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ST8Sia IV

Hsa 141680  CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Ptr AJ697661 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Mac  XP1097339 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Cfa XP546003 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWI PAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Ssc AAZ41382 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Bta AJ699421 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWI PAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Rno AM419015 CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWI PAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Mmu X86000  CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLQVRTAYPS
Mau AJ245701 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
cgr 746801  CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDRAKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
Aca AM503581 CAVVGNSGILLDSGCGKEIDSHEFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWI PAFMVKGGEKHVEWVNALILKNKLKVRTAYPS
str AM419014 CAVVGNSGILLNSGCGKEIDSHDFVIRCNLAPVVEFAAHVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNQLKVRTAYPS
Gga AF008194 CAVVGNSGILLDSGCGKEIDTHDFVIRCNLAPVVEFAADVGNKSDFITMNPSVVQRAFGGFRNESDREKFGHRLSMLNDSVLWI PAFMVKGGEKHLEWVNALILKNKLKVRTAYPS
omy AB094402 CAVVGNSGVLLNSGCGKEIDSHDFVIRCNLPPLSEFAEDVGERSDFTTMNPSVIQRAYGGLKNATDTERFVORLRGLNDSVLWI PAFMVKGGERHVESVNEL IVKRKLRVRTAYPS
Dre AJ715545 CAVVGNSGILLKSGCGKEIDNHSFVIRCNLAPLEGFADDVGLRSDFTTMNPSVIQRVYGGLREETQQENEIQRLRQLNDSVLWI PAFMVKGGMKHVDTVNEL ILKHKLKVRTAYPS
Pma AM900682 CAVVGNSGILEGSACGEEIDQHDFVIRCNLAPVEGYERDVGSRVDFVTMNPSVVERTYGGLRTKADHDRFGRRLRALNSSILWI PAFMAKGGEQHVEIVNNLLLTLGLPLRAAFPS
sT8Sia IV/II

Bf1-16 AM901546 CAIVGNSGILLGSGCGQEIDSHDFVIRCNLAPVTEYVKDVGRKSDEVTMNPSVLPTAFGGEKEKHWEEKFVKRLRMLEHSMLWI PAFTTINGEKYVQYTNRI ILKNDLNIKTLYPT
Bf1-20 AM901547 CAVVGNSGILFNSGCGREIDTHDFVFRCNLPELEGHERDVGTKSNFTTMNPSVMFTYYKDFAEPKLKERFIKRLRRLEGGILFIPAFVAKSEKHHVQWTNDI ILKHNINVRTAYPS
Bfl-6 EF140745 CAVVGNSGILLHSGCGREIDTHDFVFRCNLPELEGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDI IVEHNINVRTAYPS
Bfl-14 AM901544 CAVVGNSGILLHSGCGREIDTHDFVFRCNLPELEGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDI IVEHNINVRTAYPS
Bf1-15 AM901545 CAVVGNSGILLNSGCGREIDTHDFVFRCNLPELKGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDI IVEHNINVRTAYPS
ST8Sia II

Dre AY055462 CAIVGNSGILLNSSCGREIDSHDFVIRCNLAPVEEYAADVGERTSEVTMNPSVVQRAFQDENSEENVORFVLRLOSLSESVLWI PAFMAKGGEERVEWATRLILLETVNVRTAFPS
Tni AJ715537 CAIVGNSGVLLNSSCGPEIDSHDFVIRCNLAPVEDFHNDVGWRTNLVTMNPSVVQRAFRDLASEEWRDRFLRRLOSLSESILWI PAFMAKGGEERVDWTLRLILLHTVDVRTAFPS
Tru AJ715538 CAIVGNSGILLNSSCGPEIDSHDFVIRCNLAPVEDYYKDVGWRTNLVTMNPSVVQRAFRDLASEEWRARFLRRLOSLSESVLWIPAFMAKGGEERVEWTLRLILLHTVDVRTAFPS
OmyA  AB262976 CAIVGNSGIQLNSSCGPEIDSHDFVIRCNLAPVEEYAGDVGRRTNLVTMNPSVVQRAFHDLASEQWRERFLORLRGLSESVLWIPAFMAKGGEERVEWATRLILLHTVDVHTAFPS
Gac AM422139 CAIVGNSGILLNSSCGPDIDSHDFVIRCNLAPVEDYSLDVGRRTNLVTMNPSVVQRAFQDLVSDEWRDRFLORLOSLSESVLWI PAFMAKGGEERVEWALRLILSHTVDVRTAVPS
ola AM422134 CAIVGNSGILLNSSCGSEIDAHDFVIRCNLAPVDEYSQDVGRQTNLVTMNPSVVQRAFQDLVSEEWKQRFLORLOSLGESVLWI PAFMAKGGEERVEWALRLILRHTVDVRTAFPS
OomyB  AB262977 CAIIGNSGILLNSSCGPEIDSYDFVIRCNLAPVEEYAGDVGRRTNLVTMNPSVVQRAFQDLASEEWRERFLORLRSLSESVLWIPAFMAKGGEERVEWATIRLILLHTVDVHTAFPS
Str BC121420 CAIVGNSGILLNSGCGKEIDSHDFVIRCNLAPVEEYATDVGTKTNLVTMNPSVVQRAFEDLVNDTWKDKFLQRLKSLNESILWIPAFMAKGGEERVEWVNDLI IKHHINVHTAYPS
Xla AB007468 CAIVGNSGILLNSGCGKEIDSHDFVIRCNLAPVEEYAKDVGTKTNLVTMNPSVVQRAFEDLVNDTWKDKFLORLKSLNESILWI PAFMAKGGEERVEWVNDLI IKHHINVHTAYPS
Aca AM503579 CAIVGNSGILLNSGCGEEIDAHSFVIRCNLAPVQEYSRDVGTKMDLVTMNPSVIQRAFEDLYVNDTWREKLLORLHSLNGSILWI PAFMAKGGKERVEWVNELILKNHINVRTAYPS
Gga AJ699419 CAIVGNSGVLLGSGCGPEIDTHSFVIRCNLAPVQEYSQDVGTKTDLVTMNPSVIQRAFEDLMNETWREKLLORLHSLNGSILWI PAFMAKGGKERVEWVNELILKHRINVRTAYPS
Rno 113445  CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYARDVGLKTDLVTIMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALILKHHVNVRTAYPS
Mmu X83562  CAIVGNSGVLLNSGCGQEIDTHSFVIRCNRAPVQEYARDVGLKTDLVTIMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALILKHHVNVRTAYPS
cfa AM422132 CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYGRDVGLKTDLVTMNPSVIQRAFEDLYVNATWREKLLORLRSLNGSILWI PAFMARGGKERVEWVNELILKHHVNVRTAYPS
Bta AM422133 CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVVQRAFEDLYVNATWREKLLORLHSLNGSILWI PAFMARGGKQRVEWVNEL I LKHHVNVRTAYPS
ptr AJ697659 CAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLYVNATWREKLLORLHSLNGSILWI PAFMARGGKERVEWVNELILKHHVNVRTAYPS
Hsa U33551  CAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKERVEWVNELILKHHVNVRTAYPS
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ST8Sia IV

Hsa L41680  LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Ptr AJ697661 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Mac ~ XP1097339 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
cfa XP546003 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Ssc AAZ41382 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Bta AJ699421 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Rno AM419015 LRLIHAVRGYWLTNKVPIKRPITGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Mmu X86000  LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Mau AJ245701 LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
cor 746801  LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39 0 39 100 0
Aca AM503581 LRLIHAVRGYWLTNKVFIKRPSTGLLMYTLATRFCDEIHLYGFWPFPRDINGKTVKYHYYDDLKYRYFSNASPHRMPLEFKTLNMLHNRGALKLTTGKC 37 0 37 100 0
Str AM419014 LRLIHAVRGYWLTNKVQIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDVYGNQVKYHYYDELKYKYFSNAGPHRMPLEFKTLNLLHNKGALKLTTGKC 36 1 37 97 3
Gga AF008194 LRLIHAVRGYWLTNKVHIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLHGKBVKYHYYDDLKYRYFSNASPHRMPLEFKTLYVLHNRGALKLTTGKC 35 2 37 95 5
omy AB094402 LRLIHVVRGYWLTNKINIKRPSTGLLMYTLATRFCDEIHLYGFWPFPRDANGNMVKYHYYDMLKYRYFSNAGPHRMPLEFKTLKMLHSKGALKLTTSKC 24 8 36 67 33
Dre AJ715545 LRLIHAVRGFWLTNKINIKRPTTGLLMYTMATRFCDEI¥LYGFWPFPKDASGNBVQYHYFDGLKYRYFSNAGPHRMPLEFQTLORLHSKGALKLTTSKC 20 12 32 63 37
Pma AM900682 LRLMHAVRGYWLTNKVYIKRPTTGLLMYTLATRFCREIHLYGFWPFQYNIAGKBVRYHYYEGLRYRYRSRAGPHIMPLEYRTLHRLHSLGALKLTTGKC 18 11 29 62 38
sT8Sia IV/II

Bf1-16 AM901546 KHLAHSIRGFWLQAKTRIKRPSTGLYMYTIATRFCQEIHLYGFFPFTUDVNGRBVRYHYYDNGKYNFYDKRRPHEMPVEFQALRRLHDKGALRLLTDKC 18 12 30 59 41
Bf1-20 AM901547 PDMEKWIRRYWKSTEYRVARPSSGMWMYTFAASLCDEVHLYGMYPFDIDRYGRNIKYHYYDPRPFATMYGG--HDMPIEFQUVFRSLHEKGALRLQTDKC 14 14 28 50 50
Bf1-6 EF140745 PDMEKWITGYWKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVNYHYYDPRPFATEHFG--HDMPIEFQVFKSLHOKGALRLQTDKC 13 17 30 43 57
Bf1-14 AM901544 PDMEKWIAGYWKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVNYHYYDPRPFATTHFG--HDMPIEFQVFKSLHQKGALRLQTDKC 13 17 30 43 57
Bf1-15 AM901545 PDMEKWIAD-WKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVSYHYYDPRPFATIVFG- -HDMPVEFQVFKSLHKEGALRLOTDKC 13 18 31 42 58
sT8Sia II

Dre AY055462 LRLLHAVRGYWLTNHVQIKRPTTGLLMYTMATRFCDEIHLYGFWPFAHDPDGKBVKYHYYDELTYHYESSASPHIMPLEFRTLSALHRQGALRLHTGPC 12 18 30 40 60
Tni AJ715537 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPLDPRGRPVKYHYYDTLKYEYTSSSSPHIMPLEFRTLSTLHRQGALRLHSGPC 9 19 28 32 68
Tru AJ715538 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPSDPHGRPVKYHYYDTLKYEYTSSSSPHIMPLEFRTLSSLHRQGALQLHTGPC 9 19 28 32 68
OmyA  AB262976 LRLLHAVRGYWLTNNVQIKRPTTGLLMYTMATRFCEEIHLYGFWPFPQDSQGKPVKYHYYDTLTYEYTSHASPHIMPLEFRTLSSLHRQGALRLNTGSC 8 18 26 31 69
Gac AM422139 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFRHDPQGRBVKYHYYDALKYEYTSSSSPHIMPLEFRTLSALHRQGALRLHTGTC 9 21 30 30 70
ola AM422134 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPYDSHGKAVKYHYYDSLKYEYTSSSSPHIMPLEFRTLSTLHRQGALRLHTGSC 9 21 30 30 70
OmyB  AB262977 LRLLHAVRGYWLTNNVQIKRPTTGLLMYTMATRFCEEIHLYGFWPFPQDSQGKPVKYHYYDTLTYEYTSHASPHIMPLEFRTLSSLHRQGALRLHTGSC 8 20 28 29 71
Str BC121420 LRLLHAVRGYWLTNKVHIKRPTTGILMYTLATRFCNRIYLYGFWPFPRDLHONPVKYHYYDSLKYGYTSQAGPHAMPLEFKALKNLHLQGALKLNVGEC 8 28 36 22 78
Xla AB007468 LRLLHAVRGYWLTNKVHIKRPTTGILMYTLATRFCNRI¥LYGFWPFPRDLHONPVKYHYYDSLKYGYTSQAGPHAMPLEFKALKNLHLQGALKLNVGEC 8 29 37 22 78
Aca AM503579 LRLLHAVRGYWLTNKVYIKRPTTGLLMYTLATRFCNRI¥LYGFWPFPRDEDONPVKYHYYDTLKYGYMSQTSPHIMPLEFKALKALHQQGALKLTVGAC 3 32 35 9 91
Gga AJ699419 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNRIHLYGFWPFPLDQNQQPVKYHYYDSLKYGYTSQASPHIMPLEFKALKTLHOQGALKLTVGEC 1 35 36 3 97
Rno 113445  LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNONPVKYHYYDSLKYGYTSQASPHIMPLEFKALKSLHEQGALKLTVGQC 1 37 38 3 97
Mmu X83562  LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNONPVKYHYYDSLKYGYTSQASPHIMPLEFKALKSLHEQGALKLTVGQC 1 37 38 3 97
cfa AM422132 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQI¥LYGFWPFPLDQNONPVKYHYYDSLKYGYTSQASPHIMPLEFKALKSLHEQGALKLTVGQC 0 39 39 0 100
Bta AM422133 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQI¥LYGFWPFPLDONONPVKYHYYDSLKYGYTSQASPHIMPLEFKALKSLHEQGALKLTVGQC 0 39 39 0 100
Ptr AJ697659 LPLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQI¥LYGFWPFPLDONONPVKYHYYDSLKYGYTSQASPHIMPLEFKALKSLHEQGALKLTVGQC 0 39 39 0 100
Hsa U33551  LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCKQIY¥LYGFWPFPLDQNONPVKYHYYDSLKYGYESQASPHIMPLEFKALKSLHEQGALKLTVGQC 0 39 39 0 100




