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Here we present the cDNA sequence of human beta-galactoside
alpha-2,6-sialyltransferase. The protein mediates the attachment
of sialic acid to glycoprotein sugar chains. The cDNA was

the rat protein sequence with 403 residues. The human cDNA
encodes three additional residues E-K-K near the amino acid
position 30.

isolated from a human placental lambda gt10 library (1) by
screening with two oligonucleotides generated from the rat liver
cDNA encoding sialyltransferase (2). The human cDNA with
2188 bp (including EcoRI linkers, lower case) encodes the
complete protein with 406 aa (MW 46604) including a typical
hydrophobic signal anchor sequence (aa 11 to 25) and two
potential N-linked glycosylation sites (aa 149 and 161; marked
by asterisks). The protein sequence shows 87.6% similarity to
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aattc tG¢1:(3:gGGCGﬂMCMAGGGAGC(S:GA'I‘ACCGACCGGCGTGGGCGCGGAGCGGGCGGCCGCQCC%AGCGTGCNAGCMCCGCAGCCTCCGCGGCCWWC
150 170 19

GGAcAscczzggmcccmmcccmcuccnccac'rccx\seumc;ggmmmmcccmmcmccccggmcmrcccmcccgggmcmmr

CCATCCCC?‘I‘GCO mmmgg:rccmmmcmcmrm‘ 30CﬂCCCTCCCATGGATA:‘;361’GCTMﬂCm(‘:CTGMGGC7° CTGC
410
CGCCCCTGGGGGATTAGCCAGAAGCAGGCTTGTTTTCCTGCTCAGAACAAAGTGACTTCCCTGAACACATCTTCATTATGATTCACACCAACCTGAAGAAAAAGTTCAGCTGCTGCGTCC
M I H T NULIKIKIKT©F S COCUVL
490 510 530 550 570 90
TGGTCTTTCTTCTGTTTGCAGTCATC TGTGTGTGGAAGGAAAAGAAGAAAGGGAGTTACTATGATTCCTTTAAATTGCAAACCAAGGAATTCCAGGTGTTAAAGAGTCTGGGGAAATTGG
V FLLPAVICVWEKTETEKT KT KTEGSTYJYDSTFEKLGCTTZ KTETFUGQVLIZ KSILTGTIKTLA
610 630 650 670 690 710
CCATGGGGTCTGATTCCCAGTCTGTATCCTCAAGCAGCACCCAGGACCCCCACAGGGGCCGCCAGACCCTCGGCAGTCTCAGAGGCCTAGCCAAGGCCAAACCAGAGGCCTCCTTCCAGG
M G S DS Q SV S S S S TQDZPHRGRO QTLG STULRGLARKARKTEPTEASTEFOQV
730 750 770 790 810 830
TGTGGAACAAGGACAGCTCTTCCAAAAACCTTATCCCTAGGCTGCAAAAGATCTGGAAGAATTACCTAAGCATGAACAAGTACAAAGTGTCCTACAAGGGGCCAGGACCAGGCATCAAGT
w N K DS S S KNUILTIZPRLUG QIKTIUWIEKNTYTLSNMNTI KT YH KT VS SYZKGZ?PGZPOGTIHKS?P
850 870 890 910 930
TCAGTGCAGAGGCCCTGCGCTGCCACCTCCGGGACCATGTGAATG‘I‘ATCCATGGTAGAGG‘ICACAGATMCCCNCMTACCTCTGAA‘I‘GGGAGGG‘I‘TATCTGCCCMMGCANA
S AE ALRCUHLRDIHYVYVNV S MKV EVTODTEFUPTFP
970 990 1010 1030 1050 1070
GGACCAAGGCTGGGCCTTGGGGCAGGTGTGCTGTTGTGTCGTCAGCGGGATCTCTGAAGTCCTCCCAACTAGGCAGAGAAATCGATGATCATGACGCAGTCCTGAGGTTTAATGGGGCAC
T K AGP WG R CAVVYV S SAG SLIKSSQLGRTETIDUDUHDAVTLRTEPNGATP
1090 1110 1130 1150 1170 1190
CCACAGCCAACTTCCAACAAGATGTGGGCACAAAAACTACCATTCGCCTGATGAACTCTCAGTTGGTTACCACAGAGAAGCGCTTCCTCAAAGACAGTTTGTACAATGAAGGAATCCTAA
T A NF QQDV GTEKTTTIRLMNSG QLU VTTTETZ KT RTELTIKDSTLTYNTESGTIIL!]11
1210 123 1250 1270 1290 1310
T‘I'GTA'I‘GGGACCCATC‘I'G'I‘ATACCACTCAGA'I‘ATCCCMAGTGGTACCAGAATCCGGA‘M‘ATMTT‘I‘CT‘N‘MCMCTACAAGACTTATCGTMGCTGCACCCCAATCAGCCCWACA
V WDZP SV Y HS DI PIKUWYQNZPDYNTZ?TPNNYHXKTT YHRI KTLUBHBPNAGQEPTFYI
1330 1350 1370 1390 1410 1
TCC'I‘CMGCCCCAGA‘I‘GCC'I”!‘GGGAGCTATGGGACATTCTTCAAGMATC‘I‘CCCCAGAAG&GAHCAGCCMACCCCCCATCCTC’I‘GGGATGCT‘!GGTATCATCATCATGA‘DGACGCTG‘I‘
L K P QMPWETLUWDTIULOGOQTETISU®PTETETINQQ G ML GI I I M M TULC
1450 1470 1490 1510 1530 1550
GTGACCAGGTGGATATTTATGAGTTCCTCCCATCCAAGCGCAAGACTGACGTGTGCTACTACTACCAGAAGTTCTTCGATAGTGCCTGCACGATGGGTGCCTACCACCCGCTGCTCTATG
pQVODTIZYTETP®LTPSTZ KRTEKTDJVCYYZYQKTFTFDSACTHMN®NGATYH HPTLTLYE
1570 1590 1610 1630 1650 1670
AGAAGAATTTGGTGAAGCATCTCAACCAGGGCACAGATGAGGACATCTACCTGCTTGGAAAAGCCACACTGCCTGGCTTCCGGACCATTCACTGCTAAGCACAGGCTCCTCACTCTTCTC
K N L VKHLNGQGTUDTEUDTITYTULTLGT KA ATTLZPGT FRTTIHEC
1690 1710 1730 1750 1770 1790
CA‘I'CAGGCA'H‘MATGMTGG’I‘CTCTTGGCCACCCCAGCCTGGGAA(::;SAT‘H‘TCCTGAACM"CCAGCCTGCTCCMACTCT:(;GOGGCCTCTGWCCATGGGACM
1810 183

0 187 1910
AGAGCCTGTGGTCAGGAAATCAGGTCCAGCCTTCCCTGTAGCCAGACAGTTTATGAGCCCAGAGCCTCCTGCCACACACATGCACACATATC TAGCATTC TTTCCAAGACAGEATCCTCC
19 1950 1970
CCGCCTTCEACCTTGTAGATGCAAGGTCTATCTCTCCCATCAGGGCTGCCANAGC TOGGCTT TG T T T T TCCCAGCAGATGATGCCATTCTCACAAACCANTGC TCTATATTGCTTGANG
2070
en AAGTAGGTGGTACAGGGGATTGGAAACAATCGTCCGC

TGGCTCT

0
TCTGCATCTAAATATTGATTTCACGTTTTAAAGAAATTCTCTTAAATTACAATTGTGCCCAATGCA
2170 2188
GCCTCCAGAGAAAAGTTGCTCCCGAGag



