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Several lines of evidence favour the hypothesis that
intracellular biosynthetic protein transport in eukaryotes
is mediated by non-clathrin-coated vesicles (for a review
see Rothman and Orci, 1992). The vesicles have been
isolated and a set of their surface proteins has been
characterized as coat proteins (COPs). These COPs exist
in the cytosol as a preformed complex, the coatomer,
which was prior to this study known to contain six
subunits: four (c-, 8-, v- and §-COP) with molecular
weights between 160 and 58 kDa, and two additional
proteins of ~36 and 20 kDa, ¢- and £&-COP. Here we
describe a novel subunit of the coatomer complex,
B3'-COP. This subunit occurs in amounts stoichiometric
to the established COPs both in the coatomer and in non-
clathrin-coated vesicles and shows homology to the (-
subunits of trimeric G proteins.

Key words: biosynthetic protein transport/COPs/non-
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Introduction

Non-clathrin-coated vesicles have been implicated as carriers
of biosynthetic protein transport through the Golgi apparatus
(Malhotra et al., 1989; Serafini et al., 1991a) (for a review
see Rothman and Orci, 1992). These vesicles contain on their
surface a set of proteins named COPs (coat proteins). So
far, six COPs have been described: a-COP (~ 170 kDa),
B-COP (107 kDa), v-COP (~ 100 kDa), 6-COP ( ~ 58 kDa),
e-COP (~36 kDa) and £-COP (20 kDa). The individual
COP polypeptide chains form a soluble complex, the
coatomer, in the cytosol (Waters et al., 1991). Two of the
COPs have been described at a molecular level: 3-COP,
which shows homology to the 3-adaptin of clathrin-coated
vesicles (Duden et al., 1991; Serafini et al., 1991a) and +-
COP, which represents the mammalian homologue of the
yeast SEC21 gene product (Stenbeck et al., 1992). Sec21p
is required for the budding of ER to Golgi transport vesicles
(Kaiser and Schekman, 1990) and has been shown to exist
as a subunit of a yeast cytosolic complex that resembles the
mammalian coatomer (Hosobuchi et al., 1992). The
phenotype of the SEC2] mutant strongly suggests that the
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ER to Golgi transport vesicles in mammalian cells might be
formed by recruiting coatomer from a cytosolic pool which
they share with the Golgi transport vesicles. Thus, COP-
coated vesicles seem to mediate biosynthetic protein transport
from the ER via the various stations of the Golgi up to at
least the trans Golgi network.

Recently the first molecular details have emerged
underlying the mechanisms of coat formation and budding:
ADP ribosylation factor (ARF), a cytosolic small GTP-
binding protein, is a constituent of the coat of non-clathrin-
coated vesicles, but it is not a constituent of the cytosolic
coatomer itself (Serafini et al., 1991b). Binding of ARF is
a prerequisite for the binding of coatomer to Golgi
membranes (Donaldson et al., 1991; Orci et al., 1991), a
process that is inhibited by the antibiotic brefeldin A
(Donaldson et al., 1992a). Cytosolic ARF carries a GDP
molecule (Kahn and Gilman, 1986) which has to be
exchanged for GTP in order to enable ARF to bind to the
Golgi membrane. This exchange is mediated by a Golgi
enzyme that is inhibited by brefeldin A (Donaldson et al.
1992b; Helms and Rothman, 1992). Recruitment of
coatomer to the membrane thus requires GTP. Additional
G proteins are likely to be involved in vesicular transport
(reviewed by Pfeffer, 1992).

There seems to be one copy of each COP present in a
single coatomer complex, except for 3-COP, whose broad
and more intense Coomassie staining suggested either a 2:1
stoichiometry or the presence of another protein of similar
molecular weight. In order to assess the actual composition
of the coatomer complex we have separated its subunits in
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Fig. 1. Analysis of the 100 kDa COP family by SDS—PAGE and
immunoblotting. (Left) Comparison of the separation of purified
coatomer in 6% acrylamide gels either with an acrylamide to
N,N'-methylene-bisacrylamide ratio of 37.5:1 (lane 2) or with a ratio
of monomer to crosslinker of 100:1, and additional 6 M urea in the
separating gel (lane 4). In lane 2 the COPs are designated according to
Serafini et al. (1991a) and Waters et al. (1991). The three proteins
around 100 kDa in lane 4 were identified by protein sequence analysis
(see text) and immunoblotting (see below). (Right) Immunological
identification of 3-COP and 3'-COP in coatomer separated on a 6%
acrylamide gel as in lanes 3 and 4. Lane 5, immunoblot using the
anti-3-COP monoclonal antibody M3AS. Lane 6, immunoblot using
the polyclonal antibody C1-PL directed against the N-terminal 12
amino acids of 3'-COP. In the urea-containing gel system the two
bands with apparent molecular weights of 96 and 105 kDa shown in
lane 2 were clearly separated into three bands migrating with apparent
molecular weights between 105 and 110 kDa (lane 4).
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EDMANCYCLE: 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15
a: PLRLDI KRKLTAXSD
b: - - - LDI KRKLTA

Fig. 2. N-terminal amino acid sequences of 3’-COP (Figure 1,

lane 4). Line a: protein isolated from coatomer. Line b: protein
isolated from non-clathrin-coated vesicles. The first three amino acids
released during the sequencing of the vesicle-derived material could
not be firmly attributed, probably due to the low quantity of protein
sequenced. From step four onwards the improved background allowed
the unambiguous identification of the phenylthiohydantoin amino acids
until cycle 12.

a modified electrophoretic system. Here we report the
detection of an additional stoichiometric coatomer component
of 102 kDa. Furthermore we describe the complete cDNA
sequence coding for this novel coat protein, named 3'-COP,
and show that 3'-COP is a constituent of both the coatomer
and the non-clathrin-coated Golgi transport vesicles. The
cDNA-derived N-terminal third of 3’-COP is made up of
five repeats typical of the 3-subunits of trimeric G proteins.

Results

Identification of a novel COP present in both
coatomer and transport vesicles

Coatomer from bovine brain cytosol (Waters et al., 1991)
as well as that from transport vesicles (Serafini ez al., 1991a)
is slightly heterogeneous on SDS gels in the region where
B-COP migrates (Figure 1, lane 2). In our attempt to
improve the resolution of this region, we used a modified
gel system containing urea (Ahle and Ungewickell, 1989)
and an increased ratio of acrylamide to bisacrylamide
(100:1). In this system, a triplet of clearly separated bands
appears (Figure 1, lane 4). The lower protein in this triplet
represents 3-COP, as revealed by its reaction with the
monoclonal antibody M3A5 (Duden et al., 1991) in a
Western blot (Figure 1, lane 5). After blotting to glass fibre
support, the three proteins were subjected to N-terminal
microsequencing. The material attributed to 5-COP turned
out to be blocked N-terminally, as was expected (Duden
et al., 1991). Likewise, the protein of the upper band, v-
COP, is blocked. The N-terminal amino acid sequence of
the material in the middle band is shown in Figure 2, line
a. N-terminal sequencing of the corresponding protein
obtained from isolated transport vesicles (Serafini er al.,
1991a) did not allow identification of the amino acids
released in the first three Edman steps, but from step four
onwards, the peptide sequence shown in line b of Figure 2
was obtained; it is identical to the upper sequence from step
four to step 12. Thus, the additional protein present in
coatomer is a constituent of non-clathrin-coated transport
vesicles as well. The apparent molar ratios of the coatomer
subunits at ~100 kDa as determined by densitometric
scanning of the gels stained with Coomassie blue are 0.5
for v-COP, 1.0 for the middle protein, which we have named
B'-COP, and 0.7 for 3-COP. Polyclonal rabbit antibodies
directed against a synthetic peptide corresponding to the first
12 amino acids were used after immunoaffinity purification
for an immunological analysis of the novel coat protein by
Western blotting and immunocytochemistry. As depicted in
Figure 1, lane 6, the antibodies react exclusively with the
middle protein of the triplet. Electron microscopy of isolated
Golgi stacks derived from CHO cells treated with AIF,~
using the immunogold method (Orci et al., 1989) with the
B'-COP peptide antibody (C1-PL) shows a clear-cut
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Fig. 3. Immunoelectron-microscopic localization of 3-COP (a) and
B’-COP (b) to the coat of non-clathrin-coated vesicles. CHO Golgi
membranes were incubated in AlF,~ to allow coated vesicles to
accumulate (Orci ez al., 1989). Immunolabelling was performed on
ultrathin cryosections using affinity-purified anti-EAGE antibodies (a
gift from Thomas Kreis) (panel a) or affinity-purified C1-PL antibodies
(panel b). Protein A—gold was used to localize bound antibodies.
Numerous immunogold particles are associated with the periphery of
non-clathrin-coated vesicles and buds. Magnifications: (a) 49 300X%;
(b) 46 000X

1 PLBLDIKRKL TARSDRUKSU DLHPTEPWML ASLYNGSUCU WNHETQTLUK
51 TFEVCDLPUR AAKFUARKNW VWUTGADDMQI RUFNYNTLER UHMFEAHSDY
101 IRCIAVHPTQ PFILTSSDDM L IKLWDHDKK WSCSQUFEGH THYUMQIV|IN
151 PKDNNQFASA SLDRTIKUHQ LGSSSPNFTL EGHEKGUNCI DYYSGGDKPY
201 LISGADDRLY KIWDYQNKTC UQTLEGHAQN USCASFHPEL PI | 1TGSEDG
251 TURIWHSSTY RLESTLNYGM ERVHCUASLR GSNNUALGYD EGS!IUKLGR
301 EEPAMSMDAN GK| IWAKHSE UQQANLKAMG DAEIKDGERL PLAUKDMGSC
351 EIYPQTIQHN PNGRFUUUCG DGEY!IYTAM ALRNKSFGSA QEFAMHAHDSS
401 EYAIBESNSV UKIFKNFKEK KSFKPDFGAE S|YGGFLLGY RSUNGLAFYD
451 MWENTELIRRI EIQPKHIFHS DSGELVUCIAT EESFFILKYL SEKULARQET
501 HEGUTEDGIE DGFEVLGEIQ EIUKTGLHUG DCFiYTSSUN RLNYYUGGE |
551 VUTIAHLDRTH YLLGYIPKDN RLYLGDKELN 1USYSLLUSU LEYQTAUMRR
601 DFSMADKULP TIPKEQRTRVU AHFLEKQGFK QQALTUSTDP EHRFELALQL
651 GELKIAYQLA VEAESEQKWK QLAELAISKC PFGLAQECLH HAQDYGGLLL
701 LATASGNASHM UNKLAEGAER DGKNNUAFMS YFLQGKLDAC LELL IRTGRL
751 PEAAFLARTY LPSQUSRUVK LMRENLSKUN QKRAESLADP TEYENLFPGL
801 KEAFUVEEWU KETHADLWPA KQYPLUTPNE ERNUMEEAKG FQPSRSAAQQ
851 ELDGKPASPT PVIUTSQTAN KEEKSLLELE UDLDNLEIED IDTTDINLDE
901 DILDD

Fig. 4. cDNA-derived amino acid sequence of 8'-COP. Peptides as
known from microsequence analysis are underlined.



EVCDLPVRAAKFVAR-KN-WVVTGADDMQIRVFNYNTLERVHMF
EAHSDYIRCIAVHPTQ--PFILTSSDDMLIKLWDWDKKWSCSQVF
EGHTHYVMQIVINPKDNNQ-FASASLDRTIKVWQLGSSSPNNFTL
EGHEKGVNCIDYYSGGDKPYLISGADDRLVKIWDYQNNKTCVQTL
EGHAQNVSCASFHPEL--PIIITGSEDGTVRIWHSSTYRLESTLNY

A novel subunit of coatomer
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8°-COP E[G HA Q N|V|s C A S|F|H[PJEL P I I ElpjelT] 251
CORONIN E sonx'rlgcsuuunlg]sox T C K|D{K K 195
TUP1 olc 1l e o plzjy[s|u olyJr(P)slelp k L{v[S[GS)G|DJr(T) S08
4 PCA)----- e e e e e mmc e a e a s 619
B-TRANSDUC IN DQE-=-------cccncncna 260
8°-coP L o 1 R 21
CORONIN KNSRAJ/TFAKDKVITVGFSKTSERELHIYD 245
TPt [ R I I S 519
coC4 G LRLSDKLVSAAADGS G[WD AN D - 661
B-TRANSDUC IN SRS -[G]RIL]L L[AG)Y D|D|F N IWDAMKG 302
B°-CoP GYDEGSTIVKLGR|E[EP S M]D AJN G K 312
CORONIN DADNSILYLKGDGN Y[YE[CVDE 294
TUP { Vs pco[cIkly]t ala cfs L{Dfr A vlWDjSETG 559 B

Fig. 5. Homology of 3'-COP to the 3-subunit motif. (A) Five stretches of 3'-COP homologous to the $-subunit motif are depicted and aligned with
the consensus sequence of this motif in trimeric G proteins. Optimal alignment was achieved by manually introducing a few gaps into four of the

five segments. The positions of the segments within the amino acid sequence

of B'-COP are given in brackets. The resulting repeated motif of

B’-COP is shown below and is aligned with the established motif of the trimeric G protein 3-subunits. o stands for hydrophobic and neutral amino

acids; the single letter code for amino acids is used. (B) Sequence alignment

of the N-terminal domain of 3’-COP with 3-subunit repeats of various

proteins. Comparison of the amino acid sequences of CDC4, $-transducin (Fong et al., 1986), coronin (de Hostos er al., 1991) and TUP1 (Williams

and Trumbly, 1990). Amino acid residues are boxed if three of the five in a
residue of each protein are given in the right-hand column.

localization to the non-clathrin-coated vesicles (Figure 3b).
The same labelling pattern was obtained with the anti-3-COP
peptide antibody (EAGE) demonstrating co-localization of
these two COPs (Figure 3a).

cDNA-derived sequence of the novel coatomer
subunit

In order to characterize 3'-COP better, tryptic peptides were
prepared according to Serafini et al. (1991a) and sequenced.
An oligonucleotide probe designed based on one of these
peptides was used to screen a Agtl0 cDNA library from
bovine brain. The largest insert comprised an open reading
frame (ORF) of 2637 bp; this spanned ~97% of the
complete ORF (2715 bp). The RACE procedure (Frohman
et al., 1988) was used to obtain the missing 3% (60 bp at
the 5’ and 20 bp at the 3’ end of the cDNA). The cDNA-

given match column are conserved. Sequence positions for the rightmost

derived amino acid sequence is shown in Figure 4. The
cDNA contains an ORF predicted to encode a protein of
918 amino acid residues. As microsequencing from a blot
had shown that the N-terminal amino acid is a proline residue
(Figure 2), the mature polypeptide chain of 3’-COP consists
of 905 amino acid residues (M, = 102 041 Da) consistent
with its apparent M, of ~ 100 kDa on SDS gels. Sequence
comparison (Swissprot and PIR databases) revealed striking
homology to a variety of regulatory proteins that share motifs
of the 3-subunits of trimeric G proteins (Figure 5B). This
homology is not spread along the complete sequence but is
restricted to the N-terminal third of the deduced protein
(Figure 5A). 3-Subunit motifs are repeated five times in this
stretch, with closest similarities to Saccharomyces cerevisiae
TUP1 (Williams and Trumbly, 1990), S.cerevisiae CDC4,
and B-subunits of mammalian trimeric G proteins (Fong
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et al., 1986) (Figure 5A). In single peptide stretches (~ 60
amino acids long) up to 40% identical amino acid residues
are found. If conserved amino acid changes are considered,
similarities of up to 67% are obtained.

Discussion

We have shown that the coatomer from mammalian
cytoplasm contains a previously undetected component,
B'-COP, in addition to the a-, -, ¥-, 6-, ¢- and £&-COPs.
The coatomer complex is formed by association of the seven
COP subunits in stoichiometric amounts. The same pattern
of COPs, including 3'-COP, is also present in non-clathrin-
coated vesicles.

The N-terminal third of 8’-COP is made up of five
repeated motifs typical of the §-subunits of trimeric G
proteins (WD-40 repeats, for reviews see van der Voorn and
Ploegh, 1992, and Duronio ef al., 1992). It is striking that
such a domain is found in a protein of the size of 3'-COP
(~100 kDa). However, this is not without precedent.
Structurally related proteins that are much larger than the
conventional 3-subunits of ~36 kDa are known in several
organisms. They contain from three [Dictyostelium
discoideum coronin, 55 kDa (de Hostos e? al., 1991)] to six
[yeast CDC4, 86 kDa (Fong et al., 1986)] repeated motifs.
The 3-subunits of trimeric G proteins themselves show eight
such repeats.

The precise functions of these large proteins containing
repeated motifs of the 3-subunit type are not known. As in
B'-COP, the motifs are clustered, although in most cases
within the C-terminal half of the protein.

What could be a general function of the repeated motif
domains in the (3-subunit? Analogous to the trimeric G
protein complexes, many of the multidomain proteins that
contain such 3-repeat motifs have been shown to represent
parts of protein complexes that mediate various cellular
events. The yeast protein TUP1 (a S-repeat protein) forms
a complex with Ssn6 (CYCS8) which interacts with an
appropriate DNA-bound protein resulting in the repression
of transcription (Williams et al., 1991; Keleher et al., 1992).
A mammalian protein with the characteristic (-repeat
(Takagaki and Manley, 1992) is a 50 kDa subunit of the
human cleavage stimulation factor (CstF) required for
polyadenylation of pre-mRNA. CstF is a multimeric protein
complex of three distinct subunits of 77, 64 and 50 kDa.
The 50 kDa subunit may be responsible for the reversible
interaction of CstF with other protein factors involved in
RNA adenylation (Takagaki and Manley, 1992). The activity
of such complexes may be regulated by controlled
dissociation/association of their subunits. This reaction is not
necessarily dependent on GTP as in the trimeric G protein
complexes.

What might be the function of the §-repeat domain in
3’-COP? Bearing in mind that proteins with this structural
motif can generally form specific complexes, one might
speculate that the repeated motifs in 3’-COP represent a
binding site for the contact with another coatomer subunit,
thereby stabilizing the complex, or that they represent the
linking elements that bind the coatomer to the Golgi
membranes. Recalling that the release of coatomer from the
membrane requires the hydrolysis of GTP (Melangon e al.,
1987; Orci et al., 1989), one simple explanation would be
that the B-repeat domain of 3'-COP is involved in this
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reversible binding of the coatomer to ARF, which of the
small G proteins is most similar in sequence to Go: (Sevell
and Kahn, 1988). In contrast to Ge, in this case ARF would
bind to a 3-like domain (in coatomer/3’-COP) in its GTP-
bound form, and ARF would dissociate from this site of
coatomer when GTP is hydrolysed, helping to control the
coating and uncoating processes.

In order to understand fully the process of coating and
budding, it will be necessary to examine the complete set
of components involved. Previously it has been shown that
ARF-GTP and coatomer are the only effectors needed for
the generation of coated buds and vesicles in an in vitro
system consisting of isolated rabbit liver Golgi membranes
(Palmer et al., 1993). Therefore, knowledge of the
molecular structure of every COP, and specifically a
functional characterization of individual domains, such as
the repeated motif domain of 3'-COP, will help to explain
these initiating steps of vesicular transport at a molecular
level.

Materials and methods

Isolation of Golgi-derived coated vesicles and coatomer
Non-clathrin-coated vesicles were obtained using rabbit liver Golgi as a
membrane source and cytosol from bovine brain as described by Serafini
et al. (1991a). ‘Coatomer’, the cytosolic protein complex containing subunits
of non-clathrin-coated vesicles, was prepared from bovine brain cytosol by
the procedure of Waters et al. (1991).

SDS - PAGE, protein sequencing and immunoblotting

Purified proteins from Golgi-derived vesicles and coatomer were separated
on 6% SDS—polyacrylamide gels under reducing conditions according to
Laemmli (1970) or using a modified separating gel (Ahle and Ungewickell,
1989). The ratio of acrylamide to N,N'-bisacrylamide was increased to 100:1
and 6 M urea was added. For protein sequencing ~ 100 ug of protein was
fractionated on a 1.5 mm thick gel and electroblotted onto Glassybond
membranes (Biometra) in a Bio-Rad semi-dry apparatus. The Coomassie-
stained (3'-COP was excised and sequenced using an Applied Biosystems
gas phase sequencer with on-line HPLC detection (Eckerskorn et al., 1988).
For analytical purposes ~5 pg of purified protein was subjected to
SDS—PAGE in a minigel and directly stained with Coomassie blue.
Densitometric scanning was performed on a Joyce—Loebl scanning
densitometer. Immunostaining was performed after transfer onto PVDF
membranes (Millipore) according to Kyhse-Andersen (1984). The membrane
was preblocked with 5% (w/v) non-fat milk in PBS and cut into two identical
halves. One half was incubated with the monoclonal anti-3-COP antibody
M3AS at a dilution of 1:150. The other half was incubated with the affinity-
purified anti-3’-COP peptide antibody C1-PL at a dilution of 1:1000.
Peroxidase-conjugated secondary antibodies were used as a detection system.

Antibodies

Antibodies directed against the N-terminal sequence of B'-COP
(PLRLDIKRKLTA) were prepared by immunizing rabbits with this peptide
coupled to keyhole limpet haemocyanin by glutaraldehyde (Kreis, 1986).
The antibodies were affinity-purified on the peptide coupled to epoxy-
activated Sepharose 6B (Pharmacia). The mouse monoclonal antibody M3A5
and the anti-EAGE antibody, both directed against 3-COP, were kindly
provided by Thomas Kreis.

Electron microscopy

CHO Golgi membranes were incubated with AIF,~ as described by Orci
et al. (1989). The membranes were fixed for 30 min on ice by overlaying
the pellet with 1% glutaraldehyde in 0.1 M phosphate buffer pH 7.4.
Ultrathin sections were prepared from part of the pellets and immunolabelling
was performed as described previously (Orci et al., 1986). The anti-3’-COP
antibody was used at a dilution of 1:5; the anti-EAGE antibody was diluted
1:40.

Isolation of cDNA clones and sequencing

Tryptic peptides from coatomer (3’'-subunit, isolated as described above,
were prepared and sequenced according to Serafini er al. (1991a). The
degenerate oligonucleotide gtgatgca(g,a)at(c,a,t)gtnat(c,a,t)aa(c,t)cccaa



corresponding to amino acids 144—152 was used as a probe to screen
1.2 X106 plaques of a randomly primed Agt10 bovine brain cDNA library
(Clontech). Hybridization and washing were performed at 60°C in 6 X SSC
(Sambrook et al., 1989). Five positive clones were sequenced in the
M13mp18 system (Sambrook et al., 1989) with Sequenase (USB) according
to the protocol suggested by the manufacturer, using walking primers. The
largest insert comprised an ORF of 2637 bp, corresponding to 97% of the
complete ORF. The 5'- and 3’-ends were completed by the RACE method
(Frohman er al., 1988), using bovine mammary gland epithelial cell RNA
as the template. RACE products were cloned into M13mp18 and several
clones were sequenced as described above.

Acknowledgements

We thank Thomas Kreis for the monoclonal antibody M3AS and the anti-
EAGE antibody, Ansgar Briining and Chris Sanders for helpful discussions,
and James E.Rothman for critically reading the manuscript. This work was
supported by the German Research Fund (DFG), the Human Frontier Science
Program (HFSP) and the Swiss National Science Foundation (L.O.).

References

Ahle,S. and Ungewickell,E. (1989) J. Biol. Chem., 264, 20089 —20093.

de Hostos,E.L., Bradtke,B., Lottspeich,F., Guggenheim,R. and Gerisch,G.
(1991) EMBO J., 10, 4097—4104.

Donaldson,J.G., Kahn,R.A., Lippincott-Schwartz,J. and Klausner,R.D.
(1991) Science, 254, 1197 —1999.

Donaldson,].G., Cassel,D., Kahn,R.A. and Klausner,R.D. (1992a) Proc.
Natl. Acad. Sci. USA, 89, 6408 —6412.

Donaldson,J.G., Finazzi,D. and Klausner,R.D. (1992b) Nature, 360,
350-352.

Duden,R., Griffiths,G., Frank,R., Argos,P. and Kreis,T.E. (1991) Cell,
64, 649—665.

Duronio,R.J., Gordon,J.I. and Boguski,M.S. (1992) Proteins Struct. Funct.
Genet., 13, 41-56.

Eckerskorn,C., Mewes,W. Goretzki,H. and Lottspeich,F. (1988) Eur. J.
Biochem., 176, 509—519

Fong,H.K.W., Hurley,J.B., Hopkins,R.S., Miake-Lye,R., Johnson,M.S.,
Doolittle,R.F. and Simon,M.1. (1986) Proc. Natl. Acad. Sci. USA, 83,
2162-2166.

Frohman,M.A., Dush,M.K. and Martin,G.R. (1988) Proc. Natl. Acad.
Sci. USA, 85, 8998 —9002.

Helms,J.B. and Rothman,J.E. (1992) Nature, 360, 352 —354.

Hosobuchi,N., Kreis,T. and Schekman,R. (1992) Nature, 360, 603 —605.

Kahn,R.A. and Gilman,A.G.J. (1986) J. Biol. Chem., 261, 7907 —7911.

Kaiser,C.A. and Schekman,R. (1990) Cell, 61, 723 —733.

Keleher,C.A., Redd,M.J., Schultz,J. Carlson,M. and Johnson,A.D. (1992)
Cell, 68, 709-719.

Kreis, T.E. (1986) EMBO J., 5, 931—941.

Kyhse-Andersen,J. (1984) J. Biochem. Biophys. Methods, 10, 203 —209.

Laemmli,U.K. (1970) Nature, 227, 680—685.

Malhotra,V., Serafini,T., Orci,L., Shephard,J.C. and Rothman,J.E. (1989)
Cell, 58, 329—-336.

Melangon,P., Glick,B.S., Malhotra,V., Weidman,P.J., Serafini,T.,
Gleason,M.L., Orci,L. and Rothman,J.E. (1987) Cell, 51, 1053 —1062.

Orci,L., Glick,B.S. and Rothman,J.E. (1986) Cell, 46, 171 —184.

Orci,L., Malhotra,V., Amherdt,M., Serafini,T. and Rothman,J.E. (1989)
Cell, 56, 357—368.

Orci,L., Tagaya,M., Ambherdt,M., Perrelet,A., Donaldson,].G.,
Klausner,R.D. and Rothman,J.E. (1991) Cell, 64, 1183—1195.

Palmer,D.J., Orci,L., and Rothman,J.E. (1993) J. Biol. Chem., in press.

Pfeffer,S. (1992) Trends Cell Biol., 2, 41—46.

Rothman,J.E. and Orci,L. (1992) Nature, 355, 409—415.

Sambrook,J., Fritsch,E.F. and Maniatis,T. (1989) Molecular Cloning: A
Laboratory Manual. 2nd edition. Cold Spring Harbor Laboratory Press,
Cold Spring Harbor, NY.

Serafini,T., Stenbeck,G., Brecht,A., Lottspeich,F., Orci,L., Rothman,J.E.
and Wieland,F.T. (1991a) Nature, 349, 215—-220.

Serafini,T., Orci,L., Amherd,M., Brunner,M., Kahn,R.A. and
Rothman,J.E. (1991b) Cell, 67, 239—253.

Sevell,J.L. and Kahn,R.A. (1988) Proc. Natl. Acad. Sci USA, 85,
4620—4624.

Stenbeck,G., Schreiner,R., Herrmann,D., Auerbach,S., Lottspeich,F.,
Rothman,J.E. and Wieland,F.T. (1992) FEBS Len., 314, 195—198.

Takagaki,Y. and Manley,J.L. (1992) J. Biol. Chem., 267, 23471 —23474.

van der Voorn,L. and Ploegh,H.L. (1992) FEBS Len., 307, 131—134.

A novel subunit of coatomer

Waters,M.G., Serafini,T. and Rothman,J.E. (1991) Nature, 349, 248—250.

Williams,F.E. and Trumbly,R.J. (1990) Mol. Cell. Biol., 10, 6500—6511.

Williams, F.E., Varanasi,U. and Trumbly,R.J. (1991) Mol. Cell. Biol., 11,
3307-3316.

Received on January 28, 1993; revised on March 10, 1993

Note added in proof
Harrison Lavoie et al. have independently identified the human cDNA of

B'COP (see accompanying paper). The EMBL database accession number
for B'COP is X72756.
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