ST3Gal IV     ---------------------L-------------------------
Ocu AF121967 CRRCVVVGNGSRLRNSSLGEAINKYDVVIRLNNAPVAGYEGDVGSKTTMRLFYPESAHFNPKVEDNPDTLLVLVAFKAMDFHWIETILSDKRR-VRKGFWKQPPLIW
Hsa AF119391 CRRCVVVGNGHRLRNSSLGDTIDKYDVVIRLNNAPVAGYEGDVGSKTTMRLFYPESAHFDPKVENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Ptr AJ626824 CRRCVVVGNGHRLRNSSLGDAINKYDVVIRLNNAPVAGYEGDVGSKTTMRLFYPESAHFDPKVENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Cgr AY266675 CRRCVVVGNGHRLRNSSLGDAINKYDVVIRLNNAPVAGYEGDVGSKTTMRLFYPESAHFDPKVENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Mau AJ245700 CRRCVVVGNGHRLRNSSLGSIINKYDVVIRLNNAPVAGYEGDVGSKTTIRLFYPESAHFDPKIENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Rno AJ626825 CRRCVVVGNGHRLKNSSLGGVINKYDVVIRLNNAPVAGYEGDVGSKTTIRLFYPESAHFDPKIENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Mmu X95809   CRRCVVVGNGHRLRNSSLGSIINKYDVVIRLNNAPVAGYEADVGSKTTIRLFYPESAHFDPKIENNPDTLLVLVAFKAMDFHWIETILSDKKR-VRKGFWKQPPLIW
Ssc AJ584674 CRRCVVVGNGHRLRNSLLGEAINKYDVVIRLNNAPVAGYEGDVGSKTTMRLFYPESAHFNPKVEDNPDTLLVLVAFKAMDFHWIESILSDKKR-VRKGFWKQPPLIW
Gga AJ866777 CRRCVVVGNGHRLRNSSMGDTINTYDVVIRLNNAPVHGYEQDVGSKTTMRLFYPESAHFDPQAENNPNTLLVLVPFKPVDFQWMEAILSDRKR-VRKGFWKQPPLIW
Bta AJ584673 CRRCVVVGNGHRLRNSSLGEAINKYDVVIRLNSAPVAGYEQDVGSKTTMRLFYPESAHFNPKVEDNPDTLLVLVAFKAMDFHWIESILSDKKR-VRKGFWKQPPLIW
Str AJ622908 CRRCVVVGNGHQLKNSSLGETINKYDVVIRINNAPVHKYEKDVGSKTTMRLFYPESADFDPQLDNNPDTLLVLVPFKPLDIQWMKIILNNEKR-VRKGFWKMPPIIW
Dre AJ744809 CRTCAVIGNGFALKNSSLGEIINKYDVVIRLNDAPVRGFEEDVGNKTTLRLFYPESASYNPGIHNDPDTLLVLVPFKQQDLRWLKEILYDEKR-VSKGFWKPPPQIW
Svi AAF15026 DKRCIVVGNSYNLHNRSLGHVIDSYDVVFRLNDAPIRTFERDVGTKTTIRMFYPESAQTNPVKDNNNTTLFVMVPFKSDDLYWLYNVIVNNTRMNLSRFWKKPPRVW
Mvi AAF18019 GKQCIVVGNSYNLHNRSLGRIIDSYDVVFRLNDAPVRAFERDVGTKTTIRMFYPESAQSDSVKENDNTTLFVMVPFKSADLYWLYNMLTNNARVDLSRFWKKPPRTW
ST3Gal VI     ---------------------L-------------------------
Bta AJ748843 CKKCVVVGNGGILKNKTLGEKIDSYDVIIRMNNGPVLGHEEEVGRRTTFRLFYPESVFSDP-NHNDPNTTVILTAFKPLDLKWLWELLTGGKI-SPNGFWKEPALNL
Gga AJ585767 CRRCVVVGNGGVLRNKTLGGKIDSYDVIIRMNNGPVIGYEEDVGRRTTFRLSYPESVFSDP-IHNDPNTTVILTAFKPRDLKWLWEILGGQKI-SAKGFWKKPALNM
Ptr AJ744808 CKKCVVVGNGGVLKNKTLGEKIDSYDVIIRMNNGPVLGHEEEVGRRTTFRLFYPESVFSDP-IHNDPNTTMILTAFKPHDLRWLLELLMGDKI-NTNGFWKKPALNL
Str AJ626744 CKKCVVVGNGGVLRNSTLGKKIDSYDIIIRMNDGPVLGYEDDVGRKTTFRLCYPESIFSNS-LHYDPNSTVVLLMFKPHDVKWLSELLMHKRV-STYGFWRKPAMNL
Xla AJ585766 CKKCVVVGEPKSAAQQLIGPKIDSYDIIIKMNDGPVLGYEDDVGQKTTFRLCYPESIFSHS-IHYDPNTTVVLLMFKPHDVKWLSELLMHKRV-STYGFWRKPAMNL

Hsa AF119391 CKKCVVVGNGGVLKNKTLGATIDSYDVIIRMNNGPVLGHEEEVGTRTTFRLFYPESVFSDS-SHYDPNTTAVLVVFKPHDLRWLLELLMGDKI-NTNGFWKKPALNL
Rno AJ626743 CKRCVVVGNGGVLKNKTLGAKIDSYDVIIRMNNGPVLGHEEEVGKRTTFRLFYPESVFSDP-SHYDPNTTAVLVVFKPQDLRWLMEILIGKKI-NTDGFWKKPALKL
Mmu AF119390 CKRCVVVGNGGVLKNKTLGATIDSYDVIIRMNNGPVLGHEEEVGTRTTFRLFYPESVFSDS-SHYDPNTTAVLVVFKPQDLRWLVEILLGKKI-NTQGFWKTPALKL
ST3Gal IV                                         ------------S------------          -III            --VS--   %   % total
Ocu AF121967 DVNPKQIRILNPFFMEITADKLLSLPMQQPRRIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  57

Has AF119391 DVNPKQIRILNPFFMEIAADKLLSLPMQQPRKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  58

Ptr AJ626824 DVNPKQIRILNPFFMEIAADKLLSLPMQQPRKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  58
Cgr AY266675 DVNPKQIRILNPFFMEIAAEKLLSLPIQQSRKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPEAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  58

Mau AJ245700 DVNPKQIRILNPFFMEIAADKLLSLPIQQSRKIK-QKPMTGLLAITLALHLCDLVHIAGFGYPDAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  58

Rno AJ626825 DVNPKQIRILNPFFMEIAADKLLSLPIQQPRKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAYNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  58
Mmu X95809   DVNPKQVRILNPFFMEIAADKLLSLPIQQPRKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDASNKKQTIHYYEQITLKSMAGSG-HNVSQEA 100   0  57

Ssc AJ584674 DVNPKQIRILNPFYMEIAADKLLSLPIHQPHKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAQNKKESIHYYEQITIKSMAWSG-HNVSQEA  98   2  56

Gga AJ866777 DANPEQVRILNPYYMEVTAAKLLSLPMKQPRKVK-QKPTTGLLAITLALHFCDLVHIAGFGYPDSANKKQTIHYYEQITLKSMAASE-HNISHEA  93   7  54

Bta AJ584673 DVNPKQIRILNPFYMEIAADKLLSLPIHQPHKIK-QKPTTGLLAITLALHLCDLVHIAGFGYPDAHQKKQSIHYYEYITLKSMMWSG-HNVSQEA  96   4  54
Str AJ622908 EVEPENIRILNPYYMSVTATQILKSKKMIPKMIP--KPTTGLLAITFALHFCDMVHIAGFGYPALTNKKQPIHYYEKVTLKSMFASE-HNITVEA  90  10  39

Dre AJ744809 LGRASQIRVLDPYFLRITARKFLQIPVQ-------VHPTTGLLAVFVALNYCDVVHVAGFGYPASRNQNQPIHYYGQQTMKSMFQNSYHDLNQEA  69  31  39

Svi AAF15026 SVHPSSVRILHPKYTYEAALHIQTVSGTW------HVPTMGMITLVTALHVCKGVTITGFGYPNGNP-NQFIHYYNGYTMNDMRNSI-HDVHTEK  62  38  34
Mvi AAF18019 RARPAFVRILHPKYTYDAALRIQTTSGTL------HVPTMGMVALVTALHVCQGVTITGFGYPNGGP-NQFIHYYNGYTMRAMQNSI-HDVNAEK  61  39  31

ST3Gal VI                                         ------------S------------          -III            --VS--             

Bta AJ748843 IYKPYQIRILDPYITRMAAYELLHFPKVFPKNQKPKHPTTGIIAITLAFHICHEVHLAGFKY-NFSDLKSPLHYYGNATMSLMSENEYHNVTAEQ  12  88  58

Gga AJ585767 IYKSNQIRILDPSITRKTAYDWLHFPTRFPKKEKPKHPTTGLIAITLAFHICHEVHLAGFKY-DFTDRNSSLHYYGNETMSQMMQNEYHDISAEQ   6  94  49

Ptr AJ744808 IYKPYQIRILDPFIIRTAAYELLHFPKVFPKNQKPKHPTTGIIAITLAFYICHEVHLAGFKY-NFSDLKSPLHYYGNATMSLMNKNAYHNVTAEQ   5  95  55

Str AJ626744 IYKPHQLRVLNPFILRQASQNLLNFPFSFPKTEKPKHPTTGIIAITLAFHICNEVHIAGFKY-NLTSLNSSLHYYGNETMSVMAQNEYHNISAEQ   4  96  50

Xla AJ585766 IYKPHQLRVLNPFILRQASQNLLNFPISFPKTEKPKHPTTGIIAITLAFHICNEVHIAGFKY-NLTSLNSTLHYYGNETMSVMAQNEYHNISAEQ   2  98  47
Has AF119391 IYKPYQIRILDPFIIRTAAYELLHFPKVFPKNQKPKHPTTGIIAITLAFYICHEVHLAGFKY-NFSDLKSPLHYYGNATMSLMNKNAYHNVTAEQ   2  98  51
Rno AJ626743 IYKQYQIRILDPYIIREAAFQLLRFPRVFPKDQKPKHPTTGIIALTLAFHICSEVHLAGFKY-NFYTPDSPLHYYGNATMSLMKKNAYHNLTAEQ   0 100  50

Mmu AF119390 IYKQYQIRILDPYIISEAAFQMLRFPRVFPKDQKPKHPTTGIIAITMAFHICSEVHLAGFKY-NFYSPNSPLHYYGNATMSLMKQNAYHNLTAEQ   0 100  47

Fig. 11 A. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST3Gal IV and VI subfamilies. White letters with dark gray background represent conserved positions specific of ST3Gal IV and black letters on pale gray background represent conserved positions specific of ST3Gal VI. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST3Gal IV 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. All the enzymes were clearly ascribed to either one or the other subfamily.

ST3Gal III    ---------------------L-------------------------                                                            

Hsa L23768   CRRCIIVGNGGVLANKSLGSRIDEYDVVVRLNEAPVSGYGKDVGTKTTMRITYPEGAIQKPDSYEKDSLFVFSAFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Ssc AJ585765 CRRCIIVGNGGVLANKSLGSRIDDYDIVVRLNSAPVKGFEKDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Mmu X84234   CRRCIIVGNGGVLANKSLGSRIDDYDIVVRLNSAPVKGFEKDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Mau AJ245699 CRRCIIVGNGGVLANKSLGSRIDDYDIVIRLNSAPVKGFERDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Rno M97754   CRRCIIVGNGGVLANKSLGSRIDDYDIVVRLNSAPVKGFERDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Bta AJ748842 CRRCIIVGNGGVLANKSLGSRIDDYDIVVRLNSAPVKGFEKDVGSKTTLRITYPEGAMQRPEQYEHDSLFVLAGFKWQDFKWLKYIVYKERVSASDG--FWKSVATRV

Gga AJ865086 CRRCIIVGNGGVLANKSLGLKIDDYDVVVRLNSAPVKGFEKDVGGKTTLRITYPEGAIQKMEQYEKDSLFVLAGFKWQDFKWLKYIVYKEKVSASDG--FWKSVATRV

Ptr AJ626819 CRRCIIVGNGGVLANKSLGSRIDDYDIVVRLNSAPVKGFEKDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVHTERVSASDG--FWKSVATRV

Str AJ626823 CRRCIIVGNGGVLANTSLGSKIDEYEVVVRLNSAPVKGFEKDVGSKTTLRITYPEGAIQKLEQYEKDSIFVLAGFKWQDFKWLKYIVYKEKVSAADG--FWKSVATRV

Xla AJ585764 CRRCIIVGNGGVLANKTLGSRIDDYDIVIRLNSAPVKGFEKDVGSKTTLRITYPEGAMQRPEQYERDSLFVLAGFKWQDFKWLKYIVYKEKVSASDG--FWKSVATRV

Tru AJ626818 CKRCIIVGNGGILSNKSLGSRIDEYDVVVRLNEAPVSGYGKDVGTKTTMRITYPEGAIQKPDSYEKDSLFVFSAFKPLDFKWLRQMVFKEKLKGTEG--FWKSVAHYV

Tni AJ626822 CKRCIIVGNGGILSNKSLGSRIDEYDVVVRLNEAPVFGYDKDVGSKTTLRITYPEGAIQKPDVYERDSLFVFSAFKPLDFKWLKQMVFKEK--GTEG--FWKSVAHHV

Ola AJ871410 CKRCIIVGNGGILSNKSLGSRIDQYDVVIRLNEAPVKGYSKDVGSKTTMRITYPEGAIQKPENYEDNSLFVFSAFKPLDFKWLKQMVYKEKVRGMEG--FWKSVAQYV

Dre AJ626821 CKRCIIVGNGGILSNKSLGSRIDEYDVVVRLNEAPVSGYTRDVGSKTTMRITYPEGAIQKPERYEKDSLFVFSAFKPLDFKWLRQMVYKEKLVRLEG--FWKSVARYV

Dre AJ626820 CKKCIIIGNGGILFNKSIGPKIDSYDIIIKMNDGPVLGYEDDVGQKTTFRLCYPESIFSHSLHYDPNTTVVLLMFKSNDFKWLRHMVYKDRLWRMDG--FWKSVARVV

ST3Gal V      ---------------------L-------------------------
Dre AJ783742 CRRCVVVGSRGILHSKNLGAHIDHANIIIRVNNAPVFGFESDAGSRTTIRLIYPEGAPSHIQEYERTEVVALVVFKSLDLAWMTSVVTKEPLVWWSKLWFWKDVIDSI

Tru AJ865347 CRRCVVVGNGGVLHGSHLGAHIDQYDVIIRMNNAPVSGFERDAGSRTTVRLLYPEGAPHSGNEYRETTTVALVVFKSLDLDWLISVVTRRPLGFWSKLWFWREVVEDI

Tni AJ871008 CRRCVVVGSGGVLHGSQLGTHIDQYDVIIRMNNAPVAGFERDAGSHTTVRLMYPEGAPRSTNEYQDTTMVALVVFKSLDLDWLTSVVTKQPLGFWSKLWFWREVVDDI

Ola AJ871411 CRRCVVVGNGGVLQGSHLGPHIDQYDVIIRMNNAPVVGFERDVGSRTTIRLMYPEGAPHSANEYRKTSMIALVVFKSLDLDWLTSVITKKPLSFWSKMWFWREVVDDI

Dre AJ619960 CRRCVVVGNGGILKGLGLGHALNQFDVVIRLNSAPIEGYSEHVGNKTTIRMTYPEGAPLSDAEYYANDLFVAVLFKSVDFHWLRAMISRTPVSLWDRLFFWQNVPMSV

Ptr AJ744807 CRRCVVIGSGGILHGLELGHTLNQFDVVIRLNSAPVEGYSEHVGNKTTIRMTYPEGAPLSDLEYYSNDLFVAVLFKSVDFNWLQAMVKNETLPFWVRLFFWKQVAEKI

Bta AJ585768 CKHCVVIGSGGILHGLELGHTLNQFDVVIRLNSAPVEGYSEHVGNKTTIRMTYPEGAPLSDLEYYSNDLFVAVLFKSVDFNWLQAMVKNETLPFWVRLFFWKQVAEKI

Mmu Y15003   CKRCVVVGNGGILHGLEMGHALNQFDVVIRLNNAPVEGYSEHVGNKTTIRMTYPEGAPLSDLEYYSSDLFVTVLFKSVDFKWLQAMVKNESLPFWVRLFFWKQVAEKV

Hsa AB018356 CRRCVVIGSGGILHGLELGHTLNQFDVVIRLNSAPVEGYSEHVGNKTTIRMTYPEGAPLSDLEYYSNDLFVAVLFKSVDFNWLQAMVKKETLPFWVRLFFWKQVAEKI

Rno AB018049 CKRCVVIGNGGILHGLELGHALNQFDVVIRLNSAPVEGYSEHVGNKTTIRMTYPEGAPLSDVEYYANDLFVTVLFKSVDFKWLQAMVKNESLPFWIRLFFWKQVAEKI
ST3Gal III                                          -----------S-------------         -III            --VS--   %   % total

Hsa L23768   PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMSTPNAPLHYYETVRMAAIKESWTHNIQREK 100   0 63

Ssc AJ585765 PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMSTPNAPLHYYETVRMAAIKESWTHNIQREK 100   0 68

Mmu X84234   PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMNTPNAPLHYYETVRMAAIKESWTHSIQREK 100   0 68

Mau AJ245699 PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMNTPNAPLHYYEAVRMAAIKESWTHNIQREK 100   0 68

Rno M97754   PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALDGCDEVAVAGFGYDMNTPNAPLHYYETVRMAAIKESWTHNIQREK 100   0 68

Bta AJ748842 PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMSTPNAPLHYYEAVRMAAIRESWTHNIQREK 100   0 68

Gga AJ865086 PREPHEIRILNPYFIQEAAFSFIGLPFNNGLMG--RGNIPTLGSVAITMALHNCDEVAVAGFGYDMSSPNAPLHYYENIKMSAIKESWTHNIQREK  99   1 71
Ptr AJ626819 PKEPPEIRILNPYFIQEAAFTLIGLPFNNGLMG--RGNIPTLGSVAVTMALHGCDEVAVAGFGYDMSTPNAPLHYYETVRMAAIKESWTHNIQREK  99   1 68

Str AJ626823 PREPHEIRILNPYFIQEAAFSFIGLPFNNGLMG--RGNIPTLGSVAITMALHNCDEVAVAGFGYDMNLPNAPLHYYETIKMAAIKESWTHNIQKEK  99   1 66
Xla AJ585764 PREPHEIRILNPYFIQEAAFSFIGLPFNNGLMG--RGNIPTLGSVAITMALHNCDEVAVAGFGYDMALPNAPLHYYETIKMAAIKESWTHNIQKEK  99   1 67

Tru AJ626818 PREPTEIRILNPYFIQEAAFQFIGLPFNNGLMG--KGNIPTLGTVAITMALHNCDEVAVAGFGYDMNTPHAPLHYYETFKMSAIKESWTHNIAKEK  97   3 60

Tni AJ626822 PREATEIRILNPFFIQEAAFQFIGLPFNNGLMG--KGNIPTLGTVAITMALHNCDEVAVAGFGYDMNTPHAPLHYYETVKMSAIKEQWTHNIAREK  96   4 57

Ola AJ871410 PRAPADMRILNPYFIQEAAFQFIGLPFNNGLMG--KGNIPTLGTVAITMALHNCDEVAVAGFGYDMNMPYAPLHYYETVRMSTIKESWTHNIPKEK  93   7 58

Dre AJ626821 PREPSEIRILNPYFIQEAAFQFIGLPQNNGLMG--KGNIPTLGTVAITMALHNCDEVAVAGFGYDMNTPHAPLHYYESVKMSAIKESWTHNISKEK  93   7 58
Dre AJ626820 PRAPQDMRILNPYFIQEASFRLIGLPHNNGLMG--RGNIPTLGTVAITMALHNCDEVAVAGFGYDMNTPHAPLHYYEKLRMSAIKESWTHNISREK  91   9 55
ST3Gal V                                            ----------S-------------          -III            --VS-- 
Dre AJ783742 PLQPENVRILNPEIMYRTGQVLQTYAEQQRKV-----MVPTLGITAVVVALQVCDEVSIAGFGYDLQHPGAPLHYYGSLRMDAMKTQVVHDVSAET  33  67 46

Tru AJ865347 PLTRESFRILHPEIIRRTGQVLQRYTLTRGKM------VPTLGASAVVMALQVCDQVSLAGFGYDMQHPQSQLHYYEAVPMDAMKAQVVHDIGAEK  29  71 45
Tni AJ871008 PLKPESFRILHPEIIHRTGQVLKRYTMTQGNM------VPPLGASAVVMALQVCDQVSLAGFGYDMRHPESRLHYYETIPMGAMKAQVVHDISAEK  29  71 45

Ola AJ871411 PLSPESFKILHPEIIHKTGQVLQKYTLKQGNM------NPTLGASALVMAMQLCDQVSLAGFGYNMQHPEARLHYYEAIRMDAMKAQVVHDVSAEK  27  73 40

Dre AJ619960 PVKTSQFHLLNPQIIREMALDLLNYPEPKKRLWSWDQNIPTLGLTALNLATYICDEVSLAGFGYNLSQKEAPLHYYDSVPMTTILKEAMHNVQKET   5  95 57

Ptr AJ744807 PLQPKHFRILNPVIIKETAFDILQYSEPQSRFWGRDKNVPTIGVIAVVLATHLCDEVSLAGFGYDLSQPRTPLHYFDNQCMAAMNFQTMHNVTTET   0 100 73
Bta AJ585768 PLQPKQFRILNPVIIKETAFDILQYSEPQSRFWGRDKNVPTIGVIAVVLATHLCDEVSLAGFSYALNQPRTPLHYFDNLCMAAMNFQTMHNVTTET   0 100 73

Mmu Y15003   PLQPKHFRILNPVIIKETAFDILQYSEPQSRFWGHDKNIPTIGVIAVVLATHLCDEVSLAGFGYDLSQPRTPLHYFDSQCMGAMHWQVMHNVTTET   0 100 72

Hsa AB018356 PLQPKHFRILNPVIIKETAFDILQYSEPQSRFWGRDKNVPTIGVIAVVLATHLCDEVSLAGFGYDLNQPRTPLHYFDSQCMAAMNFQTMHNVTTET   0 100 73
Rno AB018049 PLQPKHFRILNPVIIKETAFDILQYSEPQSRFWGHDKNIPTIGIIAIVLATHLCDEVSLAGFGYDLSQPRTPLHYFDSQCMGAMNWQVMHNVTTET   0 100 72
Fig. 11B. - ClustalW alignment of the peptide sequences of the sialylmotifs region of the ST3Gal III and V subfamilies. White letters with dark gray background represent conserved positions specific of ST3Gal III and black letters on pale gray background represent conserved positions specific of ST3Gal V. The total number of subfamily specific conserved position is represented in the last column preceded by the relative proportions (%) of ST3Gal III and V specific positions, for each protein. The position of the sialylmotifs (L, S, III and VS) is indicated in the first line of each subfamily. All the enzymes were clearly ascribed to either one or the other subfamily.

