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The c¢cDNA encoding a second type of mouse B-galactoside 2,6-sialyltransferase
(ST6Gal II) was cloned and characterized. The sequence of mouse ST6Gal II encoded
a protein of 524 amino acids and showed 77.1% amino acid sequence identity with
human ST6Gal II. Recombinant ST6Gal II exhibited 02,6-sialyltransferase activity
toward oligosaccharides that have the Galpl,4GlcNAc sequence at the nonreducing
end of their carbohydrate groups, but it exhibited relatively low and no activity
toward some glycoproteins and glycolipids, respectively. On the other hand, ST6Gal 1,
which has been known as the sole member of the ST6Gal-family for more than ten
years, exhibited broad substrate specificity toward oligosaccharides, glycoproteins,
and a glycolipid, paragloboside. The ST6Gal II gene was mainly expressed in brain
and embryo, whereas the ST6Gal I gene was ubiquitously expressed, and its expres-
sion levels were higher than those of the ST6Gal II gene. The ST6Gal II gene is located
on chromosome 17 and spans over 70 kb of mouse genomic DNA consisting of at least 6
exons. The ST6Gal II gene has a similar genomic structure to the ST6Gal I gene. In
this paper, we have shown that ST6Gal II is a counterpart of ST6Gal 1.

Key words: cDNA cloning, genomic organization, oligosaccharide, sialyltransferase,
ST6Gal II.

Abbreviations: The ganglioside designations are according to the nomenclature of Svennerholm (7). The cloned
sialyltransferase designations are according to the nomenclature of Tsuji et al. (2). The abbreviations used are:
BSM, bovine submaxillary mucin; EST, expressed sequence tag; G3PDH, glyceraldehyde 3-phosphate dehydroge-
nase; HPTLC, high performance thin layer chromatography; MES, 4-morpholineethanesulfonic acid; NANase, N-

acetylneuraminidase; RT, reverse transcription; Sia, sialic acids.

Sialic acids (Sia) are negatively charged acidic sugars,
and usually occur at the terminal ends of the carbohy-
drate groups of glycoproteins and glycolipids. Because of
their negative charge and their wide occurrence at
exposed positions on cell-surface molecules, sialic acids
function as key determinants of oligosaccharide struc-
tures that may mediate a variety of biological phenom-
ena, such as cell-cell communication, cell-substrate
interaction, adhesion, and protein targeting. For the syn-
thesis of sialylglycoconjugates, a family of glycosyltrans-
ferases called sialyltransferases catalyzes the transfer of
the sialic acid from CMP-Sia to an acceptor carbohydrate.
All mammalian sialyltransferases characterized to date
have a type II transmembrane topology, and contain
highly conserved motifs called sialyl motifs L (Long), S
(Short), and VS (Very Short) (3-5). Sialyl motif L is char-
acterized by a 45-60 amino acid region in the center of
the protein and has been shown to be involved in the
binding of the donor substrate, CMP-Sia (6). Sialyl motif
S is located in the COOH-terminal region and consists of
a 20-30 amino acid stretch. It has been shown to be
involved in the binding of both donor and acceptor sub-
strates (7). Sialyl motif VS is also located in the COOH-
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terminal region, within which one glutamic acid residue
is always found separated by four amino acid residues
from a highly conserved histidine residue. This motif is
thought to be involved in the catalytic process (5, 8).
Based on the high sequence conservation of sialyl motifs
L and S, PCR-based cloning of sialyltransferase cDNAs
has been extensively performed (reviewed in Refs. 9 and
10). In addition, some sialyltransferase cDNAs have been
cloned efficiently by using sequence information derived
from the expressed sequence tag (EST) database (11-15).
So far, the cDNA cloning of 20 members of the mamma-
lian sialyltransferase family has been performed and
they have been grouped into four subfamilies according
to the carbohydrate linkages they synthesize: a2,3-sialyl-
transferases (ST3Gal I-VI), a2,6-sialyltransferases (ST6-
Gal I and II), GalNAc a2,6-sialyltransferases (ST6Gal-
NAc I-V]), and a2,8-sialyltransferases (ST8Sia I-VI) (14).

Among them, ST6Gal I has been known as the sole
member of the a2,6-sialyltransferase family for more
than ten years. But recently, a novel member of the a2,6-
sialyltransferase family, named ST6Gal II, was cloned
from man (16, 17). Human ST6Gal II exhibits activity
toward oligosaccharides that have the GalB1,4GlcNAc
sequence at the nonreducing end of their carbohydrate
groups, but it exhibits relatively low and no activity
toward some glycoproteins and glycolipids, respectively.
Therefore, it seems that ST6Gal II is an oligosaccharide-
specific enzyme compared with ST6Gal I, which exhibits

© 2003 The Japanese Biochemical Society.

ZT0Z ‘62 equisides uo eidsoH uensuyd enybueyd 1e /Bio'seulnolpiogxo-qli:dny woly pspeojumoq


http://jb.oxfordjournals.org/

288

broad substrate specificity toward glycoproteins, glycolip-
ids, and oligosaccharides. Although the enzymatic prop-
erties of human ST6Gal II have been analyzed, its physi-
ological function has not been fully elucidated yet. To
determine the physiological function of ST6Gal II, it may
be advantageous to analyze the mouse ST6Gal II gene, as
some experiments such as ones involving gene-targeting
can not be easily performed with the human ST6Gal II
gene. The existence of mouse ST6Gal II has been
expected from EST clones and genomic sequences (16,
17). However, the cDNA cloning of mouse ST6Gal II has
not been performed yet. Thus, it is not clear whether or
not the mouse ST6Gal II gene encodes a functional
enzyme which has similar enzymatic properties to
human ST6Gal II. We think it is necessary to clone
mouse ST6Gal II and to characterize it as the first steps
for elucidation of the physiological function of ST6Gal II.
Here, we describe the cloning of mouse ST6Gal II, char-
acterization of its enzymatic properties, and genomic
organization of the gene.

MATERIALS AND METHODS

Materials—Fetuin, asialofetuin, bovine submaxillary
mucin (BSM, type I-S), al-acid glycoprotein, ovomucoid,
lactosyl ceramide (LacCer), GAl, GM3, GMla,
Galpl,3GalNAc, Galpl,3GlcNAc, Galpl,4GlcNAc, B-
galactosidase (from bovine testes), and Triton CF-54
were purchased from Sigma (St. Louis, MO). Paraglobo-
side and lactose were from Wako (Tokyo). CMP-[}C]-
NeuAc (12.0 GBg/mmol, 925 kBq/ml) was from Amer-
sham Biosciences (Piscataway, NJ). Lacto-N-tetraose,
lacto-N-neotetraose, and sialidases (NANases I and II)
were from Glyko (Novato, CA). [a-32P]dCTP was from
PerkinElmer Life Sciences (Boston, MA). The mouse mul-
tiple tissue ¢cDNA panel I and mouse multiple tissue
Northern blot were from Clontech (Palo Alto, CA). Asialo-
BSM, asialo-al-acid glycoprotein, and asialo ovomucoid
were prepared as described previously (18, 19).

Isolation of ST6Gal II cDNA—Mouse EST sequences
(GenBank™ accession Nos. BB552328, BB651169, and
BU055532) and mouse genomic sequences (GenBank™
accession Nos. AC125224 and NW_000132) exhibiting
similarity to human ST6Gal II were identified through
BLAST searches against the dbEST and genomic sequence
databases at the National Center for Biotechnology
Information, respectively. To obtain the entire coding
region, reverse transcription polymerase chain reaction
(RT-PCR) was performed with primer sets, 5'-CAATG-
AAACCACACTTGAAGCAATGGCGAC-3' (CB241, nucle-
otides 484-508 in Fig. 1A) and 5'-CGCAACAAAAAAAT-
AGCTATCTTCCTCGGG-3' (CB244, complementary to
nucleotides 862-891), 5'-GACAATGGGGATGAGTTTTT-
TACATCCCAG-3’' (CB243, nucleotides 802—-831) and 5'-
CGATTTCCTCCCCCAAGGAGGAGTTCAGG-3' (CB239,
complementary to nucleotides 1383-1411), and 5-ACG-
TTGGACGGCAGAGAGGCGCCCTTCTCG-3" (CB238,
nucleotides 1255-1284) and 5'-ACCTTATTGCACATCA-
GTTCCCAAGAGTTC-3' (CB240, complementary to nucle-
otides 2063—2092), with the first strand cDNA of mouse
brain as a template. The above PCRs were performed as
follows: 94°C for 60 s; 45 cycles of 94°C for 60 s, 50°C for
60 s, and 72°C for 90 s; and 72°C for 10 min. The PCR
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products were cloned into the pBluescript II SK(+) vector,
and then combined using the Aor51HI and Kpnl sites.
The nucleotide sequence was confirmed by the dideoxy
termination method using an ABI PRISM 377 DNA
sequencer (Applied Biosystems, Foster City, CA).

Construction of Expression Vectors—We constructed an
expression vector encoding the soluble ST6Gal II. A
Munl site was introduced at nucleotide position 568 by
using a mutagenic primer, 5'-CATCCAATTGACCAAC-
AGCAATCCTGCGGC-3 (CB245, corresponds to nucle-
otides 564-593; the synthetic Munl site is underlined).
Then the Munl-Xhol fragment encoding a truncated
form of ST6Gal II lacking the first 28 amino acids was
prepared from the pBluescript IT SK(+) vector harboring
the Munl site introduced-ST6Gal II cDNA and subcloned
into the EcoRI-Xhol site of expression vector pcDSA. The
resulting plasmid, designated as pcDSA-mST6Gal II,
encodes a soluble fusion protein consisting of the IgM sig-
nal peptide, the Staphylococcus aureus protein A IgG-
binding domain, and a truncated form of ST6Gal II.

An expression vector for soluble mouse ST6Gal I was
constructed as follows. The DNA fragment encoding a
truncated form of mouse ST6Gal I lacking the first 30
amino acids was amplified by PCR using primers 5'-
AGCGAATTCGAGGCTCTTACATTGCAAGCC-3' (CB2486,
nucleotides 391-420 of GenBank™ accession No. D16106;
the synthetic EcoRI site is underlined) and 5'-GGATCTC-
GAGCTCAACAGCGATTGTTCCGG-3' (CB247, comple-
mentary to nucleotides 1497-1526) with mouse liver
cDNA as a template, and then cloned into the pBluescript
II SK(+) vector. Then the 1.1 kb EcoRI-Xhol fragment
encoding a truncated form of ST6Gal I was prepared and
subcloned into the EcoRI-Xhol site of pcDSA, the result-
ing plasmid being designated as pcDSA-mST6Gal I.

Preparation of Soluble Sialyltransferases—For the pro-
duction of soluble forms of sialyltransferases, COS-7 cells
were transfected with the above pcDSA-vectors using
Lipofect AMINE™ Reagent (Invitrogen, Carlsbad, CA),
and cultured as described previously (18). The protein A-
fused sialyltransferases expressed in the medium were
adsorbed to IgG-Sepharose gel (Amersham Biosciences)
and then used as the enzyme sources.

Sialyltransferase Assays and Product Characterization—
Sialyltransferase assays were performed as described
previously (20, 21). In brief, enzyme activity was meas-
ured in 50 mM MES buffer (pH 6.0), 1 mM MgCl,, 1 mM
CaCl,, 0.5% Triton CF-54, 100 pM CMP-[*C]NeuAc,
acceptor substrate, and enzyme preparation, in a total
volume of 10 pl. As acceptor substrates, 10 pg of glycopro-
teins, 5 pg of glycolipids, or 10 pg of oligosaccharides were
used. The enzyme reaction was performed at 37°C for 3—
20 h. For glycoproteins, the reaction was terminated by
the addition of SDS-PAGE loading buffer, and the reac-
tion mixtures were directly subjected to SDS-PAGE. For
glycolipids, the reaction mixtures were applied to a Sep-
Pak Vac C;g column (100 mg; Waters, Milford, MA), and
the purified glycolipids were subjected to high-perform-
ance thin-layer chromatography (HPTLC, Silica-Gel 60;
Merck, Darmstadt, Germany) with a solvent system of
chloroform, methanol, and 0.02% CaCl, (55:45:10). For
oligosaccharides, the reaction mixtures were directly
subjected to HPTLC with a solvent system of 1-propanol,
aqueous ammonia, and water (6:1:2.5). The radioactive
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A

Fig. 1. Nucleotide and deduced amino acid sequences of
mouse ST6Gal I, and hydropathy plot of the protein. A, the
deduced amino acid sequence is shown below the nucleotide
sequence. The putative transmembrane domain is underlined. Sialyl

Exon 1
ACCCAGCTGCCTGGCGCGCAGGTAGCCCGGCTTTTGCTCTGTCTACAGAGGGCTGTGTGTTCGAAGCCAGCACACAAAGACTCACTTCCTCCCGGCCAGT
TTCCCAGACCGCCCTGCCCACCACCGGCGGCCGGTGGCATTCCAGAGGCCACCACCGGGACATTCCTGTGCCCGGGTGCCAGGTACTTGGAGCAGAAGCC
ATTCGGGGAGCCCTTGGAGCCGCTCAGCTGGTGAAGGTGGCGGCTGGGATTAGCACGCCTTTTTAGGCAGCCGCGCCGCCCCACGCAGCGGAGTCTGCAA
TCGCTGTACGACAGGCAGGCTCTGCGTCGCCAGAGCGTCACCGCCTGCGCTGGCCGCGGGGCAAGCTGCGGGCCGGAGCGCTCGCGGGAGGCCGATCAAC
Exon 2
TCCCCAGCGCCTAGCCAGCA&FTTTTGTCCACCTCGTAGTGCTTTAGAACCCCAAGGTGAAGTGCTGGCCCCAAAGATCTGCAATGAAACCACACTTGAA
M K P H L K

GCAATGGCGACAACGAATGCTCTTTGGAATATTTGTTTGGGGGCTCCTCTTTTTGGCAATTTTCATCTACTTCACCAACAGCAATCCTGCGGCACCTATG
Q9 W R Q R M L F 6 I F V W G L L ¥ L A I F I Y F T N S N P A A P M

CCCAGCTCCTTTTCCTTCCTGGAGAGCCGTGGGCTCCTGCCTCTACAGGGCAAGCAGCGGGTCATCATGGGCGCTTTGCAGGAACCCTCTTTGCCCAGAA
P S 8§ F §$ F L E S R G L L P L QQ G XK Q RV I M G AILQEP S L P R §

GTTTGGATGCAAGCAAAGTGCTTCTGGACAGCCACCCTGAGAACCCTTTCCACCCTTGGCCTGGGGACCCACAGAAATGGGATCAGGCCCCAAATGGCTT
L DA S KV L L DS HU?PENU®PTFH?PWPGD P QK WD QA UPDNG F

TGACAATGGGGATGAGTTTTTTACATCCCAGGTTGGGAGGAAATCACAAAGCGCTTTCTATCCCGAGGAAGATAGCTATTTTTTTGTTGCGGATCAGCCT
D NGDEUVF¥ F TS Q V GREX S (QSA/F Y PEZETDS Y F ¥ V A D QP

GAGTTGTACCACCACAGGCAGGGTGCACTGGAGCTGCCATCTCCAGGGGAGACATCATGGCGATCAGGACCTGTTCAGCCCAAGCAGAAGCTGCTTCACC
E L Y H H R GAILETLUP S P GETS WU R S G P V Q P K Q@ K L L H P

CAAGGCGAGGCAGCTTGCCTGAGGAAGCCTATGACAGCGACATGCTGTCAGCCTCCATGTCGAGAGCCTTCCTGTACCGGCTCTGGAAGGGGGCCGTGTC
R R G S L P EEAY DS DMU LS ASMS U RAVPFLYRULWIEK G A V S8

CTCTAAGATGTTGAACCCGCGCCTGCAGAAGGCCATGCGTTACTACATGTCCTTCAACAAGCATGGTGTGCGCTTCCGCAGGCGGGGTCGGCGTGAAGCT
S K M L N P RL Q K A MURY Y M S F NXKXKHGV RFRIRIRGIRIR E A

ACACGTACAGGGCCGGAGCTGCTGTGTGAGATGCGCAGACGTGTGCGTGTGCGCACGTTGGACGGCAGAGAGGCGCCCTTCTCGGGGCTGGGCTGGCGGT
T R T G P E L L CEMUZ RURIRVYVIERVYVZRTULDGI REWA APV F S GUL G W R P

CTCTGGTACCAGGTGTACCTCTGAGCCAGTTGCACCCGCGCGGTCTGAGCAGCTGCGCAGTTGTCATGTCTGCCGGTGCCATCCTGAACTCCTCCTTGGG
L v P GV PL S8 QL HUPURG L S8 8 ¢C A V V M S A G A I L N S S L G

Exon 3
GGAGGAAATCéATTCTCATGATGCAGTTTTGAGATTTAACTCTGCCCCTACCCGTGGCTACGAGAAAGATGTCGGAAATAAAACCACAGTACGCATCATT
E E T S H D A V IL.L R F N §8 A P T R G Y E X D V G N K T T Vv R T T

Exon 4
AATTCTCAFATTCTGGCCAACCCCAGCCATCACTTCATTGACAGTGCTTTATATAAAGATGTTATCCTGGTAGCCTGGGATCCTGCTCCTTATTCTGCCA
N S Q9 p L. AN P S HH?P¥F I DSAUL Y KDV I L VA WDUPAUPY S A N

Exon 5
ATCTTAACCTGkGGTATAAGAAGCCAGATTACAACCTTTTCACTCCATATATCCAGCATCGCCGGAAATACCCGACTCAGCCATTTTACATTCTTCACCC

L N L Y K K P DY N L F T P Y I Q H R R K Y P T Q P F Y I L H P
Exon 6
CAAGTTCATATGGCAGCTTTGGGACATTATCCAGGAGAATACAAGGGAGAAGATACAGCCCAACCCACCATCTTCTGGTTTTATTGISAATCCTCATCATG
K F I w ¢ L WD I I Q EN T R E K I Q P N P P_S_S_G F_1I I _L I_M

ATGTCCATGTGTAAAGAGGTGCACGTGTATGAGTACATCCCATCTGTTCGACAGACAGAGCTTTGCCACTACCATGAGCTGTACTACGACGCAGCCTGCA
M S M C K _E V. H V Y E Y I P S V R_Q TELCHYHET LYY DAATCT
CCTTGGGGGCCTACCACCCACTGCTCTATGAAAAGCTACTGGTGCAGCGCCTTAACACTGGCACCCAGGCAGACTTGCATCACAAGGGCAAGGTAGTCTT

L G A Y ﬁl P L L Y Ii K L L VvV Q R L NT G T A DL HHK G K V V L

GCCAGGCTTCCAGACCCTTCGGTGTCCAGTAACCAGCCCCAACAATACACACTCTTAAAATGGAACTCTTGGGAACTGATGTGCAATAAGGTACTACTGT
P G F Q T L RCUPV T S P NINTH 8 *

TGTCCTCAAAGTCACACACACACACACACACACACACACACACACACACAAAATACTTGAAGATAGATTTAGACAATGTATTGTCTTTAACTGTAACTTA

J o

| ( | Y i \‘
ot Ry f‘«“\‘m J’Mwﬂv/\ﬁ“\ i /\vwm il
L M\ i LT R YRR A

) \ ‘V, \\ \J/ |

motifs L and S are double underlined and dashed underlined, respec- (23).
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tively. The conserved His and Glu residues in sialyl motif VS are
boxed. Three potential N-linked glycosylation sites are overlined.
Junctions between exons are indicated by vertical lines. B, the
hydropathy plot was calculated by the method of Kyte and Doolittle

ZT0Z ‘62 Jequieldes uo e1idsoH uensuyd enybueyd e /B10'seulnolpioxo-qly/:dny wouy pepeojumoq


http://jb.oxfordjournals.org/

290 S. Takashima et al.
mST6Gal I L o e e e e e e e 0
hsTé6Gal I L o 0
mST6Gal II 1 MKPHLKQWRQRMLFGIFVWGLLFLAIFIYFTNSNPAAPMPS SFSFLESRGLLPLQGKQRY 60
hSTé6Gal II 1 MKPHLKQWRQRMLFGIFAWGLLFLLIFIYFTDSNPAEPVPSSLSFLETRRLLPVQGKQRA 60
mST6Gal I 1 f oo _____MIHTN 5
hSTé6Gal I 1 f oo e _____MIHTN 5
mST6Gal II 61 IMGALQEPSLPRSLDASKVLLDSHEPENPFHPWPGDP QKWDQAPNGFDNGDEFFTSQVGRK 120
hSTé6Gal II 61 IMGAAHEPSPPGGLDARQALPRAHPAGSFHAGPGDLQKWAQSQDGFEH-KEFFSSQVGRK 119
mST6Gal I 6 LKRHASCFVLVFLLFNIIcvi]-- -kx s DYEAL TLOAKVFOMPKSQ EKVAVGPAPQAVFS 62
hsTé6Gal I 6 LKKHFSCCVLVFLLFAVI CVIKERKKK[{S YYD SFKLQTK EFQVLKSL GKLAMGS DSQ SV S8 65
mST6Gal II 121 SQSAFYPEEDS YFFVADO PEL YHEROALEL PS P-GET SWRSG--P -~ ~-VQPKQ-KLLH- 172
hsTé6Gal II 120 SQsAFY PEDDDYF FARGQ PGHJHS HTQHT LGF PS P-GEPGPREGAFPAAQVQRRRVKKRHR 178
mST6Gal I 63 NSKQDPKEGVQILSYP VK PQP SLOVIIDR DST YSK Rk 122
hsTé6Gal I 66 SSTQDPHRGRQTLGSLHGLRAKAKPEA SF OVYNK DS s MNK[vK 125
mST6Gal II 173 - PRR-GSLPEEAYDSDML S MS RAF LY RLWKG AV sFRKEG 230
hsT6Gal II 179 RQRR-SHVLEEGDDGDRL YSSMSRAF LY RLYJKGNV. A S e 237
mST6Gal I 123 vrcHF pevrsfyEa R|pH -ENFRTKAGPWHK 180
hsTé6Gal I 126 YKGHE PG IKFGREA R[pH -ESIRTKAGPWGR 183
mST6Gal IT 231 FRRRGRREATR TG PELLIlEMKRR MR VPLSQLHPRGLSS 290
hsT6Gal II 238 F--RERREAGLER aoLLElofRlsrAR VPLSQLHPRGLRS 295
mST6Gal I 181 [Favy HDAVLRF N 239
hsTéGal I 184 £aAVY HD AVL RF N 242
mST6Gal II 291 [AVY D AVL RF N 350
hsTé6Gal II 296 [AVY HID AVL RF N 355
mST6Gal I 240 Hrx Bozeo rufsprryrdkplhme 299
hsTé6Gal I 243 Lk SDIPK LEpprF YT UKPloM P 302
mST6Gal II 351 HIDsa LNL kyprper v UapKE I 410
hST6Gal II 356 HIDd LNLf7 RNBNpPF vI UHPKE T 415
mST6Gal I 300 EfwDIIoHIsppLoPNEpss quiEIjtfdr thbofibI FEF L) kFovElE Hox 7r 359
hSTé6Gal I 303 EpwpiLpEIseEERorNe pssduip it v LhbotipI FEF L K pvElekfror PR 362
mST6Gal II 411 QLWDIT QENTREK[QPNP PssdF I IjL 1 EVHV ER T olrE bl BeL vy 470
hST6Gal II 416 QLWDIIQENTKEKEQoPNPPssdF Il EVpv ek 1 orE LY HEL vy 475
mST6Gal I 360 Ea va pLef A BN doe A vor prlaof]sf AR - - - - - - 403
hsTéGal I 363 cavH PLLYERNE Mk HENob o vLLErpTL PG HRT TH-- - - - - - - - 406
mST6Gal II 471 A YH PLLYEHLL Yo RENTE Toa H HER Brfvvl PG HOT LRHPV TS PNNTH S 524
hST6Gal II 476 A vH PLL YEHLE Yo RENME Toc HL HRK BRJvvL PG HoA VEPAPS PVI PHS 529

* *

Fig. 2. Sequence comparison of mouse and human ST6Gal I
and II. The conserved amino acid residues are boxed. Sialyl motifs L
and S are double underlined and dashed underlined, respectively.

materials were visualized and quantified with a Fuji
BAS2000 radioimage analyzer. The intensity of the radi-
oactivity was converted into moles using the radioactivi-
ties of various amounts of CMP-[1*C]NeuAc (12.0 GBg/
mmol, 925 kBg/ml) as standards. Quantification was per-
formed within the linear range of the standard radioac-
tivity.

For kinetic analysis, the reaction was performed as
described above except for the use of various concentra-
tions of acceptor substrates. Under these conditions, the
product formation from the individual acceptor sub-
strates was linear up to 4 h. Kinetic parameters were
determined by means of Lineweaver-Burk plots.

For linkage analysis of sialic acids, [1*C]NeuAc-incor-
porated Galp1l,4GlcNAc with ST6Gal I or II was digested
with B-galactosidase (from bovine testes; Sigma), or a
linkage-specific exosialidase: NANase I (specific for a2,3-
linked sialic acids; Glyko) or NANase II (specific for 0.2,3-
and a2,6-linked sialic acids; Glyko). After the above
treatment, the reaction mixtures were subjected to
HPTLC with a solvent system of 1-propanol/aqueous

The conserved His and Glu residues in sialyl motif VS are indicated
by asterisks.

ammonia/water (6:1:2.5). The radioactive materials were
visualized with the BAS2000 radioimage analyzer.
Analysis of ST6Gal I and II Gene Expression in Vari-
ous Mouse Tissues—For Northern blotting, a mouse Mul-
tiple Tissue Northern (MTN™) Blot was purchased from
Clontech. Each lane contained approximately 2 pg of
poly(A)+ RNA . The blot was probed with [a-32P]dCTP-
labeled ST6Gal II cDNA or B-actin cDNA according to the
manufacturer’s instructions. The relative expression lev-
els of ST6Gal I and IT mRNAs were estimated by RT-PCR
using mouse multiple tissue cDNA panel I (Clontech) and
the first strand cDNA of lactating mammary gland as
templates. For the analysis of ST6Gal II gene expression,
ST6Gal II-specific primers CB241 and CB244 were used.
For the analysis of ST6Gal I gene expression, ST6Gal
I-specific primers 5-ATGATTCATACCAACTTGAAG-3'
(CB142, nucleotides 304—-324 of GenBank™ accession No.
D16106) and 5'-GGTGCCCCATTAAACCTCAG-3' (CB143,
complementary to nucleotides 919-938) were used. As a
control, glyceraldehyde 3-phosphate dehydrogenase
(G3PDH) gene expression was also measured using
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G3PDH specific primers 5-GGATCCACCACAGTCCAT-
GCCATCAC-3' and 5'-AAGCTTTCCACCACCCTGTTGC-
TGTA-3' (22). PCRs were performed as follows: 94°C for
60 s; 35—40 cycles of 94°C for 60 s, 50°C for 60 s, and 72°C
for 90 s for the ST6Gal I and II genes, and 25 cycles for
the G3PDH gene; and 72°C for 10 min. The PCR products
were electrophoresed on a 2% agarose gel, stained with
ethidium bromide, and then visualized under UV light.

RESULTS

Cloning and Nucleotide Sequencing of the Mouse
ST6Gal II cDNA—Using the mouse EST and genomic
sequence databases, we found some sequences [Gen-
Bank™ accession Nos. BB552328, BB651169, and
BU055532 (EST clones), and AC125224 and NW_000132
(genomic sequences)] exhibiting similarity to human
ST6Gal II. Then we performed RT-PCR to obtain the
entire coding region of this clone with the mouse brain
first strand cDNA as a template. We amplified it as three
DNA fragments, as described under “MATERIALS AND
METHODS,” and each fragment was cloned into the pBlue-
script IT SK(+) vector. Then the fragments were combined
and the DNA fragment encoding mouse ST6Gal II was
obtained.

The nucleotide sequence of mouse ST6Gal IT cDNA and
its deduced amino acid sequence are shown in Fig. 1A.
The predicted protein consists of 524 amino acids with a
calculated molecular mass of 60,122 Da, with three
potential N-linked glycosylation sites. Hydropathy analy-
sis (23) indicated one prominent hydrophobic sequence of
19 amino acids in length in the NH,-terminal region, pre-
dicting that the protein has the type II transmembrane
topology characteristic of many other glycosyltrans-
ferases cloned to date (Fig. 1B). The overall amino acid
sequence of mouse ST6Gal II showed 77.1%, 46.4%, and
46.2% sequence identity with human ST6Gal II, human
ST6Gal I, and mouse ST6Gal I, respectively (Fig. 2). But
it showed relatively low sequence identity (22.1-30.8%)
with members of the mouse ST3Gal-, ST6GalNAc-, and
ST8Sia-families.

Enzymatic Activity of Mouse ST6Gal II—To facilitate
determination of the enzymatic activity of mouse ST6Gal
II, we constructed expression plasmid pcDSA-mST6Gal
II, which allows expression of ST6Gal II lacking the
transmembrane domain as a secretable protein fused
with the IgG-binding domain of Staphylococcus aureus
protein A. The plasmid was then transfected into COS-7
cells, and the protein A-fused ST6Gal II expressed in the
medium was adsorbed to IgG-Sepharose resin, which was
used as the enzyme source. For comparative analysis,
protein A-fused mouse ST6Gal I was also prepared. As
shown in Table 1 and Fig. 3, ST6Gal II exhibited activity
toward oligosaccharides Galpl,4GlcNAc and lacto-IV-
neotetraose, both of which have the GalBl,4GlcNAc
structure at the nonreducing end of their carbohydrate
groups. The apparent K value of mouse ST6Gal II for
Galp1,4GlcNAc was estimated to be 1.25 mM, which was
significantly lower than that of ST6Gal 1 for
Galp1,4GlcNAc (2—-10 mM) (24). However, ST6Gal II did
not exhibit activity toward oligosaccharides such as
Galp1,3GalNAc, Galp1,3GlcNAc, lactose, and lacto-N-
tetraose, all of which do not have the GalB1,4GlcNAc
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Fig. 3. Incorporation of sialic acids into various oligosaccha-
rides by mouse ST6Gal I and II. The various oligosaccharides
(10 pg/lane) indicated were incubated with ST6Gal I or 11, and the
resulting oligosaccharides were analyzed by HPTLC with a solvent
system of 1-propanol, aqueous ammonia, and water (6:1:2.5).

structure at the nonreducing end of their carbohydrate
groups. ST6Gal II also exhibited relatively low activity
toward some glycoproteins, which are considered to have
the Galp1,4GlcNAc structure at the nonreducing end of
their carbohydrate groups. But ST6Gal II did not exhibit
activity toward the glycolipids examined in this study,
including paragloboside, which has the GalB1,4GlcNAc
structure at the nonreducing end of its carbohydrate
group.

On the other hand, ST6Gal I exhibited more or less
activity toward all oligosaccharides examined in this
study (Fig. 3 and Table 1). ST6Gal I also exhibited rela-
tively high activity toward some asialoglycoproteins. In
addition, although it was low, ST6Gal I exhibited activity
toward a glycolipid, paragloboside. As the specific activ-
ity of ST6Gal I used in these assays was about 18.4 times
higher than that of ST6Gal II (Table 1), we also prepared
highly concentrated recombinant ST6Gal IT and used it
for assays. But we could not detect weak or residual
activity of ST6Gal II, and the substrate specificity of
ST6Gal II did not change (data not shown). These find-
ings indicate that the substrate specificity of ST6Gal II is
narrower than that of ST6Gal 1.

Linkage Specificity of ST6Gal II—The linkages of
the incorporated sialic acids were also examined.
Galp1,4GlcNAc was sialylated with ST6Gal II and then
treated with linkage-specific exosialidases (Fig. 4A). The
incorporated [*C]NeuAc was resistant to treatment with
a2,3-specific exosialidase (NANase I), but it was digested
by a2,3- and a2,6-specific exosialidase (NANase II). The
sialylated product generated in this experiment comi-
grated with 6'-sialyl-N-acetyllactosamine on TLC (data
not shown), and was also resistant to treatment with p-
galactosidase (Fig. 4B), suggesting that the incorporated
[**C]NeuAc binds to galactose, but not N-acetylglu-
cosamine, through an a2,6-linkage. Moreover, these
resulting patterns of ST6Gal I were virtually identical to
those of ST6Gal I (Fig. 4, A and B). These results indi-
cated that mouse ST6Gal II transfers sialic acid to galac-
tose of the GalB1,4GlcNAc structure through an o2,6-
linkage, and this enzyme certainly belongs to the
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Table 1. Acceptor substrate specificities of mouse ST6Gal I and II. Various acceptor substrates were incu-
bated in the standard assay mixture using soluble sialyltransferase fused with protein A as an enzyme source.
Each substrate was used at the concentration of 0.5 mg/ml for glycolipids, and 1 mg/ml for glycoproteins and oli-
gosaccharides. Relative rates were calculated as a percentage of the incorporation obtained with Galp1,4GlcNAc. R
represents the remainder of the N-linked oligosaccharide chain.

Acceptors Representative structures of carbohydrates Relative rate (%)
ST6Gall ST6Gal IT
Oligosaccharides
Type II GalB1,4GlecNAc 1002 1000
Type I Galp1,3GlcNAc 1.8 0
Type 111 Galp1,3GalNAc 114 0
Lactose Galp1,4Glc 15.5 0
Lacto-N-tetraose Galp1,3GlecNAcB1,3Galp1,4Gle 36.8 0
Lacto-N-neotetraose Galp1,4GleNAcp1,3Galp1,4Gle 106.2 128.8
Glycoproteins
Fetuin NeuAco2,3Galp1,3GalNAc-O-Ser/Thr 5.9 0
NeuAca2,3Galpl,3(NeuAca2,6)GalNAc-O-Ser/Thr
NeuAco2,6(3)Galp1,4GlcNAc-R
Asialofetuin 105.6 21.0
BSM NeuAco2,6GalNAc-O-Ser/Thr 0 0
GleNAcB1,3(NeuAca2,6)GalNAc-O-Ser/Thr
Asialo-BSM 0 0
Ovomucoid NeuAco2,3Galp1,4GlcNAc-R 8.4 0
Asialoovomucoid 9.1 0
al-Acid glycoprotein NeuAco2,6(3)Galp1,4GlcNAc-R 20.6 0.75
Asialo- a1-Acid glycoprotein 175.6 12.3
Glycolipids
Lactosylceramide Galp1,4Glcp1-Cer 0 0
GA1l Galp1,3GalNAcp1,4Galp1,4Glepf1-Cer 0 0
GMla Galp1,3GalNAcp1,4(NeuAca2,3)Galp1,4Glcpl-Cer 0 0
GM3 NeuAco2,3Galp1,4Glcf1-Cer 0 0
Paragloboside Galp1,4GlcNAcp1,3Galp1,4Glcf1-Cer 2.0 0

250.3 pmol/h/ml medium. »2.74 pmol/h/m]l medium.

ST6Gal-family. It should also be noted that the above
enzymatic properties of mouse ST6Gal II are virtually
identical to those of human ST6Gal II (16, 17).

Expression of the ST6Gal 1I Gene in Mouse Tissues—
To examine the expression of the ST6Gal II gene in vari-
ous adult mouse tissues, Northern blot analysis was per-
formed (Fig. 5A). A faint band corresponding to about 7.5
kb was detected for brain, but the expression levels of the
ST6Gal II gene in other tissues were too low to be
detected on Northern blotting. Thus we also performed
semi-quantitative RT-PCR to examine the expression of
the ST6Gal II gene in various tissues (Fig. 5B). The
expression of the ST6Gal II gene was detected on RT-PCR
in brain, and 11-, 15-, and 17-day embryos, and very low
expression was also detected in spleen, lung, and skeletal
muscle. It should also be noted that the ST6Gal II gene is
expressed in the pregnant mouse oviduct, judging from
some ST6Gal II-related EST clones. On the other hand,
the expression of the ST6Gal I gene was detected ubiqui-
tously. Although the expression levels of the ST6Gal 1
gene varied among tissues, they were higher than those
of the ST6Gal II gene.

As shown in this and previous studies (16), both mouse
and human ST6Gal I and II can synthesize some kinds of
6'-sialyloligosaccharides that are contained in milk. But
in our previous study on human ST6Gal I and II (16), we
could not determine which enzyme is responsible for the
synthesis of 6'-sialyloligosaccharides in milk because

human lactating mammary gland tissue was unavailable
for us. Alternatively, we analyzed it using mouse lactat-
ing mammary gland tissue in this study. In this case, the
expression of the mouse ST6Gal I gene in lactating mam-
mary gland was detected, whereas no expression of the
ST6Gal II gene was observed (Fig. 5B), suggesting that
6'-sialyloligosaccharides in mouse milk are mainly syn-
thesized by ST6Gal 1.

Genomic Organization of the ST6Gal II Gene—To
determine the genetic and evolutional relations of the
ST6Gal II gene with other sialyltransferase genes, we
analyzed the genomic organization of the ST6Gal II gene
by means of a data base search. The genomic sequence
containing the ST6Gal II gene (GenBank™ accession No.
AC125224) was obtained and analyzed by means of a
BLAST search of the mouse genome data base using
ST6Gal II-related cDNA sequences (GenBank™ acces-
sion Nos. AB095093, BB666153, and BU055532) as que-
ries. A schematic representation of the most probable
genomic structure of the ST6Gal II gene is shown in Fig.
6. We found that the ST6Gal II gene is located on chromo-
some 17 (17C) and spans over 70 kb of mouse genomic
DNA consisting of at least 6 exons (Fig. 6A). The
sequences of the splice junctions of the ST6Gal II gene
obey the GT-AG rule (25, Fig. 6B). Some amino acid resi-
dues at the exon/intron boundaries of the ST6Gal I and 11
genes are highly conserved (Fig. 6B). In our previous
study, we found that codons for Arg in sialyl motif L are
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Fig. 4. Linkage analysis of incorporated sialic acids with mouse
ST6Gal I and II. A, [**C]NeuAc-incorporated Galp1,4GlcNAc (lane
1) sialylated with ST6Gal I (upper panel) or ST6Gal II (lower panel)
was treated with o2,3-specific exosialidase (NANase I, lane 2) or
a2,3- and a2,6-specific exosialidase (NANase II, lane 3), and then
analyzed by HPTLC. B, [**C]NeuAc-incorporated Galp1,4GlcNAc
(product, lane 1) sialylated with ST6Gal I (upper panel) or ST6Gal
II (lower panel) was treated with B-galactosidase (B-Gal, lane 2),
and then analyzed by HPTLC. As a control, Galp1,4GlcNAc (Sub-
strate) was treated with B-galactosidase, and then incubated with
ST6Gal I or ST6Gal II (Enzyme) and [“C]NeuAc (lane 3).

highly conserved as splice junctions in many mouse and
human sialyltransferase genes. But exceptionally, the
codons for Asp in sialyl motif L are conserved as splice
junctions in members of the mouse and human ST6Gal-
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Fig. 5. Expression analysis of the mouse ST6Gal II gene. A,
Northern blotting with approximately 2 pg of poly(A)+ RNA from
various adult mouse tissues was performed as described under
“MATERIALS AND METHODS.” B, the relative expression levels of the
ST6Gal I and II genes in various mouse tissues were measured by
semi-quantitative RT-PCR as described under “MATERIALS AND
METHODS.” Sk. muscle, skeletal muscle; MG, mammary gland.

families (16, 26). We also found that the codon for Asp in
sialyl motif L is a splice junction in the mouse ST6Gal 11
gene (Figs. 6B and 7). In addition, the split patterns of
the coding sequences for sialyl motif S of the ST6Gal I
and II genes are different from those of the ST3Gal I and
II genes, and the ST6GalNAc I and II genes (Fig. 7). Com-

Exon 1 2 3 4 5 6
>420 98 102175 >5000
Intron 36095 8048 5251 1838 11733 (bp)
Exon Splice donor Intron Splice acceptor Exon
1 ATCAACTCCCCAGCGCCTAGCCAGCAG gtaagctcgg - - - tctttttcag GTTTTGTCCACCTCGTAGTGCTTTAGA 2
304 311
2 TCC TTG GGG GAG GAA ATC G gtgggtcceg - - - gtgcccttag AT TCT CAT GAT GCA GTT TTG AGA 3
Ser Leu Gly Glu Glu Ile (Asp) Ser His Asp Ala Val Leu Arg
336 343
3 GTA CGC ATC ATT AAT TCT CAG gtaagatgga - - - atgcttacag ATT CTG GCC AAC CCC AGC CAT 4
Val Arg Ile Ile Asn Ser Gln Ile Leu Ala Asn Pro Ser His
370 377
4 TAT TCT GCC AAT CTT RAC CTG gtaagtgttt - - - tttgtttcag TGG TAT AAG AAG CCA GAT TAC 5
Tyr Ser Ala Asn Leu Asn Leu Trp Tyr Lys Lys Pro Asp Tyr
429 436
5 CCA TCT TCT GGT TTT ATT G gtacgtgtgt - - - teccttgtcag GA ATC CTC ATC ATG ATG TCC ATG 6
Pro Ser Ser Gly Phe Ile (Gly) Ile Leu Ile Met Met Ser Met

Fig. 6. Genomic organization of the mouse ST6Gal II gene. A,
the genomic organization of the ST6Gal II gene predicted by the
BLAST search is shown. The protein coding region and untranslated
region are shown by filled rectangles and open rectangles, respec-
tively. B, the nucleotide sequences comprising the splice sites are

Vol. 134, No. 2, 2003

shown. The derived amino acid sequence is shown below the nucle-
otide sequence. The conserved amino acid residues in the mouse
ST6Gal I and II genes are underlined. The numbering of amino acid
residues starts at the initiator methionine, as +1.
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Sialyl motif S Sialyl motif VS

ST6Gal T WHKCAVVSSAGSLKNSQLGREIPNHDAVLRFNGAPTDN-FQODVGTKTTIRLVNSQ PSSCGMLET T ITMMTLCDQVDIYEFLPSKR HPLLFEK
ST6Gal II LSSCAVVMSAGAILNSSLGEEItSHDAVLRFNSAP’I‘RGfYEKDVGNKT’I‘VRI INSQ PSSGFItILIMMSMCKEVHVYEYIPSVR HPLLYEK
8T6GalNAC I CITCAVVGNGGILNDSRVGREIDSHDYVFRLSGAVIKG-YEQDVGTRTSFYGFTAF PTTGALLLLTALHLCDKVSAYGFITEGH HDFRLER
STeGalNAc II CIRCAVVGNGGILNGSRQGQKIDAHDYVFRLNGAITEA-FERDVGTKTSFYGFTVN PSTGALMLLTALHTCDQVSAYGFITNNY HDLSLEA
ST3Gal I CRRCAVVGNSGNLKDSSYGPEIDSHDFVLRMNKAPTVG-FEADVGSRTTHHLVYPE PSTGILSIIFSIHICDHVDLYGFGADSK HDGDFEY
ST3Gal IT CRRCAVVGNSGNLRGSGYGQEVDSHNF IMRMNQAPTVG-FEKDVGSRTTHHFMYPE PSTGMLVLFFALHVCDEVNVYGFGADSR HDADFEA
ST3Gal III CRRCIIVGNGGVLANKSLGSRIDDYDIVIRLNSAPVKG-FERDVGSKTTLRITYPE PTLGSVAVTMALHGCDEVAVAGFGYDMN HSIQREK
ST3Gal IV CRRCVVVGNGHRLRTSSLGGVINKYDVVIRLNNAPVAG-YEGDVGSKTTIRLFYPE PTTVLLAITLALHLCDLVHIAGFGYPDA HNVSQEA
ST3Gal VvV CKRCVVVGNGGILHGLELGHALNQFDVVIRLNSAPVEG-YSEHVGNKTTIRMTYPE PTIGVIAVVLATHLCDEVSLAGFGYDLS HNVTTET
ST3Gal VI CKRCVVVGNGGVLKNKTLGATIDSYDVIIRMNNGPVLG-HEEEVGTRTTFRLFYPE PTTGIIAITMAFHICSEVHLAGFKYNFY HNLTAEQ
ST8Sia I LKKCAVVGNGGILKMSGCARQIDEPNFVMRCNLPPLSSEYTRDVGSKTQLVTANPS LSTGLFLVSAALGLCEEVSIYGFWPFSV HAMPEEF
ST8Sia V FKKCAVVGNGGILKNSGCGKEINSADFVFRCNLPPISGIYTTDVGEKTDVVTVNPS ISTGLSLVTAALELCEEVHLFGFWAFPM HAMPSET
ST8Sia VI YNQCAVVGNGGILNKSLCGAEIDKSDFVFRCNLPPITGSASKDVGSKTNLVTVNES LSTGLMIASVAVELCENVKLYGFWPFSK HQMPKEY
ST8Sia II FQTCAIVGNSGVLLNSGCGQEIDTHSFVIRCNRAPVQE-YARDVGLKTDLVTMNPS PTTGLLMYTLATRFCNQIYLYGFWPFPL HTMPLEF
ST8Sia IV FKTCAVVGNSGILLDSGCGKEIDSHNFVIRCNLAPVVE-FAADVGTKSDFITMNPS PSTGLLMYTLATRFCDEIHLYGFWPFPK HRMPLEF
ST8Sia IIT YNVCAVVGNSGILTGSQCGQEIDKSDFVSRCNFAPTEA-FHKDVGRKTNLTTFNPS LSTGILMYTLASATCEETHLYGFWPFGF HQLPAEF

ST6GalNAc III
ST6GalNAc IV
ST6GalNAc V

ST6GalNAc VI

Fig. 7. Split patterns of sialyl motifs. The split positions of exons
encoding sialyl motifs are indicated by vertical lines. The highly con-

parison of the exon/intron boundaries and exon sizes
indicated that the ST6Gal I and II genes have similar
genomic structures (Figs. 6 and 8).

DISCUSSION

In this study, we have cloned a second type of mouse -
galactoside a2,6-sialyltransferase, ST6Gal II, and char-
acterized it. As shown in this study, mouse ST6Gal II
exhibits activity toward oligosaccharides containing the
Galp1,4GlcNAc structure at the nonreducing end of their
carbohydrate groups, but exhibits weak or no activity
toward glycoproteins and glycolipids, respectively. This
substrate specificity is similar to that of human ST6Gal
II (16, 17). On the other hand, ST6Gal I has been shown
to exhibit broad substrate specificity toward glycopro-
teins, glycolipids, and oligosaccharides. In addition, the
expression patterns of the ST6Gal I and II genes are dif-
ferent. These findings suggest that physiological func-
tions of ST6Gal I and II may be different from each other.
For example, ST6Gal I knockout mice exhibited great
loss of cell surface Siaa2,6Galp1,4GlcNAc structures and
hallmarks of severe immunosuppression (27). These find-
ings indicate that ST6Gal II is hardly involved in the pro-
duction of cell surface Sian2,6Galp1,4GlcNAc structures
and can not compensate for the missing ST6Gal I activity
in the immune system. Judging from the in vitro sub-
strate preference of ST6Gal I, it is possible that its main
physiological substrates are oligosaccharides containing
the GalB1,4GlcNAc structure at the nonreducing end.
However, although it was relatively weak, ST6Gal II
exhibited activity toward some glycoproteins in vitro
(Table 1). So there remains the possibility that some glyc-
oproteins and/or glycolipids, which were not examined in
this study, are specifically sialylated by ST6Gal II in vivo.
Since the expression of the ST6Gal II gene is very
restricted, the expression of such substrate molecules
may also be very restricted. Therefore, sialylglycoconju-
gates produced by ST6Gal II may not have been detected
on analyses of ST6Gal I knockout mice so far. The gener-
ation of knockout mice and identification of in vivo sub-

CNHCAIVSNSGQMVGQKVGEEIDHASCIWRMNNAPTKG-FEEDVGYMTMVRVVSHT
CHSCAVVSNSGOMLGSGLGAQIDGAECVLRMNQAPTVG-FEEDVGQRTTLRVISHT
CKDCALVTSSGHLLRSQQGPHIDQTECVIRMNDAPTRG~YGLDVGNRTSLRVIAHS
CNQSVI ITSSSHLLGTKLGPEIERAECTIEMI\IDAPTSG—YSADY(*SNKTTFRVVAHS

LSTGWFTFILAMDACYSIHVYGMINETY HRFITEK
LSTGWFTMIPALELCEETIVVYGMVSDSY HRFITEK
LSTGWFTMTIALELCDRIDVYGMVPPDF HRFITEK
LS‘I‘GWF’I‘MVIAVEL(;DHVHVYGMVPPDY IERFIT]EK

served amino acid residues are indicated by asterisks.

strates of ST6Gal II are needed for elucidation of the
physiological function of ST6Gal II.

Although the main substrates of ST6Gal I in vivo have
been considered to be glycoproteins, it is also likely that
ST6Gal I is significantly involved in the synthesis of
sialyloligosaccharides in some tissues. Because our in
vitro analysis showed that ST6Gal I can sialylate not
only Galpl,4GlcNAc and lacto-N-neotetraose but also
Galp1,3GlcNAc, Galp1,3GalNAc, lactose and lacto-N-tetra-
ose, whereas ST6Gal II cannot sialylate Galp1,3GlcNAc,
Galp1,3GalNAc, lactose or lacto-N-tetraose (Fig. 3 and
Table 1). These findings suggest that some kinds of sialy-
loligosaccharides are produced by ST6Gal I only. For
example, 6'-sialyllactose in mouse milk should be synthe-
sized by ST6Gal I judging from the substrate specificity
of this enzyme and the expression of this gene in the lac-
tating mammary gland (Figs. 3 and 5B, and Table 1).

Sialyloligosaccharides are considered to play impor-
tant roles in physiological functions in infancy, such as in
growth and development (28). Moreover, it has been
reported that some sialyloligosaccharides in human milk
have growth-promoting effects on bifidobacteria and
lactobacilli present in the intestinal flora and inhibitory
activity against the binding of cholera toxin B subunit to
its receptor, GM1 (28). The predominant bifidobacteria
flora in the intestinal tract is considered to inhibit the
growth of harmful bacteria, such as pathogenic strains of
Escherichia coli, and to protect infants against gastroin-
testinal diseases. Many Sia-binding pathogens exhibit a
preference for the a2,3-sialyl linkage (29), but it is con-
sidered that compounds containing an a.2,6-sialyl linkage
may act as decoys or smoke screens to foil potential path-
ogens (30). Therefore, it is possible that sialyloligosaccha-
rides produced by ST6Gal I in mouse milk contribute to
the growth, development and maintenance of the intesti-
nal flora, and protection against enteric infections.

On the other hand, the biological importance of sialylo-
ligosaccharides produced by ST6Gal II is unclear at
present. But expression of the ST6Gal II gene seems to be
developmentally or tissue-specifically regulated (Fig. 5),
suggesting that sialyloligosaccharides produced by
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(Essential substrates)

ST6Gal II may also play important roles in various bio-
logical phenomena, such as in growth and development.
We are trying to analyze the physiological function of
ST6Gal 11 in detail now.

At present, 20 mouse sialyltransferase genes have
been identified. To clarify the genetic and evolutional
relations of these genes, we have performed an extensive
data base search, and obtained information on the chro-
mosomal localization and genomic organization of these
genes. This is the first report on the chromosomal locali-
zation and genomic organization of the 20 mouse sialyl-
transferase genes. The results are summarized in Fig. 8.
Genomic structural analysis of the ST6Gal II gene
revealed that it has a similar genomic structure to the
ST6Gal I gene, suggesting that these genes have a com-
mon ancestral gene. The split patterns of the coding
sequences for sialyl motifs L and S of these genes are dif-
ferent from those of other sialyltransferase genes (Fig. 7),
also suggesting that the ST6Gal I and II genes may have
evolved independently or differently from the most
ancestral sialyltransferase gene. Besides the ST6Gal 1
and II genes, there are several sets of sialyltransferase
genes that encode similar enzymes and have similar
genomic structures. Among them, the ST6GalNAc I and
II genes, ST6GalNAc III and V genes, and ST6GalNAc IV
and VI genes are located close to each other on chromo-
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somes 11, 3, and 2, respectively (Fig. 8), suggesting that
each gene pair is closely related from an evolutional
standpoint. Probably each gene pair arose from a com-
mon ancestral gene through tandem duplication. It
should be noted that the genome sizes of each gene pair
are also relatively similar to each other (Fig. 8). This sit-
uation as to the ST6GalNAc-family has also been
observed for the human genome (16). On the other hand,
other pairs of similar sialyltransferase genes, such as the
ST6Gal I and II genes, are not located on the same chro-
mosome. This suggests that these genes arose from a
common ancestral gene through gene duplication and
were subsequently dispersed in the mouse genome
through translocation. From a genomic structural point
of view, the four sialyltransferase families (ST3Gal-,
ST6Gal-, ST6GalNAc-, and ST8Sia-families) can be fur-
ther subdivided into seven groups (Fig. 8). The members
of each group show similar genomic structures and sub-
strate specificities. This also supports the idea that the
members of each group arose from a common ancestral
gene. It is interesting that all the so far cloned sialyl-
transferases each have a counterpart with similar enzy-
matic properties and genomic structure. The biological
significance of these multiple genes is unclear at present.
One interpretation is that they may be important for fine
control of the expression of sialylglycoconjugates, result-
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ing in a variety of developmental stage-specific and tis-
sue-specific glycosylation patterns. Characterization of
each sialyltransferase and analysis of the transcriptional
regulation of each gene will help elucidate the biological
significance of each sialyltransferase and the sialylglyco-
conjugates produced by them.
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