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dottup Fugu-Contigl.FASTA Fugu-Contigl.FASTA -word 15 -data N -graph x11
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polydot

polydot Hemo-5seq.FASTA -word 4 -graph x11

Yrtie: AEDET R S AN MLLE B Z AL, A ZdEnE:

>HBA HUMAN - Hemoglobin alpha chain, Homo sapiens (Human) 141 AA
VLSPADKTNVKAAWGKVGAHAGEYGAEALERMFLSFPTTKTYFPHEFDLSHGSAQVKGHGK
KVADALTNAVAHVDDMPNALSALSDLHAHKLRVDPVNFKLLSHCLLVTLAAHLPAEFTPA
VHASLDKFLASVSTVLTSKYR

>HBA HORSE - Hemoglobin alpha chain, Equus caballus (Horse) 141 AA
VLSAADKTNVKAAWSKVGGHAGEYGAEALERMFLGFPTTKTYFPHEFDLSHGSAQVKAHGK
KVGDALTLAVGHLDDLPGALSNLSDLHAHKLRVDPVNFKLLSHCLLSTLAVHLPNDFETPA
VHASLDKFLSSVSTVLTSKYR

>HBA ANSIN - Hemoglobin alpha-A chain, Anser indicus (Bar-headed goose) 141 AA
VLSAADKTNVKGVFSKISGHAEEYGAETLERMFTAYPQTKTYFPHEFDLQHGSAQIKAHGK
KVVAALVEAVNHIDDIAGALSKLSDLHAQKLRVDPVNFKFLGHCFLVVVAIHHPSALTAE
VHASLDKFLCAVGTVLTAKYR

>HBB HUMAN - Hemoglobin beta chain, Homo sapiens (Human) 146 AA
VHLTPEEKSAVTALWGKVNVDEVGGEALGRLLVVYPWTQRFFESFGDLSTPDAVMGNPKV
KAHGKKVLGAFSDGLAHLDNLKGTFATLSELHCDKLHVDPENFRLLGNVLVCVLAHHEFGK
EFTPPVQAAYQKVVAGVANALAHKYH

>HBB HORSE - Hemoglobin beta chain Equus caballus (Horse) 146 AA
VOLSGEEKAAVLALWDKVNEEEVGGEALGRLLVVYPWTQRFEFDSFGDLSNPGAVMGNPKV
KAHGKKVLHSFGEGVHHLDNLKGTFAALSELHCDKLHVDPENFRLLGNVLVVVLARHFGK
DFTPELQASYQKVVAGVANALAHKYH
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needle

needle sars_ca.fasta sars gd.fasta -gapo 10 -gape 0.5 -out SARS-
CA SARS-GD.needle

FHEHHHHE AR
# Program: needle

# Rundate: Sun Apr 11 23:19:34 2004

# Align format: srspair

# Report file: SARS-CA SARS-GD.needle
FHEHHHHE AR

#

# Aligned sequences: 2

# 1: SARS CA

# 2: SARS GD

# Matrix: EDNAFULL

# Gap_penalty: 10.0

# Extend penalty: 0.5

#

# Length: 329

# Identity: 270/329 (82.1%)
# Similarity: 270/329 (82.1%)
# Gaps: 58/329 (17.6%)
#

Score: 1322.0
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SARS CA 1 ttaataatgcttattatattttggttttcactcgaaatccaggatctaga 50
FETETEErrrrrrr et ettt el
SARS GD 1 tattttggttttcactcgaaatccaggatctaga 34
SARS CA 51 agaaccttgtaccaaagtctaaacgaacatgaaacttctcattgttttga 100
FErrrrerrrreer e et et e et et
SARS GD 35 agaaccttgtaccaaagtctaaacgaacatgaaacttctcattgttttga 84
SARS CA 101 cttgtatttctctatgcagttgcatatgcactgtagtacagcgctgtgca 150
Frerrrrrrrer e et ettt br e e el
SARS GD 85 cttgtatttctctatgcagttgcatacgcactgtagtacagcgctgtgca 134
SARS CA 151 tctaataaacctcatgtgcttgaagatccttg--———---------———- 182
CEEErrrr et el
SARS GD 135 tctaataaacctcatgtgcttgaagatccttgtcctactggttaccaacc 184
SARS CA 183 —-=—===—————- taaggtacaacactaggggtaatacttatagcactgctt 221
FEEErErr et e e et ety
SARS GD 185 tgaatggaatataaggtacaacactaggggtaatacttatagcactgctt 234
SARS CA 222 ggctttgtgctctaggaaaggttttaccttttcatagatggcacactatg 271
FErrrrerrrreer e et et e et et
SARS GD 235 ggctttgtgctctaggaaaggttttaccttttcatagatggcacactatg 284
SARS CA 272 gttcaaacatgcacacctaatgttactat 300
FETTTEET Tl
SARS GD 285 gttcaaacatgcacac 300
water

water sars ca.fasta sars gd.fasta -gapo 10 -gape 0.5 -out SARS-
CA SARS-GD.water

FHAFHHHH R HF AR
# Program: water

# Rundate: Sun Apr 11 23:21:12 2004

# Align format: srspair

# Report file: SARS-CA SARS-GD.water
FHAFHHHH R HF AR

#

# Aligned sequences: 2

# 1: SARS CA

# 2: SARS GD

# Matrix: EDNAFULL

# Gap_penalty: 10.0

# Extend penalty: 0.5

#

# Length: 300

# Identity: 270/300 (90.0%)

# Similarity: 270/300 (90.0%)

# Gaps: 29/300 ( 9.7%)

# Score: 1322.0

SARS CA 17 tattttggttttcactcgaaatccaggatctagaagaaccttgtaccaaa 66
FErrrrerrrreer e et et e et et

SARS GD 1 tattttggttttcactcgaaatccaggatctagaagaaccttgtaccaaa 50

SARS CA 67 gtctaaacgaacatgaaacttctcattgttttgacttgtatttctctatg 116
FErrrrerrrrerrrrrrrrrrerrr ettt

SARS GD 51 gtctaaacgaacatgaaacttctcattgttttgacttgtatttctctatg 100

SARS CA 117 cagttgcatatgcactgtagtacagcgctgtgcatctaataaacctcatg 166
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SARS_GD
SARS CA
SARS_GD
SARS CA
SARS_GD
SARS CA

SARS GD

101

167

151

188

201

238

251

CErrrrrrrrarrrrrrrrerrrrr ettt et e el
cagttgcatacgcactgtagtacagcgctgtgcatctaataaacctcatg

tgcttgaagatccttg-——-==--=-—--—--————— - taagg

FETTEEEEr e [T
tgcttgaagatccttgtcctactggttaccaacctgaatggaatataagg

tacaacactaggggtaatacttatagcactgcttggctttgtgctctagg

CErrrrrrrerrrrrrrrrerrrrrrrrrrer e et e el
tacaacactaggggtaatacttatagcactgcttggctttgtgctctagg

aaaggttttaccttttcatagatggcacactatggttcaaacatgcacac

CErrrrrrrerrrrrrrrrerrrrrrrrrrer e et e el
aaaggttttaccttttcatagatggcacactatggttcaaacatgcacac

150
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237

250

287

300
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