC 53

>gnl | dbSNP| ss5653115
Length = 401

Score = 77.6 bits (40), Expect = le-12
Identities = 60/ 70 (85%
Strand = Plus / Plus

Query: 375 TGCCCGAACAGITTTGITGATCTAACTATTCGAGT TTAGGGT TAAGCATAGTGECGTATCT 434
Sbjct: 1 TGECGAATGGT TTTGTTAGT TTAACTATTAGAGCT TAGGGECTAAGCACAGTIGGGTTATCT 60

Query: 435 AATCCCAGIT 444
Sbjct: 61 AATCCCAGTIT 70

>gnl | dbSNP| ss6094407
Length = 401

Score = 62.2 bits (32), Expect = 5e-08
Identities = 42/47 (89%
Strand = Plus / M nus

Query: 446 CAAACTCCCATTAGATACCCCACTATGCTTAACCCTAAACTCGAATA 400
Shjct: 336 CAAACTGEGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATA 382
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>gnl | dbSNP| ss6879119
Length = 401

Score = 60.3 bits (31), Expect = 2e-07
ldentities = 37/40 (92%
Strand = Plus / Plus

Query: 411 AGGGITAAGCATAGTGCEGTATCTAATCCCAGTTTGAATC 450
Shbjct: 1 AGGGTTAAGCATAGCGGEGGTATCTACTCCCAGTTTGGATC 40

>gnl | dbSNP| ss5813365
Length = 401

Score = 54.5 bits (28), Expect
Identities = 51/60 (85%, Gaps
Strand = Plus / M nus

le- 05
1/ 60 (1%

Query: 71 AGAGCAGAGT GTTTAATTGAAT GAGGCCAT GAAGCACGCACACACCCGCCCGTCACCCTCT 12
Shjct: 2 AGAACAGAGT CCTTGAT TGAATAAGGCCATAAGGCAAGCACACAA- GCCCGTCACCCTCT 60

>gnl | dbSNP| ss6254413
Length = 401

4e- 05
1/56 (1%

Score = 52.6 bits (27), Expect
Identities = 48/ 56 (85%, Gaps
Strand = Plus / M nus

Query: 67 CAGAGT GT TTAATTGAAT GAGGCCATGAAGCACGCACACACCGCCCGTCACCCTCT 12
Shbjct: 3 CAGAGT GCTTGAT TGAATAAGGCCATAAGCCAAGCACACAA- GCCCGTCACCCTCT 57

>gnl | dbSNP| ss7893501
Length = 801

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Sbjct: 539 TTTTTATGTAGATACTTCTG 558

>gnl | dbSNP| ss7893500
Length = 801

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Sbjct: 541 TTTTTATGTAGATACTTCTIG 560

>gnl | dbSNP| ss7893499
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BLAST Search Results
Length = 801
Score = 39.1 bits (20), Expect = 0.41

Identities = 20/20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Shjct: 572 TTTTTATGTAGATACTTCTIG 591

>gnl | dbSNP| ss7893498
Length = 801

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCIG 211
Sbjct: 727 TTTTTATGTAGATACTTCTIG 746

>gnl | dbSNP| ss6273888
Length = 401

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Sbjct: 341 TTTTTATGTAGATACTTCTG 360

>gnl | dbSNP| ss5854538
Length = 401

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Sbjct: 339 TTTTTATGTAGATACTTCTG 358

>gnl | dbSNP| ss5805798
Length = 401

Score = 39.1 bits (20), Expect = 0.41
Identities = 20/20 (100%
Strand = Plus / Plus

Query: 192 TTTTTATGTAGATACTTCTIG 211
Shjct: 372 TTTTTATGTAGATACTTCTIG 391

>gnl | dbSNP| ss6140307
Length = 401
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BLAST Search Results

Score = 37.2 bits (19), Expect = 1.6
Identities = 19/19 (100%
Strand = Plus / Plus

Query: 216 CICIGIGECCTTTCCAGEG 234
Sbjct: 258 CICTGIGECCTTTCCAGEG 276

>gnl | dbSNP| ss7931375
Length = 801

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/18 (100%
Strand = Plus / M nus

Query: 76 AATTGAGAGCAGAGTGIT 59
Sbjct: 129 AATTGAGAGCAGAGIGIT 146

>gnl | dbSNP| ss7931374
Length = 801

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/18 (100%
Strand = Plus / M nus

Query: 76 AATTGAGAGCAGAGTGIT 59
Sbjct: 254 AATTGAGAGCAGAGIGIT 271

>gnl | dbSNP| ss7931373
Length = 801

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 76 AATTGAGAGCAGAGTGIT 59
Sbjct: 258 AATTGAGAGCAGAGIGIT 275

>gnl | dbSNP| ss7864435
Length = 801

Score = 35.3 bits (18), Expect = 6.0
ldentities = 22/24 (91%
Strand = Plus / M nus

Query: 84 TAGCAATAAATTGAGAGCAGAGTG 61
Sbjct: 726 TAGAAATAATTTGAGAGCAGAGTG 749

>gnl | dbSNP| ss6853133
Length = 401
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BLAST Search Results

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 274 CCACCTCTTGCCCAGCCT 257
Sbjct: 179 CCACCTCTTGCCCACGCCT 196

>gnl | dbSNP| ss6698149
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / Plus

Query: 350 TTTTAAGCTGITCCTTGE 367
Sbjct: 140 TTTTAAGCTGITGCTTGT 157

>gnl | dbSNP| ss6599909
Length = 401

Score = 35.3 bits (18), Expect = 6.0
ldentities = 20/ 21 (95%
Strand = Plus / Plus

Query: 82 CTAAATCCTCCTTGAGCCCTT 102
Sbjct: 225 CTAAATCCTCCCTGAGCCCTT 245

>gnl | dbSNP] ss6410540
Length = 401

Score = 35.3 bits (18), Expect = 6.0
ldentities = 22/24 (91%
Strand = Plus / M nus

Query: 84 TAGCAATAAATTGAGAGCAGAGIG 61
Sbjct: 126 TAGAAATAATTTGAGAGCAGAGIG 149

>gnl | dbSNP| ss6410538
Length = 401

Score = 35.3 bits (18), Expect = 6.0
ldentities = 22/24 (91%
Strand = Plus / M nus

Query: 84 TAGCAATAAATTGAGAGCAGAGIG 61
Shjct: 332 TAGAAATAATTTGAGAGCAGAGTG 355

>gnl | dbSNP| ss6211903
Length = 401

Score = 35.3 bits (18), Expect = 6.0
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BLAST Search Results

Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 286 CAATTTACCTCACCACCT 269
Sbjct: 81 CAATTTACCTCACCACCT 98

>gnl | dbSNP| ss6209191
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 286 CAATTTACCTCACCACCT 269
Sbjct: 231 CAATTTACCTCACCACCT 248

>gnl | dbSNP| ss6104595
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / Plus

Query: 342 CCITTGAGITTTAAGCTG 359
Shjct: 136 CCITTGAGITTTAACCTG 153

>gnl | dbSNP| ss6087686
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 76 AATTGAGAGCAGAGTGIT 59
Shjct: 54 AATTGAGAGCAGAGTGIT 71

>gnl | dbSNP| ss5927644
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / M nus

Query: 286 CAATTTACCTCACCACCT 269
Sbjct: 234 CAATTTACCTCACCACCT 251

>gnl | dbSNP| ss5856979
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 22/24 (91%
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BLAST Search Results
Strand = Plus / M nus

Query: 147 GITTTCTACACACAGAAAAATCTC 124
Shjct: 22 GITATCTACAGACAGAAAAATCTC 45

>gnl | dbSNP| ss5781342
Length = 401

Score = 35.3 bits (18), Expect = 6.0
Identities = 18/ 18 (100%
Strand = Plus / Plus

Query: 301 TAGAACAGCECTCCTTTAG 318
Sbjct: 156 TAGAACAGGCTCCTTTAG 173

Dat abase: Ql_ss.fas

Posted date: Apr 21, 2003 12:56 PM
Nunber of letters in database: 600, 347,833
Nunber of sequences in database: 1,358,080

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H

1.33 0.621 1.12

Matrix: blastn matrix:1 -2

Gap Penalties: Existence: 5, Extension: 2

Nurmber of Hits to DB: 146, 799

Nurmber of Sequences: 1358080

Nunber of extensions: 146799

Nurmber of successful extensions: 40414

Nunber of sequences better than 10.0: 55

Nurmber of HSP's better than 10.0 without gapping: 53
Nunber of HSP' s successfully gapped in prelimtest: 2
Nunber of HSP's that attenpted gapping in prelimtest: 40353
Nurmber of HSP's gapped (non-prelim: 59

| ength of query: 462

| ength of database: 600, 347, 833

ef fective HSP | ength: 22

ef fective | ength of query: 440

ef fective | ength of database: 570, 470, 073

ef fective search space: 251006832120

ef fective search space used: 251006832120

T: 0

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 bhits)

S1: 12 (23.8 bits)

S2: 18 (35.3 hits)
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BSRCBLAST

BLASTN 2. 2.5 [ Nov- 16- 2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schaffer

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Dat abase of GenBank+EMBL+DDBJ sequences from STS
Di vi si ons
163, 596 sequences; 68,665,611 total letters

Query= CS63wi n
(462 letters)

Distribution of 26 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Color Key for Alignment Scores
lelld_
0 50 100 150 200 250 300 350 400 450
Score E
Sequences produci ng significant alignments: (bits) Val ue
gb| G54823. 1| G54823 Xg4124 KWK Honob sapi ens STS genomic, se... 200 le-50
enb| Z67247. 1| HSA083XG H. sapi ens DNA segnent containing (CA. .. 87 2e-16
enb| AJ319731. 1| DST319731 Darwi nul a stevensoni STS, clone 91... 0. 69

gb] G83630. 1] S208P6043RGL0. TO 129S1/ Svlml Mus nuscul us STS ..
gb| G40279. 1| (40279 2721976 Zebrafish AB Danio rerio STS geno..
enb| AL402043. 1| CNSO6JTX T3 end of cl one XASOAAOO01EO8 of lib..
gb| G89072. 1| S209P6372RC10. TO C3H HeJ Mus muscul us STS geno. .
gb| G86281. 1| S208P6395RF1. TO 129S1/Svim) Mus muscul us STS g. .
gb| Gr5921.1| S209P6193RB5. T0O C3H HeJd Mus nuscul us STS genom ..
gb| G39886. 1| G39886 Z11276 Zebrafish AB Danio rerio STS geno..
gb| G26529. 1| 6529 human STS STSG 9961, sequence tagged site
gb| G23345. 1| 3345 human STS W-14715, sequence tagged site
enb| AJ411320. 1| CFA411320 Canis fanmiliaris STS REN157D13, se..
dbj | AB093394. 1| Bos taurus DNA, nicrosatellite nmarker DI K12..

»
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06049939&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01052030&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15528495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22734386&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03359488&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12160580&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22739828&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22737037&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22726677&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03359095&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01348761&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01343671&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15912950&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=29603559&dopt=GenBank

BLAST Search Results

gb| G59060.

1| G59060

gb| 48830.

1| 48830

gb| G19440.

1| G19440

gb| G14697.

1| G14697

gb| G12499.

1| G12499

gb| G54373.

1| G64373

SHGC- 106629 Human Honb sapi ens STS genom . .
sapi ens STS genoni ...
sapi ens STS genoni. ..
sapi ens STS genoni. ..
RGiffais Chlanydi...
Bv8 Human testis cDNA library Hono sapie...

SHGC- 83580 Human Hono
SHGC- 11930 Human Hono
SHGC- 13383 Human Hono
Ct STS_48-1d Chl anydi a

gb| AF108045. 1| AF108045 Sus scrofa donesti ca chronobsone 2, s...

dbj | ABO80351. 1|

Bos taurus DNA, chronpsone 6, DI K1186, sequ...

dbj | ABO80350. 1]

Bos taurus DNA, chronosone 6, DI K1185, sequ...

gb| G18503. 1| G18503

cow STS BMA006, sequence tagged site

gb| G11541. 1| G11541 human STS SHGC- 9961,

sequence tagged site

enb| AL684727. 1| PMRC5B Penicillium marneffei

(M i P (i e i (e g
© 0000 oo
© © © © © © © © © © © ©

STS, clone pnRc. ..

>gb| G54823. 1| 64823 Xq4124 KWK Honp sapi ens STS genoni c,

sequence tagged

Scor e

Length =

200 bits (104),
Identities = 335/438 (76%, Gaps =

1100

1le- 50
18/ 438 (4%

Expect =

Strand = Plus / M nus

Query: 446  CAAACTGGCGATTAGATACCCCACTATGCTTAACCCTAAACT CGAATAGI TAGATCAACAA
Shjct: 162  CAAACTGGGATGAGATACCCCACTATGCTTAGCTATAAACTCAAATAATTTAACAAACAA
Query: 386  AACTGITCGCCAGAACACTACAAGCAACACCT TAAAACT CAAAGGACTTGGCAGICCTTT
Sbjct: 222 AATTATTCACCAGAGTATGACAAGCAATAGCTTAAAACT CAAAGGACATGGCGGTGCTTT
Query: 326  ATATCCCTCTAAAGGAGCCTGITCTATAATCGATAAACCCCAATTTACCTCACCACCTCT
Sbjct: 282  ACATCCCTCTAGAGGACCCTGITCTATAATTGATAAACCCTGATATTCCCTTCCATCTCT
Query: 266  TGCC - - CAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGECCACAGAGT AAGCA
Shjct: 342  TGCCACATACCCTATATACCATCATCTTCAGCTAA------ AAAGGTCTTAAAGTAAGCA
Query: 209  GAAGTATCTACATAAAAACGT TACGT CAAGGT GTAGCCCAT GACGT GECAAGAAAT GG
Sbjct: 396 CAAGT- - - - - - ATTAAAATGT TAGATCAAGGT GTAGCCCATGAGATGGAAAGAAATGECC
Query: 150  TACGITTTCTACACACAGAAAAAT CTCGCGACAACCGTI TATGAAATCTAAGECECTCAAGS
Sbjct: 450  CACATTTTCTAAATCTAGAACA- - CCCATGACAACCCT CGT GAAACT TAAAGGT CAAAGG
Query: 90 AGGATTTAGCAATAAATTGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACGCAC
Shjct: 508  AGGATTTAGTAGTAAATCAAGAATAGAGATCT TGATCGAATAAAAACATGAAGCACTCAC
Query: 30 ACACCGCCCGTCACCCTC 13
Sbjct: 568 ACACTTCCCATCACCCTC 585
>enb| Z67247. 1| HSAO83XGh H. sapi ens DNA segnment containing (CA) repeat; clone
AFMa083xg5;
single read, sequence tagged site
Length = 394
Score = 87.2 bits (45), Expect = 2e-16
Identities = 82/98 (83%, Gaps = 4/98 (4%

Strand = Plus / Pl us

Query:
Shj ct:

site

387
221

327
281

267
341

210
395

151
449

91
507

31
567

349 GITTTAACCTGITGCCTTGTAGIGI TCTGECGAACAGT TTTGI TGATCTAACTATTCCGAGT 408
275 GITTTATCCTGITCCTTATAGTATTCTGETGAATGATTTTGTTAATTTA- - - - TTAGAGT 330

http://169.237.78.119/Claw/sts.html (2 of 8) [4/27/2003 10:27:02 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06124229&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04529490&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01244227&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01130436&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01103808&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05814349&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04886845&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22036103&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22036102&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01222960&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01017633&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19336186&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=06049939&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01052030&dopt=GenBank

BLAST Search Results

Query: 409 TTAGCGTTAAGCATAGIGECGTATCTAATCCCAGITTG 446
Sbjct: 331 TTAGCCCTAAGCATAGIGECGTATCTAACCCCAGITTG 368

>enb| AJ319731. 1| DST319731 Darwi nul a stevensoni STS, clone 91-74, sequence tagged site
Length = 295

Score = 35.3 bits (18), Expect = 0.69
Identities = 18/ 18 (100%
Strand = Plus / Plus

Query: 445 TGAATCACTAGIGAATTC 462
Shjct: 278 TGAATCACTAGIGAATTC 295

>gb| GB83630. 1| S208P6043RG10. TO 129S1/ Sviml Mus nuscul us STS genomi c, sequence

tagged site
Length = 597

Score = 33.4 bits (17), Expect = 2.6
Identities = 19/20 (95%
Strand = Plus / Plus

Query: 226 TTTCCAGGGTTTGCTGAAGA 245
Shjct: 479 TTTCCAGCGTTTGCAGAAGA 498

>gb| G40279. 1| (40279 721976 Zebrafish AB Danio rerio STS genomi c, sequence tagged site
Length = 983

Score = 33.4 bits (17), Expect = 2.6
Identities = 23/26 (88%
Strand = Plus / Plus

Query: 207 TTCTGCTTACTCTGTGECCTTTCCAG 232
Shjct: 369 TTCTGCTGACACTCCGECCTTTCCAG 394

>enb| AL402043. 1| CNSO06JTX T3 end of cl one XASOAAOOQ1EO08 of |ibrary XASOAA from strain
CLI B 533

of Saccharonyces bayanus, sequence tagged site
Length = 963

Score = 33.4 bits (17), Expect = 2.6
Identities = 17/17 (100%
Strand = Plus / M nus

Query: 396 AGATCAACAAAACTGIT 380
Shjct: 69 AGATCAACAAAACTGIT 85

>gb| GB9072. 1| S209P6372RC10. TO C3H HeJ Mus nuscul us STS genomi c, sequence tagged
site
Length = 619

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%

http://169.237.78.119/Claw/sts.html (3 of 8) [4/27/2003 10:27:02 AM]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15528495&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22734386&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03359488&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=12160580&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22739828&dopt=GenBank

BLAST Search Results
Strand = Plus / Plus

Query: 52 TCAATTAAACACTCTG 67
Shjct: 573 TCAATTAAACACTCTG 588

>gb| GB86281. 1| S208P6395RF1. TO 129S1/ Svim) Mus muscul us STS genom c, sequence tagged
site
Length = 638

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / M nus

Query: 66 AGAGTGTTTAATTGAA 51
Shjct: 252 AGAGIGITTAATTGAA 267

>gb| Gr5921. 1| S209P6193RB5. TO C3H HeJd Mus nuscul us STS genom ¢, sequence tagged
site
Length = 569

Score = 31.5 bits (16), Expect = 9.9
Identities = 20/22 (90%
Strand = Plus / Plus

Query: 334 TCCCAAGICCTTTGAGITTTAA 355
Sbjct: 420 TCCAAAGTACTTTGAGITTTAA 441

>gb| G39886. 1| G39886 711276 Zebrafish AB Danio rerio STS genom c, sequence tagged site
Length = 553

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/ 16 (100%
Strand = Plus / M nus

Query: 142 CTACACACAGAAAAAT 127
Sbjct: 303 CTACACACAGAAAAAT 318

>gh| G26529. 1| 6529 human STS STSG 9961, sequence tagged site
Length = 339

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/ 16 (100%
Strand = Plus / M nus

Query: 113 TTATGAAATCTAAGGS 98
Sbjct: 129 TTATGAAATCTAAGGG 144

>gb| G23345. 1| 23345 human STS W- 14715, sequence tagged site
Length = 302
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22737037&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22726677&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=03359095&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01348761&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01343671&dopt=GenBank

BLAST Search Results

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / Plus

Query: 73 AATTTATTGCTAAATC 88
Shjct: 22 AATTTATTCCTAAATC 37

>enb| AJ411320. 1| CFA411320 Canis familiaris STS REN157D13, sequence tagged site
Length = 440

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / Plus

Query: 132 TCTGIGIGTAGAAAAC 147
Sbjct: 213 TCIGIGIGTAGAAAAC 228

>dbj | AB093394. 1| Bos taurus DNA, nicrosatellite marker DIK1258, sequence tagged site
Length = 633

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / M nus

Query: 462 GAATTCACTAGTIGATT 447
Shjct: 1 GAATTCACTAGIGATT 16

>gb| G59060. 1| G69060 SHGC- 106629 Human Homo sapi ens STS genonic, sequence tagged site
Length = 514

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/ 16 (100%
Strand = Plus / Plus

Query: 262 GCCECAAGAGGTGGIGA 277
Shjct: 364 GCOECAAGAGGTGGIGA 379

>gb| (48830. 1| (48830 SHGC- 83580 Hunman Honp sapi ens STS genonic, sequence tagged site
Length = 437

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/ 16 (100%
Strand = Plus / Plus

Query: 304 AACAGECTCCTTTAGA 319
Sbjct: 295 AACAGCCTCCTTTAGA 310

>gb| G19440. 1| G19440 SHGC- 11930 Hunman Honp sapi ens STS genonic, sequence tagged site
Length = 337
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15912950&dopt=GenBank
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BLAST Search Results

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / Plus

Query: 87 TCCTCCTTGAGCCCTT 102
Shjct: 69 TCCTCCTTGAGCCCTT 84

>gb| G14697. 1| G14697 SHGC- 13383 Hunman Honp sapi ens STS genonic, sequence tagged site
Length = 250

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / M nus

Query: 113 TTATGAAATCTAAGGS 98
Shjct: 129 TTATGAAATCTAAGEG 144

>gb| G12499. 1| G12499 Ct STS 48-1d Chlanydia RGiffais Chlanydia trachomatis STS genom c
cl one 48Bk1l d, sequence tagged site
Length = 205

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/ 16 (100%
Strand = Plus / Plus

Query: 17 GIGACGGECCCGTGTGT 32
Shbjct: 71 GIGACGGECCGGTGTGT 86

>gb| G54373. 1| G64373 Bv8 Human testis cDNA |ibrary Homo sapi ens STS genonic, sequence

tagged site
Length = 378

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / Plus

Query: 143 AAAACGTACCCATTTC 158
Shjct: 254 AAAACGTACCCATTTC 269

>gb| AF108045. 1| AF108045 Sus scrofa domestica chronmpbsonme 2, sequence tagged site
Length = 407

Score = 31.5 bits (16), Expect = 9.9
Identities = 18/ 19 (94%
Strand = Plus / M nus

Query: 398 TTAGATCAACAAAACTGTT 380
Shjct: 192 TTAGATCCACAAAACTGTT 210

>dbj | ABO80351. 1| Bos taurus DNA, chronmpsone 6, DI K1186, sequence tagged site
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01130436&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01103808&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=05814349&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=04886845&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22036103&dopt=GenBank

BLAST Search Results
Length = 544
Score = 31.5 bits (16), Expect = 9.9

Identities = 16/16 (100%
Strand = Plus / M nus

Query: 462 GAATTCACTAGIGATT 447
Shjct: 1 GAATTCACTAGIGATT 16

>dbj | AB080350. 1| Bos taurus DNA, chrompsonme 6, DI K1185, sequence tagged site
Length = 719

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / M nus

Query: 462 GAATTCACTAGIGATT 447
Shjct: 1 GAATTCACTAGIGATT 16

>gb| G18503. 1| G18503 cow STS BMA006, sequence tagged site
Length = 283

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / Plus

Query: 27  GIGIGTGCGTGCTTCA 42
Shjct: 86 GIGIGTGOGTGCTTCA 101

>gb| G11541. 1| G11541 human STS SHGC- 9961, sequence tagged site
Length = 339

Score = 31.5 bits (16), Expect = 9.9
Identities = 16/16 (100%
Strand = Plus / M nus

Query: 113 TTATGAAATCTAAGEG 98
Shjct: 129 TTATGAAATCTAAGEG 144

>enb| AL684727. 1| PMRC5B Penicillium marneffei STS, clone pnRc5.b, sequence tagged site
Length = 661

Score = 31.5 bits (16), Expect = 9.9
Identities = 18/ 19 (94%
Strand = Plus / Plus

Query: 38 CTTCATGCCCTCATTCAAT 56
Sbjct: 367 CITCTTGSCCTCATTCAAT 385

Dat abase: Dat abase of GenBank+EMBL+DDBJ sequences from STS Divi sions
Posted date: Apr 11, 2003 1:13 AM
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=22036102&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01222960&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=01017633&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=19336186&dopt=GenBank

BLAST Search Results

Nunber
Nunber of sequences in database: 163,596

Lanbda

1.33

Gapped
Lanbda

1.33

Matri x:

Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
Nunber
| ength
l engt h

effective
effective
effective
effective
effective

T: O
A O

of letters in database: 68, 665, 611

K H
0.621 1.12
K H
0.621 1.12

blastn matrix:1 -2
Gap Penalties: Existence: 5, Extension: 2

of
of
of
of
of
of
of
of
of
of
of

Hts to DB: 18, 334

Sequences: 163596

ext ensi ons: 18334

successful extensions: 5036

sequences better than 10.0: 27

HSP' s better than 10.0 w t hout gappi ng: 27
HSP's successfully gapped in prelimtest: O
HSP's that attenpted gapping in prelimtest:
HSP' s gapped (non-prelim: 29

query: 462

dat abase: 68, 665, 611

HSP | ength: 20

| ength of query: 442

| engt h of database: 65, 393, 691

search space: 28904011422

search space used: 28904011422

X1: 6 (11.5 bits)
X2: 15 (28.8 bits)
S1: 12 (23.8 bits)
S2: 16 (31.5 bits)
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BLAST Search Results

BSRCHOME|BSRC BLAST

BLAST Search Results BLAST | Entrez || 2]

BLASTN 2.2.5 [ Nov-16-2002]

Ref er ence:

Al tschul, Stephen F., Thomas L. Madden, Al ejandro A Schéaffer,

Ji nghui Zhang, Zheng Zhang, Wbb MIler, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Dat abase: Whol e- Genome- Shot gun Sequences
614, 378 sequences; 6,920, 392,665 total letters

Query= CS63wi n
(462 letters)

Distribution of 15 Blast Hits on the Query Sequence

I Mouse-over to show defline and scores. Click to show alignments I

Mus musculus whole genome shotgun assembly contig 11..S= 419 E=1e-114""

onmouseout="document.BLASTFORM .defline.value="M ouse-over to show defline and scores. Click to show alignments"> Mus musculus
whole genome shotgun assembly contig 178..5=66.1 E=4e-08"" onmouseout="document.BL ASTFORM .defline.value="Mouse-over to show
defline and scores. Click to show alignments'"'> Rattus norvegicus chromosome 13 clone CH230-311D4; CH..S=60.3 E=2e-06""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments' > Rattus norvegicus
chromosome 7 clone CH230-28108; CH2..5=56.4 E=3e-05"" onmouseout="document.BLASTFORM .defline.value="Mouse-over to show
defline and scores. Click to show alignments''> Rattus norvegicus chromosome 18 clone CH230-245D20; C..S=56.4 E=3e-05""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments''> Rattus norvegicus
chromosome 19 clone CH230-121D7; CH..S=50.7 E=0.002"" onmouseout="document.BLASTFORM .defline.value="M ouse-over to show
defline and scores. Click to show alignments''> Rattus norvegicus chromosome 19 clone CH230-121D7; CH..S=50.7 E=0.002""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments"> Mus musculus
whole genome shotgun assembly contig 3168,..S=41.1 E=1.3"" onmouseout="document.BLASTFORM .defline.value="Mouse-over to show
defline and scores. Click to show alignments''> Rattus norvegicus chromosome 11 clone CH230-235M 11; CH2..S=39.1 E=5.0""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments"> Mus musculus
whole genome shotgun assembly contig 20478..5=39.1 E=5.0"" onmouseout="document.BLASTFORM .defline.value="M ouse-over to show
defline and scores. Click to show alignments''> Mus musculus whol e genome shotgun assembly contig 40639..5=39.1 E=5.0""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments'> Rattus norvegicus
chromosome 3 clone CH230-167N21; CH23..5=39.1 E=5.0"" onmouseout="document.BLASTFORM .defline.value="M ouse-over to show
defline and scores. Click to show alignments''> Rattus norvegicus chromosome 3 clone CH230-407P5; CH230..5=39.1 E=5.0""
onmouseout="document.BLASTFORM .defline.value="Mouse-over to show defline and scores. Click to show alignments' > Rattus norvegicus
chromosome 2 clone CH230-64022; CH230..5=39.1 E=5.0"" onmouseout="document.BLASTFORM .defline.value="Mouse-over to show
defline and scores. Click to show alignments''>

Color Key for Alignment Scores
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http://nutrigenomics.ucdavis.edu/
https://localhost/my.php
https://localhost/blast/index.php
https://localhost/blast/blast_form.map
http://www.ncbi.nlm.nih.gov/htbin-post/Entrez/query?uid=9254694&form=6&db=m&Dopt=r
https://localhost/blast/docs/newoptions.html#graphical-overview

BLAST Search Results

Score E
Sequences produci ng significant alignments: (bits) Value
enb| CAAA01137657. 1] Mus nuscul us whol e genone shotgun assem.. 419 e-114
enb| CAAA01178962. 1] Mus muscul us whol e genone shot gun assem .. 66 4e-08

gb| AABRO2076587. 1] Rattus norvegi cus chronosome 13 clone CH. .. 60 2e-06
gb| AABR0O2001911.1| Rattus norvegi cus chronosone 18 clone CH. .. 56 3e-05
gb| AABRO2036767. 1| Rattus norvegi cus chronosonme 7 clone CH2... 56 3e-05
gb| AABR02092267. 1| Rattus norvegi cus chronmosone 19 clone CH. .. 51 0.002
gb| AABRO2135632. 1| Rattus norvegi cus chronosonme 19 clone CH. .. 51 0.002
enb| CAAA01004576. 1| Mus rnuscul us whol e genonme shotgun assem .. 41 1.3
gb| AABR02022944. 1| Rattus norvegi cus chronmosone 11 clone CH. .. 39 5.0
gb| AABRO2014454. 1| Rattus norvegi cus chronpsone 3 clone CH2. .. 39 5.0
gb| AABR0O2108528. 1] Rattus norvegi cus chronosonme 3 cl one CH2. .. 39 5.0
gb| AABR02027897. 1| Rattus norvegi cus chronmosone 2 clone CH2... 39 5.0
enb| CAAA01204784. 1] Mus muscul us whol e genone shotgun assem .. 39 5.0
enb| CAAA01038509. 1| Mus nuscul us whol e genone shotgun assem .. 39 5.0

>enb| CAAA01137657. 1| Mus rnuscul us whol e genone shotgun assenbly contig 116023, whol e

genone shot gun sequence
Length = 4394

Score = 419 bits (218), Expect = e-114
ldentities = 372/439 (84%, Gaps = 6/439 (1%
Strand = Plus / M nus

Query: 446 CAAACTGGGATTAGATACCCCACTATCCTTAACCCTAAACTCGAATAGT TAGATCAACAA 387
Sbjct: 2849 CAAACTGAGATTAGATATCCCATCATGCTTAGCCCTAAACTATAATAGITAAATTAACAA 2908

Query: 386 AACTGTTCGCCAGAACACTACAAGCAACAGCT TAAAACTCAAAGGACTTGGCAGTCCTTT - 327
Shjct: 2909 AATTATTTGCCCGGAATACTACAACCAAGAACTTAAAATTAAAAGGACTTGECGGTGCTTT 2968

Query: 326 ATATCCCTCTAAAGGAGCCTGI TCTATAATCGATAAACCCCAATTTACCTCACCACCTCT 267
Sbjct: 2969 ATATCCCTCTAGAGCGECCTGITCTATAATCCGIAAACCCCGATACACCTCACCACCTCT 3028

Query: 266 TGCC- - - CAGCCTATATACCTCCATCT TCAGCAAACCCT GGAAAGECCACAGAGTAAGCA 210
Sbjct: 3029 TGCCCCACAGCCCATATACCACCATCGT CAGCAAACCCTAGAAACGTTGCAGAGTAACGCA 3088

Query: 209 GAAGTATCTACATAAAAACGT TAGGTCAAGGT GTAGCCCATGAGGTGCCAAGAAATGGG 151
Shjct: 3089 CAAGTATATTCATAAAAATTTTAGGT CAAGGT GTAGCCTACGAGGT GCCAAGAAATGECC 3148

Query: 150 TACGITTTCTACACACAGAAAAATCTCGCGACAACCGI TATGAAATCTAAGECCTCAAGG 91
Sbjct: 3149 TACATTTTCTATAC- CCGAAAAATCTCACAACAACCCTTATCCAATCTAAAGCCTTAAGS 3207

Query: 90 AGGATTTAGCAATAAAT TGAGAGCAGAGT GTTTAATTGAAT GAGGCCATGAAGCACGCAC - 31
Sbjct: 3208 AGGATTTAGCAGTAAACAAAGAGCAGAGT CCTTGGT TGAATAAGCCCATGAAGCACACAG 3267

Query: 30 ACACCGCCC- GTCACCCTC 13
Sbjct: 3268 ACACAACCCTGICACCCTC 3286

>enb| CAAA01178962. 1| Mus muscul us whol e genone shotgun assenbly contig 178961, whol e
genone shot gun sequence
Length = 11542

Score = 66.1 bits (34), Expect = 4e-08
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20711333&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20752776&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28764868&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793743&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28733532&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793922&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793854&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20569054&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28758017&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28667525&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28662285&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28656988&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20778598&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20603047&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20711333&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20752776&dopt=GenBank

BLAST Search Results

Identities = 56/67 (83%
Strand = Plus / M nus

Query: 217 AGTAAGCAGAAGTATCTACATAAAAACGT TAGGT CAAGGT GTAGCCCATGAGGTGGCAAG 158
Sbjct: 7533 AGTAAGCAAAAGAACAAACATAAGAACAT TAGGT CAAGGT GTAGCCAGT GAGGTGGAAAG 7592

Query: 157 AAATGGS 151
Sbjct: 7593 CAATGEG 7599

>gb| AABRO2076587. 1| Rattus norvegi cus chronbsome 13 cl one CH230-311D4; CH230- 86N16;
CH230-167019; CH230-173M22; CH230- 107Mb; CH230- 4471 4;
CH230- 11H21; CH230-54L23; CH230-139L15 strain
BN SsNHsdMCW RNOR01032200, whol e genonme shot gun sequence
Length = 8266

Score = 60.3 bits (31), Expect = 2e-06
ldentities = 41/46 (89%
Strand = Plus / M nus

Query: 196 AAAAACGT TAGGT CAAGGT GTAGCCCAT GAGGT GGCAAGAAATGGEG 151
Sbjct: 329 AAAAACGT TAGGT CAAGGT GCAGCCCGT GAGGT GCGAGEGAATGEG 374

>gb| AABRO2001911. 1| Rattus norvegi cus chronosonme 18 cl one CH230- 245D20; CH230- 112E16;
CH230- 326E5; CH230-397N4; CH230-214J13; CH230- 42H17
strai n BN SsNHsdMCW RNOR01056365, whol e genone shot gun
sequence
Length = 97248

Score = 56.4 bits (29), Expect = 3e-05
Identities = 39/44 (88%
Strand = Plus / M nus

Query: 450 GATTCAAACTGGGATTAGATACCCCACTATGCTTAACCCTAAAC 407
Sbjct: 74091 CGATCCAAACTGGCATTAGATCCCCAACTATGCTTAGCCTTAAAC 74134

Score = 43.0 bits (22), Expect = 0.35
Identities = 28/ 31 (90%
Strand = Plus / M nus

Query: 356 CTTAAAACTCAAAGGACTTGCCAGTGCTTTA 326
Sbjct: 74182 CITAAAACTCAAAGGACTTGGTGGTACTTTA 74212

>gb| AABRO2036767. 1| Rattus norvegi cus chronmosonme 7 cl one CH230-281C08; CH230-19B12;
CH230- 15P4; CH230- 214N5; CH230-5E15; CH230- 355J4;
CH230- 228F12; CH230-256E2; CH230- 198GLl8; CH230-204J23;
CH230- 127014; CH230- 32H18; CH230- 117K10; CH230-61H19;
CH230- 288L12; CH230-42P17; CH230- 8A6; CH230- 44A14;
CH230- 312J5; CH230-220N13; CH230-41D1; CH230-126C24
strain BN SsNHsdMCW RNOR01121648, whol e genone shot gun
sequence
Length = 21049
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28764868&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793743&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28733532&dopt=GenBank

BLAST Search Results

Score = 56.4 bits (29), Expect = 3e-05
Identities = 47/56 (83%
Strand = Plus / Plus

Query: 309 GCTCCTTTAGAGGGATATAAAGCACTGCCAAGICCTTTGAGITTTAAGCTGITGCT 364
Sbjct: 3118 GCTGCTTTAGGTGGATATAAAGTCCCTCCAAGTCCTTTGAGTATTAAGCTGIGECT 3173

>gb| AABR02092267. 1| Rattus norvegi cus chronosone 19 cl one CH230-121D7; CH230- 86B16;
CH230- 191N9 strai n BN SsNHsdMCW RNOR01062929, whol e
genone shot gun sequence
Length = 5937

Score = 50.7 bits (26), Expect = 0.002
ldentities = 40/ 47 (85%
Strand = Plus / Plus

Query: 170 TGGGCTACACCTTGACCTAACGT TTTTATGTAGATACTTCTCCTTAC 216
Shjct: 672 TGGGCTATACCTCGACCTATAGGT TTTATGTTTATACTTCTGCTTAC 718

>gb| AABR02135632. 1| Rattus norvegi cus chronbsome 19 cl one CH230-121D7; CH230- 86B16;
CH230- 191N9 strai n BN SsNHsdMCW RNOR01062928, whol e
genone shot gun sequence
Length = 2089

Score = 50.7 bits (26), Expect = 0.002
Identities = 40/ 47 (85%
Strand = Plus / Plus

Query: 170 TGGEGCTACACCTTGACCTAACGT TTTTATGTAGATACTTCTGCTTAC 216
Sbjct: 1950 TGGCCTATACCTCGACCTACACGITTTATGITTATACTTCTGCTTAC 1996

>enb| CAAA01004576. 1] Mus nuscul us whol e genone shotgun assenbly contig 3168, whol e
genomne

shot gun sequence
Length = 53170

Score = 41.1 bits (21), Expect = 1.3
Identities = 35/42 (83%
Strand = Plus / M nus

Query: 364 AGCAACAGCTTAAAACTCAAAGGACTTGCCAGTGCTTTATAT 323
Shjct: 15570 AGCCACAGCTTAACATTCAAAGGACTTGCCAGGTAATTTATAT 15611

>gb| AABR02022944. 1| Rattus norvegi cus chronbsome 11 cl one CH230-235ML1; CH230-1013;
CH230- 2581 17; CH230-112L22; CH230-148P4; CH230-175H12;
CH230- 66A19; CH230- 258E19 strain BN SsNHsdMCW
RNOR01023121, whol e genone shot gun sequence
Length = 31063

Score = 39.1 bits (20), Expect = 5.0
Identities = 24/ 26 (92%
Strand = Plus / Plus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793922&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28793854&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20569054&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28758017&dopt=GenBank

BLAST Search Results

Query: 85 AATCCTCCTTGAGCCCTTAGATTTCA 110
Shjct: 1689 AATCCTCCTTCGACCCTTAGATTTCA 1714

>gb| AABR02014454. 1| Rattus norvegi cus chronmosonme 3 cl one CH230-407P5; CH230- 26E13;
CH230- 297C18; CH230-232P6; CH230-10017; CH230-199N23;
CH230- 3B11; CH230-75J22; CH230-481F10; CH230- 115N10;
CH230- 387J15; CH230- 147Gl4; CH230-5J9; CH230- 16H15 strain
BN SsNHsdMCW RNOR01087457, whol e genone shot gun sequence
Length = 41721

Score = 39.1 bits (20), Expect = 5.0
Identities = 26/29 (89%
Strand = Plus / Plus

Query: 307 AGGCTCCTTTAGAGGGATATAAAGCACTG 335
Shjct: 29489 AGCCCTCTTTTTGAGGTATATAAAGCACTG 29517

>gb| AABR02108528. 1| Rattus norvegi cus chronosonme 3 cl one CH230- 167N21; CH230- 7MVB;
CH230- 35H17; CH230-101A9; CH230-1H22; CH230- 120H18;
CH230- 221G16; CH230- 15ML2; CH230- 11H2 strai n BN SsNHsdMCW
RNOR01084450, whol e genone shot gun sequence
Length = 4251

Score = 39.1 bits (20), Expect =5.0
Identities = 22/23 (95%
Strand = Plus / Plus

Query: 230 CAGGGTTTCCTGAAGATGGAGGT 252
Sbjct: 3517 CAGIGITTGCCTGAAGATGGAGGT 3539

>gb| AABR02027897. 1| Rattus norvegi cus chronbsome 2 cl one CH230-64C22; CH230- 2051 24;
CH230- 231B6; CH230- 128l 24; CH230-451J6; CH230-189G12;
CH230- 23402; CH230- 76GL6; CH230-309012; CH230- 305G16;
CH230- 103F5; CH230- 345H9; CH230- 362K3; CH230-14578;
CH230- 8P6; CH230-212H4; CH230-188J4 strain BN SsNHsdMCW
RNOR01065499, whol e genone shot gun sequence
Length = 26779

Score = 39.1 bits (20), Expect =5.0
Identities = 20/ 20 (100%
Strand = Plus / Plus

Query: 337 CAAGTCCTTTGAGITTTAAG 356
Shjct: 7876 CAAGTCCTTTGAGITTTAAG 7895

>enb| CAAA01204784. 1| Mus rnuscul us whol e genone shotgun assenbly contig 204783, whol e

genome shot gun sequence
Length = 13904

Score = 39.1 bits (20), Expect = 5.0
Identities = 24/26 (92%
Strand = Plus / Plus
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28667525&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28662285&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=28656988&dopt=GenBank
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20778598&dopt=GenBank

BLAST Search Results

Query: 206 CTTCTGCCTTACTCTGTGECCTTTCCA 231
Shbjct: 10916 CITCTGCTTCTTCTGIGECCTTTCCA 10941

>enb| CAAA01038509. 1] Mus nuscul us whol e genone shotgun assenbly contig 40639, whole
genone

shot gun sequence
Length = 26715

Score = 39.1 bits (20), Expect =5.0
Identities = 22/23 (95%
Strand = Plus / Plus

Query: 229 CCAGGGTTTGCTGAAGATGCGAGG 251
Shjct: 23855 CCAGCCATTGCTGAAGATGGAGG 23877

Dat abase: Whol e- Genone- Shot gun Sequences
Posted date: Apr 11, 2003 1:13 AM

Nurmber of letters in database: 6,920,392, 665

Nunber of sequences in database: 614,378

Lanbda K H

1.33 0.621 1.12
Gapped
Lanbda K H

1.33 0.621 1.12

Matrix: blastn matrix:1 -2

Gap Penalties: Existence: 5, Extension: 2

Nurmber of Hits to DB: 1,696, 498

Nurmber of Sequences: 614378

Nunber of extensions: 1696498

Nurmber of successful extensions: 10517

Nunber of sequences better than 10.0: 14

Nunber of HSP's better than 10.0 wi thout gapping: 14
Nurmber of HSP's successfully gapped in prelimtest: O
Nunber of HSP' s that attenpted gapping in prelimtest: 10498
Nurmber of HSP's gapped (non-prelin): 17

l ength of query: 462

| ength of database: 6,920, 392, 665

effective HSP |l ength: 24

effective |l ength of query: 438

ef fective | ength of database: 6,905, 647,593

ef fective search space: 3024673645734

ef fective search space used: 3024673645734

T: 0

A O

X1: 6 (11.5 bits)

X2: 15 (28.8 hits)

S1: 12 (23.8 bits)

S2: 20 (39.1 bits)
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=20603047&dopt=GenBank
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