ST6GalNAc I   -----------------------L-----------------------                                                                
Hsa Y11339   CITCAVVGNGGILNNSHMGQEIDSHDYVFRLSGALIKGYEQDVGTRTSFYGFTAFSLTQSLLILGNRGFKNVPLGKDVRYLHFLEGTRDYEWLEALLMNQTVMSKNLFWFRH
Ptr AJ748740 CITCAVVGNGGILNNSHMGQEIDSHDYVFRLSGVLIKGYEQDAVDRTSFYGFTAFSLTQSLLILGNRGFKNVPLGKDVRYLHFLEGTRDYEWLEALLMNQTVMSKNLFWFRH
Mmu Y11274   CITCAVVGNGGILNDSRVGREIDSHDYVFRLSGAVIKGYEQDVGTRTSFYGFTAFSLTQSILILGRRGFQHVPLGKDVRYLHFLEGTRNYEWLEAMFLNQTLAKTHLSWFRH
Rno AJ634458 CITCAVVGNGGILNNSRMGQEIDSHDYVFRLSGTVIKGYEQDVGTRTSFYGFTAFSLVQSILNLGRQGFQHVPLGKDVRYLHFLEGTRDYEWLEAMFLNRTMANTKLYWFRH
Gga X74946   CISCAVVGNGGILNNSGMGQEIDSHDYVFRVSGAVIKGYEKDVGTKTSFYGFTAYSLVSSLQNLGHKGFKKIPQGKHIRYIHFLEAVRDYEWLKALLLDKDIRKGFLNYYGR
ST6GalNAcI/II -----------------------L-----------------------                                                                
Tni AJ634462 CIPCAVVGNGGILKDSKKGKEIDSHHYVFRTNGVITAGFQEDVGVRTTHYTFSTHTLMNSLRSYAGAGYRGPPVSEETRYVFLPDHDRDYLLMKASVTHTLVERGPE--QGR
Tru AJ634460 CIRCAVVGNGGILKDSKRGAEIDSHHYVFRTNGAVIKGFEKDVGSRTTHYTFSTNTLMNSIRAYAGVGFKAPPVAKETRYIFLPDHDRDYLLMKAAATHTLVERGPE--RNR
Omy AB097943 CVRCAVVGNGGILNESKKGHEIDQHDYVFRTNGAVIKGFEQDVGSRTSFYTFSTNTLRNSMRSYAGAGYRGPPLSEETRYVFLPDHDRDYLLMKAGATHTPVERGPE--RSK
Tru AJ634461 CIRCAVVGNGGILKDSKRGAEIDSHHYVFRTNGAVIKGFEKDVGSRTTHYTFSATTLMNSIRAYAGVGFKAPPVSKETRYIFLPENDRDYLLVKAAATHTLVERGPQ--RNQ
Ola AJ871602 CRRCAVVGNGGILKGSKKGKEIDHHHYIFRTNGAITKGFEEDVGSRTTHYTFSTNTLMNSMRSYARFGYSRPPVAQETRYVFLPDHDRDYLLAKAAATHTLVERGPE--RKQ
Dre AJ634459 CIRCAVVGNGGILNGSRKGTEIDAHDYVFRVNGAALNGFEKDVGSRTSFYTFSTNTMRNSMRSYAGVGYSGPPISKETRYIFLPDHDRDYILMKAASTHTIIEKGPE--RSN
ST6GlNAc II   -----------------------L-----------------------                                                                
Gga X77775   CIRCAVVGNGGILNGSRQGRAIDAHDLVFRLNGAITKGFEEDVGSKVSFYGFTVNTMKNSLIAYEAYGFTRTPQGKDLKYIFIPSDARDYIMLRSAIQGSPVPEGLD--KGD
Str AJ620650 CIRCAVVGNGGILNGSKKGKEIDGHDYVFRLNGAVIKGFEKDVGTKTSFYGFTVNTMKNSLISYQEHGFTETPKGKDLHYIFIPSDLRDYVMLRSGILGVKVPSGYD--EGD
Rno AJ634457 CISCAVVGNGGILNGSRQGQKIDAHDYVFRINGAITKGFELDVGTKTSFYGFTVNTMKNSLISYSKLGFTSVPQGQDLRYIFIPSSIRDYLMLRSAILGVPVPEGPD--KGD
Mmu X93999   CIRCAVVGNGGILNGSRQGQKIDAHDYVFRLNGAITEAFERDVGTKTSFYGFTVNTMKNSLISYAKLGFTSVPQGQNLRYIFIPSSIRDYLMLRSAILGVPVPEGPD--KGD
Ptr AJ748741 CIRCAVVGNGGILNGSRQGPHIDAHDYVFRLNGAVIKGFERDVGTKTSFYGFTVNTMKNSLVSYWNLGFTSVPQGQDLQYIFIPSDIRDYVMLRSAILGVPVPEGLD--KGD
Hsa AJ251053 CIRCAVVGNGGILNGSRQGPNIDAHDYVFRLNGAVIKGFERDVGTKTSFYGFTVNTMKNSLVSYWNLGFTSVPQGQDLQYIFIPSDIRDYVMLRSAILGVPVPEGLD--KGD
ST6GalNAc I                                               -----------S-------------        -III           --VS--   %   % Total
Hsa Y11339   RPQEAFREALHMDRYLLLHPDFLRYMKNRFLRSKTLDGAHWRIYRPTTGALLLLTALQLCDQVSAYGFITEGHERFSDHYYDTSWKRLIFYINHDFKLER 100   0 60

Ptr AJ748740 RPQEAFREALHMDRYLLLHPDFLRYMKNRFLRSKTLDGAHWRIYRPTTGALLLLTALQLCDQVSAYGFITEGHERFSDHYYDTSWKRLIFYTNHDFKLER 100   0 59

Mmu Y11274   RPQEAFRNALDLDRYLLLHPDFLRYMKNRFLRSKTLDTAXWRIYRPTTGALLLLTALHLCDKVSAYGFITEGHERFSDHYYDTSWKRLIFYINHDFRLER 100   0 62
Rno AJ634458 RPQEAFREALDLDRYFLVHPDFLRYMKNRFLRSKTLDTAHWRLYRPTTGALLLLTALHLCDKVSAYGFITQGHERFSDHYYDTSWKRLIFYINHDFALER  98   2 57

Gga X74946   RPRERFDEDFTMNKYLVAHPDFLRYLKNRFLKSKNLQKPYWRLYRPTTGALLLLTALHLCDRVSAYGYITEGHQKYSDHYYDKEWKRLVFYVNHDFNLEK  82  18 56
ST6GalNAc I/II                                            -----------S-------------        -III           --VS--            

Tni AJ634462 EPTSYFGKDVSVEKVKMYHPDFIRYLRNRFLRSSTLKTRFKDIYRPSTGAVMLLAALHTCDQVSVYGFMTPDYTKYSDHYYDRDHHPVVFYVNHDFKMEM  39  69 46

Tru AJ634460 DPSLYFGKDVSAEKVKMYHPDFVRYLRNRFLRSATLKTKYKDIYRPSTGAVMLLVALHTCDKVSAYGFMTPDYMKYSDHYYDNNCIQLVFFMNHDLRMEM  35  65 46

Omy AB097943 TPPTYFGGNVTVEKLKMYHPDFIRYIRNRFFRAHAMQTKYKDIYRPSTGAVMLLAAIHTCDQVSAYGFMTPDYVKYSDHYFDHQYHPVGFFINHDMRMEM  35  65 48

Tru AJ634461 KPASFFGKDVSAEKVKMYHPDFVRYLRNRFLRSATLKTKYKDIYRPSTGAVMLLVALHTCDKVSAYGFMTPDYMKYSDHYYDKKQKSVVFFKNHDLRMEM  33  67 45

Ola AJ871602 DPRKYFGEDVSAEKLKIYHPDFVRYLRNRFLRAGILKGRHRDIYRPSTGAVMLLAALHTCDQVSAYGFMTPDYKNYSDHYFDTTYRPVAFYANHDFRMEM  32  68 47

Dre AJ634459 KPPKYFGEDVTVEKFKIYHPDFIRYLRNRFLRSNLLNTGAKKIYRPSTGAVMLLAAIHTCDQVDAYGFMTPDYNLYSDHYYDKVRHPVHFYANHDMRMEM  26  74 50
ST6GalNAc II                                              -----------S-------------        -III           --VS--            

Gga X77775   EPQKYFGLEASAEKFKLLHPDFLHYLTTRFLRSELLDMQYGHLYMPSTGALMLLTALHTCDQVSAYGFITANYEQFSDHYYEPEKKPLVFYANHDMLLEA   9  91 55

Str AJ620650 KPSEYFGPKPSPKKFKMLHPDFLLYTRDRFLKSDILNTEYASLYMPSTGGLMLLTALHSCDQVSAYGFITPDYNRYSDHYYERQKVPLEVDANHDMLMEM   4  96 46

Rno AJ634457 RPHIYFGPETSASKFKLLHPDFIGYLTERFLKSKLINTRFGDMYMPSTGALILLTALHACDQVSAYGFITNNYQKYSDHYFEREKKPLIFYANHDLSLEA   2  98 60

Mmu X93999   RPHTYFGPETSASKFKLLHPDFISYLTERFLKSKLINTRFGDMYMPSTGALMLLTALHTCDQVSAYGFITNNYQKYSDHYFEREKKPLIFYANHDLSLEA   0 100 63

Ptr AJ748741 RPHTYFGPEASASKFKLLHPDFISYLTERFLKSKLINTNFGDLYMPSTGALMLLTALHTCDQVSAYGFITSNYWKFSDHYFERKMKPLIFYANHDLSLEA   0 100 59

Hsa AJ251053 RPHAYFGPEASASKFKLLHPDFISYLTERFLKSKLINTHFGDLYMPSTGALMLLTALHTCDQVSAYGFITSNYWKFSDHYFERKMKPLIFYANHDLSLEA   0 100 60

Fig. 12A. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST6GalNAc I and II subfamilies. White letters with dark gray background represent conserved positions specific of ST6GalNAc I and black letters on pale gray background represent conserved positions specific of ST6GalNAc II. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST6GalNAc I and II specific positions, for each protein. The position of the sialylmotifs (L, S, III and VS) is indicated in the first line of each subfamily. Six bony fish enzymes, flanked by horizontal thick lines, have intermediate values of subfamily specific conserved positions (bold characters), although they are apparently closer to ST6GalNAc II.

ST6GalNAc VI  -----------------------L----------------------                                                                   
Dre AJ646883 CHHCALVTSSSHVLGSQAGEEIDRTQCVFRMNNAPTSGHQSDVGNRTTVRVVAHSSVFSVVRKPAEFLNRSENP------IIIFWGPSSKISREAKGTLYHLIQRVSMTYRNLS

Ola AJ871605 CHNCALITSSSHVLGSQAGNEIDQTECVIRMNDAPTLGYGSDVGNRTTLRVVAHASVFRVVRRPTDFLQNLGSN-----STIIFWGPPNKIGKDAKGTLYRLIQRVSMTYRNVT

Tru AJ646880 CHHCALVTSSSHVLGTGAGAEIDRTECVIRMNDAPTLGFEADVGNHTSLRVIAHSSVFRVARKMPEFLHRAVGN-----PVIIFWGPPNKIGKEANGSLYRLIQRV-MAYSKLS

Bta AJ620949 CGQCVIVTSSSHLLGTKLGPEIERAECTIRMNDAPTTGYSADVGNKTTFRVVAHSSVFHVLRRPQEFVNRTPET------VFIFWGPPNKMQKPQ-GSLVRVIQRAGLVFPNME
Rno AJ646881 CNQCVIVTSSSHLLGTKLGPEIERAECTIRMNDAPTTGYSADVGNKTTFRVVAHSSVFRVLRKPQEFVNRTPET------VFIFWGPPNKMQKPQ-GSLLRVIQRAGLAFPNME
Mmu AB030836 CNQCVIITSSSHLLGTKLGPEIERAECTIRMNDAPTSGYSADVGNKTTFRVVAHSSVFRVLRKPQEFVNRTPET------VFIFWGPPNKMQKPQ-GSLLRVIQRAGLMFPNME
Ptr AJ646882 CHQCVIVSSSSHLLGNKLGPGIERAECTIRRNDAPTTGYSGEGGNKTTYRVVAHFSLFRVLRRPQEFVTRTPET------VFIFWGPPSKMQKPQ-GSLVRVIQRAGLAFPNME
Hsa AJ507293 CHQCVIVSSSSHLLGTKLGPEIERAECTIRMNDAPTTGYSADVGNKTTYRVVAHSSVFRVLRRPQEFVNRTPET------VFIFWGPPSKMQKPQ-GSLVRVIQRAGLVFPNME

ST6GalNAc V                                 ------------S------------               -III                     --VS--   %   % total
Hsa AJ507292 AFMITRHKMLQFDELFK-QETGKDRKISNTWLSTGWFTMTIALELCDRINVYGMVPPDFCRD-PNHPSVPYHYYEPFGPDECTMYLSHERGRKGSHHRFITEK 100   0 55

Ptr AJ646875 AFMITRHKMLQFDELFK-QETGKDRKISNTWLSTGWFTMTIALELCDRINVYGMVPPDFCRD-PNHPSVPYHYYEPFGPDECTMYLSHERGRKGSHHRFITEK 100   0 55

Ssc AJ620948 AFMITRHKMLQFDELFK-RETGKDRKISNTWLSTGWFTMTIALELCDRINVYGMVPPDFCRD-PNHPSVPYHYYEPFGPDECTMYLSHERGRKGSHHRFITEK  98   2 54

Rno AJ646872 AFMITRHKMLQFDELFK-QETGKDRKISNTWLSTGWFTMTIALELCDRIDVYGMVPPDFCRD-PKHPSVPYHYYEPSGPDECTMYLSHERGRKGSHHRFITEK  98   2 55

Mmu BC055737 AFMITRHRMLQFDELFK-QETGKDRKISNTWLSTGWFTMTIALELCDRIDVYGMVPPDFCRD-PKHPSVPYHYYEPSGPDECTMYLSHERGRKGSHHRFITEK  98   2 55

Str AJ646878 VHIITRHKMLQFDDLFK-KEIGKDRKISNTWLSTGWFTMSIALELCDRINVYGMVPPDFCRA-PNHTLVPYHYYEPMGPDECTMYISHERGRKGSHHRFITEK  98   2 48

Gga AJ646877 AYMISRHKMLQFDDLFK-RETGKDRKISNTWLSTGWFTMTIALELCDRINVYGMVPPDFCRD-PNHLSVPYHYYEPLGPDECTMYISHERGRKGSHHRFITEK  96   4 49

Ola AJ646876 LFVISRIKMLKFDELFK-EETGIDRKTSNSWLSTGWFTMAIALELCDMINVYGMVPPDFCRS-SSHLTVPYHYYEPWGPDECSMYLSHERSRHGSHHRFITEK  95   5 41

Tni AJ646879 LYIISRNKMLKFDELFK-KETGMDRKSSNSWLSTGWFTMAIALELCDRVDVFGMVPPEFCRS-SSHPSVPYHYYEPGGPDECSMYLSHERSRRGSHHRFITEK  95   5 42

Dre AJ646874 VYIISRPKMLQFDELFK-NETGKDRKRSNSWLSTGWFTMAIAIEMCDRINVYGMVPPEFCKP-HTKPSVPYHYYEPSGTDECTMYVTHEQGRHGSHHRFITEK  95   5 45

Tru AJ646873 LYIISRPKMLKFDELFK-KETGIDRKSSNSWLSTGWFTMAIALELCDRVDVFGMVPPEFCRS-SSHPSVPYHYYEPNGPDECSMYLSHERSRQGSHHRFITEK  90  10 41

ST6GalNAc III/IV/V/VI                       ------------S------------               -III                     --VS--         

Spu AJ699425 FYLLTPDKMKIAESLFQ-TETGLTRQETRTWLSTGWMNMLYAVDVCDKVDIFGLVPENYCLK-NPNSSVLYHYYESDGLKEC-DYYTISEERLTSGHKFITEK  55  45 27

ST6GalNAc VI                                ------------S------------               -III                     --VS--            
Dre AJ646883 FFFISPSKMAEVLCAFPEGHRAETGEKSQSWLSTGWFTMVIAIEMCDNIKVYGMVPPNYCGY-PQPKRMPYHYYKPRGPDECVTYLQNERGLRGSHHRFITEK  33  67 42

Ola AJ871605 FFSISPNKMRKFDNLFQ-RETGRDRQKSHSWLSTGWFTMVIAIEICDNIKVYGMVPPNYCGKNTTSKKMPYHYYKPRGGDECVMYMQNEGGRRGNHHRFITEK  28  72 39

Tru AJ646880 CFTITATKMRRFDNLFH-TETGRDRQKSHSWLSTGWFTMVIAIEICDNIKVYGMVPPSHCGKQTGAKKVPYHYYKPRGPDECVTYTQHESSRRGNHHRFITEK  26  74 38

Bta AJ620949 AYAISLSRMRQFDDLFR-SETGKDREKSHSWLSTGWFTMVIAVELCDHVHVYGMVPPDYCSLRPHLQRMPYHYYEPKGPDECVTYIQNENSRKGNHHRFITEK   0 100 53

Rno AJ646881 AYAVSQARMQQFDDLFR-GETGKDREKSHSWLSTGWFTMVIAVELCDHVHVYGMVPPDYCSQRPRLQRMPYHYYEPKGPDECVTYIQNEHSRKGNHHRFITEK   0 100 54

Mmu AB030836 AYAVSPARMQQFDDLFR-GETGKDREKSHSWLSTGWFTMVIAVELCDHVHVYGMVPPDYCSQRPRLQRMPYHYYEPKGPDECVTYIQNEHSRKGNHHRFITEK   0 100 55
Ptr AJ646882 AYAVSPGRMRQFDDLFR-GETGKDREKSHSWLSTGWFTMVIAVELCDHVHVYGMVPPNYCSQRPRLQRMPYHYYEPKGPDECVTYIQNEHSRKGNHHRFITEK   0 100 54
Hsa AJ507293 AYAVSPGRMRQFDDLFR-GETGKDREKSHSWLSTGWFTMVIAVELCDHVHVYGMVPPNYCSQRPRLQRMPYHYYEPKGPDECVTYIQNEHSRKGNHHRFITEK   0 100 55

Fig. 12B. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST6GalNAc V and VI subfamilies. White letters with dark gray background represent conserved positions specific of ST6GalNAc V and black letters on pale gray background represent conserved positions specific of ST6GalNAc VI. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST6GalNAc V and VI 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 sea urchin enzyme (Spu AJ699425), flanked by horizontal thick lines, has intermediate values (bold characters) of subfamily specific conserved positions.

