. 20 - 40 - 60 * 80

h3Té : V83SSTCDLPHRGRETLGSLRGLA-~~KARKPEASF~ EL3SSENLIPRLCEIWK. YLSMNEYEYSYKePG~~~PGIKF : 73
hST6B1 : V3SSS8TGCPHRGRGTIGSLRGLA---KARPEASF KDSSSKNLIPRLCRIWK. YLIMNKYKVSYREPG---PGIRF : 73
hSTEAS : VSSS8TGDPHRGRETEGSLRGLA--~KAKBEASF- KDSSSANLIFRICK YLSMNEYFVSYREFG-~~PGIRF : 73
z3T6 : AQGPLRIFGGRRRGOMGTAIRDAD~~~VFEENGAL EEMSSSMLGERLREVV YCMKYGVK!PRT‘JPAAHRYIL H 77
rsTé : VESNSKGDPREDIPILSYHRVTA---KVKEGPSF-QUis KDSTYSKINPGL YINMNRYRVSYREPG---PGVRF : 73
3876 : ===-BLFGGRRRGELSGRVGEAR-~~FFGRHGLL s DEMSSSMIGSRERRVVOIYCAMNEYGVEFSESGGVSSRPRL @ 73
£376 : ==--TLFGGRRKGELSGRGGDAA---LFGERGIL % DEMSSSMIGNRLRRVVCI Y CAMNRYGYKVSEPGGVSSRPRL : 73
c3T6 : GMPRALPNNQNRVRGITSGAVER---SREAAEHV-FKgWiKDSSSRNLY PRECRVRRL YLSMNEYNVTYNERM-—-NAARL : 73
h8T6Gal2 : ~-VERRHRRQRRSHVIEEGDDGDRLYSSMSRAFLYRIREGNVESKMINCRL SYLRANRHGYRERERR-~~~EAGL : 74
hST3R1 L8PLCSYSROGPIFLRLECYFHVRTPSAYELPYGTRESE -~~~ ===~ : SO
hsST3A2 : NYSROGPIFLRLEDYEWVRTPSAYELPYGTRESE-————-—— : 44
z873 P ommme e ———— 4 A e —— IMSREPELFLRLECE FRERHESAEAL Y IRE SR - o e e : 3%
Cys-184 L

120 \V
hsTé : EVIDFRENE SENEGYLPRESIRTRAGE-NGHE RS : 152
h8TEB1 EVIDFPENE SENEGYLERESIRTRAGE -NGHE : 152
hSTEAS : EVTDFPENTSEWEGYLPRESIRTEAGE -WGHS B : 152
z376 : T FOMERESGE PRGSQLRFRQITECVGR -ER TR R : 156
r3T6 : EATDFRENTTEREGYLEKENFRTKVGE -HGE : 152
asTé g : 152
£876 : 152
c3T6 : : 152
h876Gal2 : : 154
hST3Al1 3 : 106
hST3a2 : 100
2873 : 96
h3Té : FfeovGhE BN LV TE xR -FE R DSTYN=GHEE VDB SV : 231
hSTEBL  : 5 ’ 1 nvr!zxn-rnx:atxnr VHDESY : 231
hSTEAS S LIVWDES : 231
2876 : efovalKes m "LvswWDES : 236
r3T6 g F TRIZEE GULIVHWDESY : 231
2376 : ; :E ’ LYARDEA : 232
£376 : : v : 232
c8ST6 g 1 232
h8T6Gal2 : : 234
hST3A1 : 186
h8T3A2 : 180
z8T3 g : 176
hsTé 3 : 307
hS8TéB1 s : 307
hSTEAS : : 307
z8Té : 312
x3ST6 g : 307
2876 : 308
£3T6 3 : 308
c3Té S : 308
h8TéGal2 : : 310
h3T3al : 264
hST3A2 : 258
28T3 H : 255
h876 3
hsTéB1  : LLGRATLPGERTIHC--
hS8TEAS HYLLGRATLPGERTINC -~ : 344
z3T6 : I 357
3876 : B 344
2376 H s 355
£376 . : 358
c87T6 H 1 345
hsTéGal2 357
hST2A1 289
hST3A2 : 283
z3T3 281

Figure S1. Alignment of cloned SIAT catalytic domains

Edited sequences were aligned in MEGA-X and formatted for printing in GeneDoc. The L, S, Il and VS
motifs common to all SIATs are shown. Sequence differences from accession nos. are highlighted.
Cys-184 (in full-length human ST6 Gal I) is shown with a blue arrow (paired Cys are shown in same
colour). Sequence zST6 is foreshortened for alighment purposes — see Table 1 and Table S3 for full
details.






