
MOTIFS       -------------------L-----------------------                                                             -----PSTD---  
ST8Sia IV 
Hsa    L41680   CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Ptr    AJ697661 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Mac   XP1097339 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Cfa    XP546003 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Ssc    AAZ41382 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Bta    AJ699421 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Rno    AM419015 CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Mmu    X86000   CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLQVRTAYPS  
Mau    AJ245701 CAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Cgr    Z46801   CAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDRAKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Aca    AM503581 CAVVGNSGILLDSGCGKEIDSHEFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNKLKVRTAYPS  
Str    AM419014 CAVVGNSGILLNSGCGKEIDSHDFVIRCNLAPVVEFAAHVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALILKNQLKVRTAYPS  
Gga    AF008194 CAVVGNSGILLDSGCGKEIDTHDFVIRCNLAPVVEFAADVGNKSDFITMNPSVVQRAFGGFRNESDREKFGHRLSMLNDSVLWIPAFMVKGGEKHLEWVNALILKNKLKVRTAYPS  
Omy    AB094402 CAVVGNSGVLLNSGCGKEIDSHDFVIRCNLPPLSEFAEDVGLRSDFTTMNPSVIQRAYGGLKNATDTERFVQRLRGLNDSVLWIPAFMVKGGERHVESVNELIVKRKLRVRTAYPS  
Dre    AJ715545 CAVVGNSGILLKSGCGKEIDNHSFVIRCNLAPLEGFADDVGLRSDFTTMNPSVIQRVYGGLREETQQENLIQRLRQLNDSVLWIPAFMVKGGMKHVDTVNELILKHKLKVRTAYPS  
Pma    AM900682 CAVVGNSGILEGSACGEEIDQHDFVIRCNLAPVEGYERDVGSRVDFVTMNPSVVERTYGGLRTKADHDRFGRRLRALNSSILWIPAFMAKGGEQHVEIVNNLLLTLGLPLRAAFPS  

ST8Sia IV/II 
Bfl-16 AM901546 CAIVGNSGILLGSGCGQEIDSHDFVIRCNLAPVTEYVKDVGRKSDLVTMNPSVLPTAFGGLKEKHWEEKFVKRLRMLEHSMLWIPAFTTINGEKYVQYTNRIILKNDLNIKTLYPT  
Bfl-20 AM901547 CAVVGNSGILFNSGCGREIDTHDFVFRCNLPELEGHERDVGTKSNFTTMNPSVMFTYYKDFAEPKLKERFIKRLRRLEGGILFIPAFVAKSEKHHVQWTNDIILKHNINVRTAYPS  
Bfl-6  EF140745 CAVVGNSGILLHSGCGREIDTHDFVFRCNLPELEGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDIIVEHNINVRTAYPS  
Bfl-14 AM901544 CAVVGNSGILLHSGCGREIDTHDFVFRCNLPELEGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDIIVEHNINVRTAYPS  
Bfl-15 AM901545 CAVVGNSGILLNSGCGREIDTHDFVFRCNLPELKGYEKDVGTKSNFTTMNPSVILTYYKDFVEPKLKERFINRLRRLEGGILFIPAFVATWENEHVQWTNDIIVEHNINVRTAYPS  

ST8Sia II 
Dre    AY055462 CAIVGNSGILLNSSCGREIDSHDFVIRCNLAPVEEYAADVGLRTSLVTMNPSVVQRAFQDLNSEEWVQRFVLRLQSLSGSVLWIPAFMAKGGEERVEWAIRLILLHTVNVRTAFPS  
Tni    AJ715537 CAIVGNSGVLLNSSCGPEIDSHDFVIRCNLAPVEDFHNDVGWRTNLVTMNPSVVQRAFRDLASEEWRDRFLRRLQSLSGSILWIPAFMAKGGEERVDWTLRLILLHTVDVRTAFPS  
Tru    AJ715538 CAIVGNSGILLNSSCGPEIDSHDFVIRCNLAPVEDYYKDVGWRTNLVTMNPSVVQRAFRDLASEEWRARFLRRLQSLSGSVLWIPAFMAKGGEERVEWTLRLILLHTVDVRTAFPS  
OmyA   AB262976 CAIVGNSGIQLNSSCGPEIDSHDFVIRCNLAPVEEYAGDVGRRTNLVTMNPSVVQRAFHDLASEQWRERFLQRLRGLSGSVLWIPAFMAKGGEERVEWAIRLILLHTVDVHTAFPS  
Gac    AM422139 CAIVGNSGILLNSSCGPDIDSHDFVIRCNLAPVEDYSLDVGRRTNLVTMNPSVVQRAFQDLVSDEWRDRFLQRLQSLSGSVLWIPAFMAKGGEERVEWALRLILSHTVDVRTAVPS  
Ola    AM422134 CAIVGNSGILLNSSCGSEIDAHDFVIRCNLAPVDEYSQDVGRQTNLVTMNPSVVQRAFQDLVSEEWKQRFLQRLQSLGGSVLWIPAFMAKGGEERVEWALRLILRHTVDVRTAFPS  
OmyB   AB262977 CAIIGNSGILLNSSCGPEIDSYDFVIRCNLAPVEEYAGDVGRRTNLVTMNPSVVQRAFQDLASEEWRERFLQRLRSLSGSVLWIPAFMAKGGEERVEWAIRLILLHTVDVHTAFPS  
Str    BC121420 CAIVGNSGILLNSGCGKEIDSHDFVIRCNLAPVEEYATDVGTKTNLVTMNPSVVQRAFEDLVNDTWKDKFLQRLKSLNESILWIPAFMAKGGEERVEWVNDLIIKHHINVHTAYPS  
Xla    AB007468 CAIVGNSGILLNSGCGKEIDSHDFVIRCNLAPVEEYAKDVGTKTNLVTMNPSVVQRAFEDLVNDTWKDKFLQRLKSLNESILWIPAFMAKGGEERVEWVNDLIIKHHINVHTAYPS  
Aca    AM503579 CAIVGNSGILLNSGCGEEIDAHSFVIRCNLAPVQEYSRDVGTKMDLVTMNPSVIQRAFEDLVNDTWREKLLQRLHSLNGSILWIPAFMAKGGKERVEWVNELILKNHINVRTAYPS  
Gga    AJ699419 CAIVGNSGVLLGSGCGPEIDTHSFVIRCNLAPVQEYSQDVGTKTDLVTMNPSVIQRAFEDLMNETWREKLLQRLHSLNGSILWIPAFMAKGGKERVEWVNELILKHRINVRTAYPS  
Rno    L13445   CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALILKHHVNVRTAYPS  
Mmu    X83562   CAIVGNSGVLLNSGCGQEIDTHSFVIRCNRAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALILKHHVNVRTAYPS  
Cfa    AM422132 CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYGRDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLRSLNGSILWIPAFMARGGKERVEWVNELILKHHVNVRTAYPS  
Bta    AM422133 CAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVVQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKQRVEWVNELILKHHVNVRTAYPS  
Ptr    AJ697659 CAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKERVEWVNELILKHHVNVRTAYPS  
Hsa    U33551   CAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKERVEWVNELILKHHVNVRTAYPS  

MOTIFS       --PSTD------------------------S------------               III-            --VS--         --Cterm--- IV II tot  %   %. 
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
Cgr    Z46801   LRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYDDLKYRYFSNASPHRMPLEFKTLNVLHNRGALKLTTGKC 39  0 39 100   0
Aca    AM503581 LRLIHAVRGYWLTNKVFIKRPSTGLLMYTLATRFCDEIHLYGFWPFPRDINGKTVKYHYYDDLKYRYFSNASPHRMPLEFKTLNMLHNRGALKLTTGKC 37  0 37 100   0
Str    AM419014 LRLIHAVRGYWLTNKVQIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDVYGNQVKYHYYDELKYKYFSNAGPHRMPLEFKTLNLLHNKGALKLTTGKC 36  1 37  97   3
Gga    AF008194 LRLIHAVRGYWLTNKVHIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLHGKPVKYHYYDDLKYRYFSNASPHRMPLEFKTLYVLHNRGALKLTTGKC 35  2 37  95   5
Omy    AB094402 LRLIHVVRGYWLTNKINIKRPSTGLLMYTLATRFCDEIHLYGFWPFPRDANGNMVKYHYYDMLKYRYFSNAGPHRMPLEFKTLKMLHSKGALKLTTSKC 24  8 36  67  33
Dre    AJ715545 LRLIHAVRGFWLTNKINIKRPTTGLLMYTMATRFCDEIYLYGFWPFPKDASGNPVQYHYFDGLKYRYFSNAGPHRMPLEFQTLQRLHSKGALKLTTSKC 20 12 32  63  37
Pma    AM900682 LRLMHAVRGYWLTNKVYIKRPTTGLLMYTLATRFCREIHLYGFWPFQYNIAGKPVRYHYYEGLRYRYRSRAGPHTMPLEYRTLHRLHSLGALKLTTGKC 18 11 29  62  38

ST8Sia IV/II 
Bfl-16 AM901546 KHLAHSIRGFWLQAKTRIKRPSTGLYMYTIATRFCQEIHLYGFFPFTVDVNGRPVRYHYYDNGKYNFYDKRRPHSMPVEFQALRRLHDKGALRLLTDKC 18 12 30  59  41
Bfl-20 AM901547 PDMEKWIRRYWKSTEYRVARPSSGMWMYTFAASLCDEVHLYGMYPFDIDRYGRNIKYHYYDPRPFATMYGG--HDMPIEFQVFKSLHEKGALRLQTDKC 14 14 28  50  50
Bfl-6  EF140745 PDMEKWITGYWKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVNYHYYDPRPFATTHFG--HDMPIEFQVFKSLHQKGALRLQTDKC 13 17 30  43  57
Bfl-14 AM901544 PDMEKWIAGYWKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVNYHYYDPRPFATTHFG--HDMPIEFQVFKSLHQKGALRLQTDKC 13 17 30  43  57
Bfl-15 AM901545 PDMEKWIAD-WKSTEYRVARPSSGLWMYTFAVSLCDEVHLYGMYPFDIDRYGRNVSYHYYDPRPFATTYFG--HDMPVEFQVFKSLHKEGALRLQTDKC 13 18 31  42  58

ST8Sia II 
Dre    AY055462 LRLLHAVRGYWLTNHVQIKRPTTGLLMYTMATRFCDEIHLYGFWPFAHDPDGKPVKYHYYDTLTYHYTSSASPHTMPLEFRTLSALHRQGALRLHTGPC 12 18 30  40  60
Tni    AJ715537 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPLDPRGRPVKYHYYDTLKYEYTSSSSPHTMPLEFRTLSTLHRQGALRLHSGPC  9 19 28  32  68
Tru    AJ715538 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPSDPHGRPVKYHYYDTLKYEYTSSSSPHTMPLEFRTLSSLHRQGALQLHTGPC  9 19 28  32  68
OmyA   AB262976 LRLLHAVRGYWLTNNVQIKRPTTGLLMYTMATRFCEEIHLYGFWPFPQDSQGKPVKYHYYDTLTYEYTSHASPHTMPLEFRTLSSLHRQGALRLNTGSC  8 18 26  31  69
Gac    AM422139 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFRHDPQGRPVKYHYYDALKYEYTSSSSPHTMPLEFRTLSALHRQGALRLHTGTC  9 21 30  30  70
Ola    AM422134 LRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPVDSHGKAVKYHYYDSLKYEYTSSSSPHTMPLEFRTLSTLHRQGALRLHTGSC  9 21 30  30  70
OmyB   AB262977 LRLLHAVRGYWLTNNVQIKRPTTGLLMYTMATRFCEEIHLYGFWPFPQDSQGKPVKYHYYDTLTYEYTSHASPHTMPLEFRTLSSLHRQGALRLHTGSC  8 20 28  29  71
Str    BC121420 LRLLHAVRGYWLTNKVHIKRPTTGILMYTLATRFCNRIYLYGFWPFPRDLHQNPVKYHYYDSLKYGYTSQAGPHAMPLEFKALKNLHLQGALKLNVGEC  8 28 36  22  78
Xla    AB007468 LRLLHAVRGYWLTNKVHIKRPTTGILMYTLATRFCNRIYLYGFWPFPRDLHQNPVKYHYYDSLKYGYTSQAGPHAMPLEFKALKNLHLQGALKLNVGEC  8 29 37  22  78
Aca    AM503579 LRLLHAVRGYWLTNKVYIKRPTTGLLMYTLATRFCNRIYLYGFWPFPRDQDQNPVKYHYYDTLKYGYMSQTSPHTMPLEFKALKALHQQGALKLTVGAC  3 32 35   9  91
Gga    AJ699419 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNRIHLYGFWPFPLDQNQQPVKYHYYDSLKYGYTSQASPHTMPLEFKALKTLHQQGALKLTVGEC  1 35 36   3  97
Rno    L13445   LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  1 37 38   3  97
Mmu    X83562   LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  1 37 38   3  97
Cfa    AM422132 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  0 39 39   0 100
Bta    AM422133 LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  0 39 39   0 100
Ptr    AJ697659 LPLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  0 39 39   0 100
Hsa    U33551   LRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCKQIYLYGFWPFPLDQNQNPVKYHYYDSLKYGYTSQASPHTMPLEFKALKSLHEQGALKLTVGQC  0 39 39   0 100


