ST8Sia I      -----------------------L------------------------
Ptr AJ697658 LKKCAVVGNGGILKKSGCGRQIDEANFVMRCNLPPLSSEYTKDVGSKSQLVTANPSIIRQRFQNLL--WSRKTFVDNMKIYNHSYIYMPAFSMKTGTEPSLRVYYTLS

BTa AJ699418 LKKCAVVGNGGILKKSGCGRQIDEADFVMRCNLPPLSSEYTKDVGSKSHLVTANPSIIRQRFQNLL--WSRKTFVDHMKVYNHSYIYMPAFSMKTGTEPSLRVYYTLS

Hsa D26360   LKKCAVVGNGGILKKSGCGRQIDEANFVMRCNLPPLSSEYTKDVGSKSQLVTANPSIIRQRFQNLL--WSRKTFVDNMKIYNHSYIYMPAFSMKTGTEPSLRVYYTLS

Mmu X84235   LKKCAVVGNGGILKMSGCGRQIDEANFVMRCNLPPLSSEYTRDVGSKTQLVTANPSIIRQRFENLL--WSRKKFVDNMKIYNHSYIYMPAFSMKTGTEPSLRVYYTLK

Rno U53883   LKKCAVVGNGGILKMSGCGRQIDEANFVMRCNLPPLSSEYTRDVGSKTQLVTANPSIIRQRFENLL--WSRKKFVDNMKIYNHSYIYMPAFSMKTGTEPSLRVYYTLK

Gga U73176   LKKCSVVGNGGILKKSGCGKQIDQADFVMRCNLPPLSREYSKDVGLKTQLVTANPSIIQKRFQNLL--WSRKAFVDSVKVYNHSYIYMPAFSMKTGTGPSLRVYYTLK

Xla AJ704562 LKRCSVVGNGGILKNSRCGEQIDEADFVMRCNLPPLSREYTDDVGTKTQLVTVNPSIIDKRFQNLL--WSRKSFVESVSVYKQSYVYMPAFSTKRGTDPSLRVYYTLE

Dre AJ715535 LKRCSVVGNGGVLKHSGCGNEIDRADFIMRCNLPPLSKDYTDDVGTKTHLVSANPSIIEKSFQNLL--WSRKSFVESMKAYGSSYIYIPAFSMKPGTDPSLRAYHALA

Tni AJ715536 LKKCAVVGNGGILRASKCGKDIDQADFIMRCNLPPLSEEYLEDVGTKTHLVTANPSIIENRFQSLL--WSRKHFVDSIKVYGTSYIYMPAFSMRPGTEPSLRAYYALA

Tru AJ715534 LKKCAVVGNGGILRGSKCGKDIDRADFIMRCNLPPLSKEYLEDVGTKTHLVTANPSIIENRFQNLL--WSRKHFVDSMKVYGTSYIYMPAFSMSPGTNPSLRAYYALA

Ola AJ871606 CRRCAVVGNGGILKGSKKGKEIDHHHYIFRCNLPPLSREYVEDVGTKTHLVTANPSIIEKRFQNLV--WSRKTFVDSMKVYGSSYIYMPAFSMAPGTDPSLRAYFALT

ST8Sia I/II/III/IV/V/VI                                                                                                  

Bfl AF391289 YRRCAVVGNSGILLGSDCGADIDAKDYVIRIDLPPV-AGFEKDVGRKTNMTVLNMDTP-KRLEISSRLKNRSLDMYEHRLRGIAGTVLLANRESQPYLKKAFQRYHVS

ST8Sia III    -------------------------L-----------------------
Tru AJ715542 YSLCSVVGNSGILTGSHCGANIDQADFVFRCNFAPT-EVYSKDVGRKTNMTTFNPSILERYYNNLLTIQDRNNFFLNLKKLGGAILWIPAFFLHTSATVTRTLVDFFV
Tni AJ715540 YSLCSVVGNSGILTGSHCGANIDQADFVFRCNFAPT-EVYSKDVGRKTNMTTFNPSILERYYNNLLTIQDRNNFFLNLKKLGGAILWIPAFFLHTSATVTRTLVDFFV
Ola AJ871608 YSVCAVVGNSGILTGSHCGPEIDQADFVFRCNFAPT-DVYSKDVGRKTNMTTFNPSILERYYNNLLTIQDRNNFFLHLKKLEGAILWIPAFFLHTSATVTRTLVDFFV
Tru AJ715541 YNVCAVVGNSGILTGSRCGQQIDRFDFVFRCNFAPT-EIFKKDVGRRTNMTTFNPSILEKYYNNLLTVQDRNNFFLSLKKLDTTILWIPAFFFHTSATVTRTLVDFFV
Tni AJ715539 YNVCAVVGNSGILTGSRCGQEIDSLDFVFRCNFAPT-ELFKKDVGRRTNMTTFNPSILEKYYNNLLTVQDRNNFFLSLKRLDPAILWIPAFFFHTSATVTRTLVDFFV
Ola AJ871607 YNVCAVVGNSGILTGSLCGAQIEKYDFVFRCNFAPT-EIFKKDVGRRTNMTTFNPSILEKYYNNLLTVQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Dre AJ715543 YNTCAVVGNSGILTGSRCGPEIDKYDFVFRCNFAPT-EVFRRDVGRRTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Str AJ715544 YNVCAVIGNSGILTESQCGAEIDKADFVFRCNFAPT-EGFQKDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSASVTRTLVDFFV
Gga AJ699420 YNVCAVVGNSGILTGSQCGQEIDKSDFVFRCNFAPT-EAFQKDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Mmu X80502   YNVCAVVGNSGILTGSQCGQEIDKSDFVSRCNFAPT-EAFHKDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Hsa AF004668 YNICAVVGNSGILTFIQCGREIDKSDFVFRCNFAPS-EAFQRDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Ptr AJ697660 YNICAVVGNSGILTGSQCGQEIDKSDFVFRCNFAPT-EAFQRDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Bta AJ704563 YNICAVVGNSGILTGSRCGPQIDKSDFVFRCNFAPT-EAFQRDVGRKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV
Rno U55938   YNICAVVGNSGILTGSQCGQEIDKSDFVFRCNFAPT-EAFHKDVGKKTNLTTFNPSILEKYYNNLLTIQDRNNFFLSLKKLDGAILWIPAFFFHTSATVTRTLVDFFV

ST8Sia I                                       -----------S-------------             -III             --VS--   %   % total
Ptr AJ697658 DV--GANQTVLFANPNFLRSIGKFWKSRGIHAKRLSTGLFLVSAALGLCEEVAIYGFWPFSVNMHEQP-ISHHYYDNVLPF-----SGFHAMPEEF 100   0  94

BTa AJ699418 DV--GANQTVLFANPNFLRSIGKFWKSRGIHAKRLSTGLFLVSAALGLCEEVAIYGFWPFSVNMHEQP-ISHHYYDNVLPF-----SGFHAMPEEF 100   0  94

Hsa D26360   DV--GANQTVLFANPNFLRSIGKFWKSRGIHAKRLSTGLFLVSAALGLCEEVAIYGFWPFSVNMHEQP-ISHHYYDNVLPF-----SGFHAMPEEF 100   0  92

Mmu X84235   DV--GANQTVLFANPNFLRNIGKFWKSRGIHAKRLSTGLFLVSAALGLCEEVSIYGSWPFSVNMQGDP-ISHHYYDNVLPF-----TGYHAMPEEF  99   1  87

Rno U53883   DA--GANQTVLFANPNFLRNIGKFWKGRGIHAKRLSTGLFLVSAALGLCEEVSIYGFWPFSVNMQGEP-ISHHYYDNVLPF-----SGFHAMPEEF  99   1  88

Gga U73176   DF--GAKQAVLFANPNFLRDIGKFWKNKGIHAKRLSTGLFLVSAALGLCEEVTIYGFWPFSVDLHGKF-ISHHYYDNVLPD-----SGFHAMPEEF  97   3  78

Xla AJ704562 DF--GTNQTVLFANPNFLRNVGKLWKSKGVHSKRLSTGLFMVSAALSLCEEVTIYGFWPFQMDLGGRH-ISHHYYDNMLPL-----SGVHAMPEEF  95   5  73

Dre AJ715535 DS--SSNQTVLFANPDFLKNVGIFWKNHGVHGKRLSTGLFLVSLALGLCEEVTAYGFWPFSVGLDERP-VSHHYYDNILPS-----SRFHAMPEEF  94   6  73
Tni AJ715536 DT--SSNLTVLFANPEFLRTVGKFWKARNVHAKRLSTGLFMVSLALALCEEVTVYGFWPFAIDLDEQP-VSHHYYDNILPY-----KWFHTMPEEF  94   6  73
Tru AJ715534 DA--SANLTMLFANPEFLRSVGKFWKARNVHAKRLSTGLFMVSLALALCKEVTVYGFWPFAIDLDEQP-VSHHYYDNILPY-----KWFHTMPEEF  94   6  73

Ola AJ871606 DV--PSNLTMLFANPDFLLSVSKFWKAHGVHARRLSTGLFLVSLAMGLCDEVTTYGFWPFSVDLDEQP-ISHHYYDNILPY-----KWFHAMPEEF  92   8  74

ST8Sia I/II/III/IV/V/VI

Bfl AF391289 FV--LLTSASSFTSAEKINPIASKIARKRYMKKHPSTGMATVLIATTFCDRLFLYGFFPFGQDENKRPIPYHYYPDDGIRQKPIAKDKMHHMDTEY  48  52  33
ST8Sia III                                     ------------S------------             -III             --VS--   
Tru AJ715542 EHKGQLKVELAWPG-NIMHDVNKYWKNKNLSPKRVSTGIFMYTLASAMCDEIHLYGFWPFGWDPNTGKELPYHYYDKKGTKFTTKWQETHQLPTEF   7  93  95

Tni AJ715540 EHKGQLKVELAWPG-NIMHDVNKYWKNKNLSPKRVSTGIFMYTLASAMCDEIHLYGFWPFGWDPNTGKELPYHYYDKKGTKFTTKWQETHQLPTEF   7  93  95

Ola AJ871608 EHKGQLKVELAWPG-NIMHNVNKYWKTKNLSPKRLSTGILMYTLAFSMCDEIHLYGFWPFGWDPNTGKDLPYHYYDKKGTKFTTKWQETHQLPSEF   6  94  86

Tru AJ715541 EHRGQLKVRLAWPG-NIMQYINNYWKTKQLSPKRLSTGILMYTLASSMCDQIHLYGFWPFGWDPNTGKELPYHYYDKKGTKFTTKWQESHQLPTEF   1  99  89
Tni AJ715539 EPRGQLKVQLAWPG-NIMQYINNYWKTKQLSPKRLSTGILMYTLASSMCERIHLYGFWPFGWDPNTGRELPYHYYDKKGTKFTTKWQESHQLPTEF   1  99  90
Ola AJ871607 EHRGQLKVQLAWPG-NIMQYINNYWKTKQLSPKRLSTGILMYTLASSMCDQIHLYGFWPFGWDPNTGKELPYHYYDRKGTKFTTKWQESHQLPAEF   1  99  90

Dre AJ715543 EHKGQLKVQLAWPG-NIMQYVNKYWKTKQLSPKRLSTGILMFTLASSLCEQVHLYGFWPFGWDPNTGKELPYHYYDKKGTKFTTKWQESHQLPTEF   1  99  89
Str AJ715544 EHRDQLKVQLDWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASSVCEEIHLYGFWPFGWDPNTGKDLPYHYYDKKGTKFTTKWQESHQLPAEF   1  99  87

Gga AJ699420 EHRGQLKVQLAWPR-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   1  99  91

Mmu X80502   EHRGQLKVQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   1  99 100

Hsa AF004668 EHRGQLKVQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   0 100  98
Ptr AJ697660 EHRGQLKVQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   0 100 100

Bta AJ704563 EHRGQLKLQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAVCEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   0 100  99

Ptr AJ697660 EHRGQLKVQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGILMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   0 100 100

Rno U55938   EHRGQLKVQLAWPG-NIMQHVNRYWKNKHLSPKRLSTGFLMYTLASAICEEIHLYGFWPFGFDPNTREDLPYHYYDKKGTKFTTKWQESHQLPAEF   0 100 102

Fig. 13A. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST8Sia I and III subfamilies. White letters with dark gray background represent conserved positions specific of ST8Sia I and black letters on pale gray background represent conserved positions specific of ST8Sia III. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST8Sia I and III specific positions, for each protein. The position of the sialylmotifs (L, S, III and VS) is indicated in the first line of each subfamily. The amphioxus enzyme (Bfl AF391289), flanked by horizontal thick lines, has intermediate values (bold characters) of subfamily specific conserved positions.

ST8Sia II     ----------------------L------------------------                                                          
Hsa U33551   FGTCAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKERVEWVNELI

Ptr AJ697659 FGTCAIVGNSGVLLNSGCGQEIDAHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHSLNGSILWIPAFMARGGKERVEWVNELI

Gga AJ699419 FPSCAIVGNSGVLLGSGCGPEIDTHSFVIRCNLAPVQEYSQDVGTKTDLVTMNPSVIQRAFEDLMNETWREKLLQRLHSLNGSILWIPAFMAKGGKERVEWVNELI

Mmu X83562   FQTCAIVGNSGVLLNSGCGQEIDTHSFVIRCNRAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALI

Rno L13445   FQTCAIVGNSGVLLNSGCGQEIDTHSFVIRCNLAPVQEYARDVGLKTDLVTMNPSVIQRAFEDLVNATWREKLLQRLHGLNGSILWIPAFMARGGKERVEWVNALI

Xla AB007468 FKTCAIVGNSGILLNSGCGKEIDSHDFVIRCNLAPVEEYAKDVGTKTNLVTMNPSVVQRAFEDLVNDTWKDKFLQRLKSLNESILWIPAFMAKGGEERVEWVNDLI

Tru AJ715538 HRRCAIVGNSGILLNSSCGPEIDSHDFVIRCNLAPVEDYYKDVGWRTNLVTMNPSVVQRAFRDLASEEWRARFLRRLQSLSGSVLWIPAFMAKGGEERVEWTLRLI
Tni AJ715537 HRRCAIVGNSGVLLNSSCGPEIDSHDFVIRCNLAPVEDFHNDVGWRTNLVTMNPSVVQRAFRDLASEEWRDRFLRRLQSLSGSILWIPAFMAKGGEERVDWTLRLI

Dre AY055462 YRKCAIVGNSGILLNSSCGREIDSHDFVIRCNLAPVEEYAADVGLRTSLVTMNPSVVQRAFQDLNSEEWVQRFVLRLQSLSGSVLWIPAFMAKGGEERVEWAIRLI

ST8Sia I/II/III/IV/V/VI                                                                                                

Bfl AF391289 YRRCAVVGNSGILLGSDCGADIDAKDYVIRIDLPPVAGFEKDVGRKTNMTVLNMDTPKRLEISSRLKNRSLDMYEHRLRGIAGTVLLANRESQPYLKKAFQRYHVS

ST8Sia IV     ----------------------L------------------------                                                          
Dre AJ715545 FKTCAVVGNSGILLKSGCGKEIDNHSFVIRCNLAPLEGFADDVGLRSDFTTMNPSVIQRVYGGLREETQQENLIQRLRQLNDSVLWIPAFMVKGGMKHVDTVNELI

Omy AB094402 FRTCAVVGNSGVLLNSGCGKEIDSHDFVIRCNLPPLSEFAEDVGLRSDFTTMNPSVIQRAYGGLKNATDTERFVQRLRGLNDSVLWIPAFMVKGGERHVEWVNELI

Gga AF008194 FKTCAVVGNSGILLDSGCGKEIDTHDFVIRCNLAPVVEFAADVGNKSDFITMNPSVVQRAFGGFRNESDREKFGHRLSMLNDSVLWIPAFMVKGGEKHLEWVNALI
Mmu X86000   FKTCAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Rno U90215   FKTCAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Mau AJ245701 FKTCAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Cgr Z46801   FKTCAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDRAKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Bta AJ699421 FKTCAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Ptr AJ697661 FKTCAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
Hsa L41680   FKTCAVVGNSGILLDSECGKEIDSHNFVIRCNLAPVVEFAADVGTKSDFITMNPSVVQRAFGGFRNESDREKFVHRLSMLNDSVLWIPAFMVKGGEKHVEWVNALI
ST8Sia II                                     -----------S-------------            -III              --VS--   %   % total
Hsa U33551   LKHHVNVRTAYPSLRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCKQIYLYGFWPFPLDQNQNPVKYHYYD-SLKYGYTSQASP-HTMPLEF 100   0 38
Ptr AJ697659 LKHHVNVRTAYPSLPLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYD-SLKYGYTSQASP-HTMPLEF 100   0 38

Gga AJ699419 LKHRINVRTAYPSLRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNRIHLYGFWPFPLDQNQQPVKYHYYD-SLKYGYTSQASP-HTMPLEF 100   0 35

Mmu X83562   LKHHVNVRTAYPSLRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYD-SLKYGYTSQASP-HTMPLEF  97   3 37
Rno L13445   LKHHVNVRTAYPSLRLLHAVRGYWLTNKVHIKRPTTGLLMYTLATRFCNQIYLYGFWPFPLDQNQNPVKYHYYD-SLKYGYTSQASP-HTMPLEF  97   3 36
Xla AB007468 IKHHINVHTAYPSLRLLHAVRGYWLTNKVHIKRPTTGILMYTLATRFCNRIYLYGFWPFPRDLHQNPVKYHYYD-SLKYGYTSQAGP-HAMPLEF  89  11 36

Tru AJ715538 LLHTVDVRTAFPSLRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPSDPHGRPVKYHYYD-TLKYEYTSSSSP-HTMPLEF  86  14 28

Tni AJ715537 LLHTVDVRTAFPSLRLLHAVRGYWLTNNVHIKRPTTGLLMYTMATRFCEEIHLYGFWPFPLDPRGRPVKYHYYD-TLKYEYTSSSSP-HTMPLEF  86  14 28

Dre AY055462 LLHTVNVRTAFPSLRLLHAVRGYWLTNHVQIKRPTTGLLMYTMATRFCDEIHLYGFWPFAHDPDGKPVKYHYYD-TLTYHYTSSASP-HTMPLEF  79  21 24
ST8Sia I/II/I II/IV/V/VI                                                                                               

Bfl AF391289 FVLLTSASSFTSAEKINPIASKIARKRYMK-KHPSTGMATVLIATTFCDRLFLYGFFPFGQDENKRPIPYHYYPDDGIRQKPIAKDKMHHMDTEY  50  50 12
ST8Sia IV                                     -----------S-------------            -III              --VS--            

Dre AJ715545 LKHKLKVRTAYPSLRLIHAVRGFWLTNKINIKRPTTGLLMYTMATRFCDEIYLYGFWPFPKDASGNPVQYHYFD-GLKYRYFSNAGP-HRMPLEF  27  73 30

Omy AB094402 VKRKLRVRTAYPSLRLIHVVRGYWLTNKINIKRPSTGLLMYTLATRFCDEIHLYGFWPFPRDANGNMVKYHYYD-MLKYRYFSNAGP-HRMPLEF  27  73 30
Gga AF008194 LKNKLKVRTAYPSLRLIHAVRGYWLTNKVHIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLHGKPVKYHYYD-DLKYRYFSNASP-HRMPLEF   6  94 36
Mmu X86000   LKNKLQVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   3  97 38

Rno U90215   LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPITGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38

Mau AJ245701 LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38

Cgr Z46801   LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38

Bta AJ699421 LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38
Ptr AJ697661 LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38

Hsa L41680   LKNKLKVRTAYPSLRLIHAVRGYWLTNKVPIKRPSTGLLMYTLATRFCDEIHLYGFWPFPKDLNGKAVKYHYYD-DLKYRYFSNASP-HRMPLEF   0 100 38

Fig. 13B. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST8Sia II and IV subfamilies. White letters with dark gray background represent conserved positions specific of ST8Sia II and black letters on pale gray background represent conserved positions specific of ST8Sia IV. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST8Sia II and IV specific positions, for each protein. The position of the sialylmotifs (L, S, III and VS) is indicated in the first line of each subfamily. The amphioxus enzyme (Bfl AF391289), flanked by horizontal thick lines, has intermediate values (bold characters) of subfamily specific conserved positions.

