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Background: Members of the p24 (p24/gp25L/emp24/Erp) family of proteins have been shown
to be critical components of the coated vesicles that are involved in the transportation of cargo
molecules from the endoplasmic reticulum to the Golgi complex. The p24 proteins form hetero-
oligomeric complexes and are believed to function as receptors for specific secretory cargo.

Results: Using sensitive sequence-profile analysis methods, we identified a novel -strand-rich
domain, the GOLD (Golgi dynamics) domain, in the p24 proteins and several other proteins with
roles in Golgi dynamics and secretion. This domain is predicted to mediate diverse protein-
protein interactions. Other than in the p24 proteins, the GOLD domain is always found
combined with lipid- or membrane-association domains such as the pleckstrin homology (PH),
Secl4p and FYVE domains.

Conclusions: The identification of the GOLD domain could aid in directed investigation of the
role of the p24 proteins in the secretion process. The newly detected group of GOLD-domain
proteins, which might simultaneously bind membranes and other proteins, point to the existence
of a novel class of adaptors that could have a role in the assembly of membrane-associated
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complexes or in regulating assembly of cargo into membranous vesicles.

Background

The Golgi complex is the central secretory organelle of most
eukaryotic cells and consists of membranous stacks called
cisternae [1,2]. Secreted proteins, like all other proteins, are
synthesized in the endoplasmic reticulum (ER) and are
specifically packaged into vesicles that bud off from the ER
in a GTP-dependent process [3,4]. These lipid vesicles are
coated with the COPII coat protein-complex and are
equipped with the ATP-dependent vesicle-fusion apparatus.
They carry the secretory cargo to the cis surface of the Golgi
complex, with which they fuse, delivering the cargo. A
second type of vesicle, coated by the COPI coat-protein
complex, is part of a retrograde pathway that buds off the

Golgi membrane and returns proteins that are not targeted
for secretion back to the endoplasm [3,4].

Studies on the secretory system in crown-group eukaryotes
(plants, animals and fungi) have uncovered a family of pro-
teins, the p24 (p24/gp25L/emp24/Erp) family, that have an
important role in cargo selection and packaging into COPII-
coated vesicles [5-8]. Additionally, they might also function
in excluding secreted proteins from COPI-coated retrograde
vesicles [9,10]. Members of the p24 family are type I mem-
brane proteins, with a small carboxy-terminal cytoplasmic
tail that interacts with the vesicle coat proteins and a globular
lumenal region that probably interacts with the cargo [11,12].




2 Genome Biology Vol 3 No5 Anantharaman and Aravind

They are abundantly distributed on the membranes of the
vesicles budding off the ER and the cis Golgi membranes. The
P24 proteins belong to at least four distinct subfamilies [8,12]
and form hetero-oligomeric complexes that contain at least
one member from each subfamily. This heteromerization of
the p24 proteins has been shown to require a coiled-coil
stretch at the extreme carboxyl terminus of their lumenal
regions [10].

Improved understanding of the p24 family may throw light
on evolution and function of the Golgi apparatus in eukary-
otes. With this objective, we conducted a computational
sequence analysis of the p24 proteins and show that they
contain a conserved globular domain that is also present in
several other Golgi and lipid-traffic proteins. We present evi-
dence that this module is likely to serve as a common
denominator in protein-protein interactions in several dis-
tinct contexts, such as in secretory vesicles and on the Golgi
peripheral membrane. The proliferation of this superfamily
appears to have been central to the diversification of the
eukaryotic secretory apparatus.

Results and discussion

Identification of a conserved domain in p24 and other
Golgi proteins

The bona fide p24 proteins contain a short carboxy-terminal
tail that interacts with the COP-complex proteins through
specific short peptide motifs. The amino-terminal region
that faces the lumen is much larger and is predicted to form
a compact globular unit. As this region of the protein is likely
to contain a conserved globular domain that mediates other
functional interactions of these proteins, we sought to inves-
tigate its complete diversity and potential evolutionary con-
nections. We carried out a profile search of the
Non-Redundant protein database (of the National Center for
Biotechnology Information, NCBI) using the PSI-BLAST
program [13], seeded with lumenal region of the Caenorhab-
ditis elegans p24 family member Ko8E4.6 (the profile-inclu-
sion threshold was set at 0.01 and the search iterated until
convergence). This search readily detected the classical p24
family members that are found in six to nine copies in the
proteomes of most organisms belonging to the eukaryotic
crown group. In addition, this search retrieved several other
proteins that do not belong to the p24 family with statisti-
cally significant expectation (E)-values (E < 0.001, see
Figure 1 legend). These proteins include yeast Osh3p, a cyto-
plasmic oxysterol-binding protein, animal Seci4-like pro-
teins that are involved in secretion, human GCP60 (also
called PAP7, a peripheral-type benzodiazepine receptor-
associated protein [14]), which interacts with the Golgi inte-
gral membrane protein Giantin, and several other
uncharacterized eukaryotic proteins with different lipid-
binding domains (Figure 1). Reciprocal searches initiated
with this region from the newly detected proteins showed
that they were more closely related to each other, but in

subsequent iterations they recovered the classic p24 family
members at significant E-values, suggesting that all these
conserved regions define a novel superfamily of protein
domains. Separate prediction of the secondary structure of
this domain from the p24 family and the newly detected pro-
teins, showed that the two groups had essentially the same
core structural elements, further reinforcing their relation-
ship. As this conserved domain is present in at least three
distinct classes of proteins related to Golgi dynamics (animal
Sec14 proteins, the p24 family and GCP60-like proteins), we
name this conserved region the GOLD domain.

The presence of the GOLD domain at the extreme amino or
carboxyl terminus of the Osh3p and animal Seci4 proteins,
respectively, allowed us to establish accurate boundaries for
it. The domain is typically between 90 and 150 amino acids
long and, in the p24 family, it comprises almost the entire
lumenal region, with the exception of an a-helical extension
of approximately 50 amino acids that precedes the trans-
membrane segment. Most of the size difference observed in
the GOLD-domain superfamily is traceable to a single large
low-complexity insert that is seen in some versions of the
domain. A secondary-structure prediction for the domain
using the PHD [15] program reveals that it is likely to adopt
a compact all-B-fold structure with six to seven strands.
Most of the sequence conservation is centered on the
hydrophobic cores that support these predicted strands. The
predicted secondary-structure elements and the size of the
conserved core of the domain suggests that it may form a
B-sandwich fold with the strands arranged in two B sheets
stacked on each other.

Experimental studies so far on diverse proteins containing
GOLD domains point to a role for it in protein-protein inter-
actions. A region of the GPC60 molecule that rather pre-
cisely encompasses the GOLD domain has been shown to
bind to the cytoplasmic region of the Golgi membrane
protein Giantin [16]. Cross-linking experiments have sug-
gested that the p24 proteins interact directly with the cargo
molecules that are present in the lumen of the COPII-coated
vesicles and that they are, accordingly, cargo receptors [17].
However, yeast deletion mutants lacking all the p24 proteins
grow similarly to wild type, although they show delays in
translocation of a subset of cargo molecules such as inver-
tase and Gasip from the ER to the Golgi, and increased
secretion of resident ER proteins [18]. Certain members of
the p24 family from vertebrates have also been shown to
bind to specific ligands such as the interleukin-1 receptor-
like molecule T1/ST2 and might aid its proper expression on
the cell surface [19]. These observations suggest that the p24
subset of the GOLD domains probably function as discrimi-
nators that selectively interact with particular proteins to
influence their loading into vesicles. The GOLD domains
show considerable variability in some of the loops that are
predicted to extrude from the core B-sandwich-like structure
(Figure 1). These loops might form exposed surfaces that
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KO8E4.6_Ce_ 7505550 34 FQCFFQPVDLAKHKTLEVDYQV-- —--—IDGGDLNINFMIL----HGA-NILKQODQ LKVDGSHRIELNQ-PEDYQVCF DNSFEYQSRKVVF-FEIFLFD 119\
TMP21_Hs_5803201 41 RKCLREEIHKDLLVTGAYEISD-- --0SGGAGGLRSHLKIT--DSAGHILYSKE DATKGKFAFTTED-YBMFEVCF 1 SKGTERIPDQLVI-LDMKHGV 130 |
P24B_Hs_6679189 38 KQCFHEEVEQGVKFSLDYQVIT-- —---GGHYDVDCYVEDP--QGNTIYRET-~- KKQYDSFTYRAEV- YOFCF SNEFSTFSHKT---VYFDFQV 120 |
ILIRLILG_Hs_5803040 43 KQCFYQSAPANASLETEYQVIG---———————- GAGLDVDFTLESP----QGVLLVSES-- RKADGVHTVEPTE-ABDYKLCF DNSFETISEKL---VFFELIF 125 |
ERP1_Sc_6319319 32 RKCFHKELSKGTLFQATYKAQI---YDDQLONYRDAGAQDFGVLIDIEETFDDNHLVVHQOK GSASGDLTFLASD-SEEHKICI 1 PEA( IKAKTK-IDVEFQV 131 |
ERP2_Sc_6319312 42 ECLYYDMVTEDDSLAVGYQVLT: 'EIDFDITAP: ITSEK-- OKKYSDFLLKSFG-VEKYTFCF SNNY@TALKKVEITLEKEKTL 127 |
ERP6_Sc_6321436 29 RKCFLKELSKDTLLKGSYNLEV---YDDKLADYALPSYNDYGIVIDVEEVFDNNHRVVHQQ GSPSGDFSFLALE-SEEYKICL 1 SRVN| GKTKTK-LEIEFEV 128 |
ERV25_Sc_6323630 33 QVCIRDFVTEGQLVVADI DKLNLFVRDS--VGNEYRRKRD- FAGDVRVAFTAPS-S@AFDVCF ENQAQYRGRSLSRAIELDIES 121/
OSH3_SC_6 321864 1 --METIDI-QNRSFVVRWVKCG-RGDVINYQIKPLKKSIEVGIYKKL---KSSVDDHASAV 89 GNTMVQGDLEVKDTDYYYAFIL DNSSEKNAKKK---ILFNASV 183\
SPAC23H4.0lc_Sp_2656001 1 --METVEI-RSKSLLIQWLTVE-SNSLLSWOLHVKRKSIKFDIYHK----KNDTSSLLDGS 39 SEKPSEGSVYIEN-G LYAFVF DNTFEKTKPKT---VTFLLTA 131/
QO3606_Ce_7 32178 549 STYTSTATWRGYPVEVVIPIET-AGCVLTWDFDVLKNDCEFSLYFSTE--KIEQPAVRDGA 50 EGDSMQGSHYCSR-AGTYIMOW 7 GHSS@FDFGSHKCRLIYYYEI 705 \
CG9528_Dm_10728608 514 NLYKSVDLKAGFAHELLIRNED-PKSVLTWDFDVMRNDLHFTLYRVTQE-LPEKNDSAVSY 22 HKESVQGSHVMHH-NESYLMHW 1 SPSGEQ-------- LNVFYEV 629 I
SEC14L1_Hs_4506867 523 TIYQSASVFKGAPHEILIQIVD-ASSVITWDFDVCKGDIVFNIYHSKR--SPQPPKK-DSL 36 EGESVQGSHVTRW-P@FYILOW 17 D [LOVSSHKCKVMYYTEV 674 |
KIAA0420_Hs_14133203 570 ETYHSASVLRGAPHEVAVEILE-GESVITWDFDILRGDVVFSLYHTKQ--APRLGAREPGT 27 EGESIQGSHVTRW-PEVYLLOW 17 DVLTELHSPGPKCKLLYYCEV 713/
H06001.3_Ce_3217563 276 DYDQLTTVYAGDKHLIQIKVKR--PSRISWTYMTDEDDIGFEIHYDKT--GSCDKLTEMET 9 TNVPITGHLDVTD-V@NYVLEF DNY SAKQ---LRYNIEI 380\
H41C03.1_Ce_3319466 277 KDLVCTNIGPGKSAVFTYTVDK-SVTEPVYIVINRFCDRTFGMGI ODECLEIDE 12 MPTVDYLRLRMPG-ABVYKIKW GNEﬂWIRSLT———LYHRVRF 383 |
F28H7.8_Ce_17560342 281 DQLHKVSVSASKHRMLIYKVDK--PDTELLMYSHNENDITITLYYS----KNK-NVSENDL 11 LPAMDLFDYNCEY-P@YYYIKL ANEASWLLPSTY--RIIVIEK 385 |
F20G2.3_Ce_17559966 269 VEVEVKT--GQTLSWEI 'AFAIYELPL--VPNNSDDVSNY 13 TIVPCIDKLVCPS-SETYRLWF GNOHAWFHTLK---IDYVAKV 376 I
F18Al11.2_Ce_17533309 268 VSLLAISVPAGKYTVQKFSWKI EFFLHN HYFMFHS 21 LSQIDSWKYTVPI-D@FYFIRY GNHNSWYFSTT---VNVNHFI 370 |
C11H1.5_Ce 17550350 287 DALEGFHVGARKI VVVNVTS--AKDLKWYF-STDGDIYFGIFFEG---DATNNNVEENE 17 KLVHEIDGISMNR-IEKYHIVF CNKHEWIHRRC---VQFYGQI 397 |
C€34C12.6_Ce_17552454 296 PKSSHKDVSPAEKFVFKIQVPN--GKKLLWDF-TASGELQFAIFRGNN--RNDLVFPSLHL 2 NKLNEEGSLDNVS-DSEISFEF ONLSEYFTLK----LEYTVAI 391 |
CG13893_Dm_7291980 259 RDFVEAQVPKGDKLKLHFKVNVEEQKILSWEFRTFDYDIKFGIYSV----DDKTGEKRSEV 7 NEMDEIGYISTRP-NETYTVVF DNSASYLRSKK---LRYWVDL 361 |
SEC14L2_Hs_7110715 277 QYEHSVQISRGSSHQVEYEILF-PGCVLRWQF] DVGFGIFLKTK R-AGEM 11 HLVPEDGTLTCSD-P@IYVLRF DNTYSFIHAKK---VNFTVEV 383 |
RALBP_Top_1346953 217 ETMETITVGSGDKIYVEYEIEN-ENTYIKWEYKTEEHDIGFGLFRK----NGDEWEEVVPI 5 SIMTLDGSHKCKD-P@TYALCF DNSFEMMTSKN---VRYTAEV 316/
Y41E3.7_Ce_17543338 273 GHEGIIKVGHGETVTVRVPTHE-NGSCLFWEFATDHYDIGFGVYFEWT--VADSNQVSVHV 64 HEEVYAGSHRYPG-REIYLLKF DNSYBLWRSKT---LYYRVYY 433\
CG14232_Dm_7293638 327 DGDGVITIGHGDTVTVRVPTNM-NGKCIFWEFATDSYDIGFGIYFEWA--KPVTNEVTVHV 55 YNEVYVGSHSYPG-E@VYLLKF DNSYSIWRNKT---LYYRVYY 478 |
GCPGO_HS_158 26852 390 DADSVITVGRGEVVTVRVPTHE-EGSYLFWEFATDNYDIGFGVYFEWT--DSPNTAVSVHV 40 HEEVYAGSHQYPG-REVYLLKF DNSYBLWRSKS---VYYRVYY 526/
FYCOl_Hs_13470092 1362 EGSRELFVRSSTYSLIPITVPE-AALTISWVFSSDPKSISFSVVFQEA--EDTPLDQ-CKV 9 HKENIQGQLKVRT-P@IYMLIF DNTF@RFVSKK---VFYHLTV 1466
consensus/80% Peeoos pl..s....h.h... .ol ph.asl........ SPececeres ceesees Peeovovos u.¥.h.a ss..u....p....1l.h.h.h

Figure |

A multiple alignment of the GOLD domain was constructed using T-Coffee [32] and realigning the sequences by parsing high-scoring pairs from PSI-BLAST
search results. The PHD-secondary structure [|5] is shown above the alignment, with E representing a 3 strand (upper-case letters indicate predictions
with > 82% accuracy, and lower-case letters denote predictions with > 72% accuracy). A search with the lumenal region of Caenorhabditis elegans p24-
family member KO8E4.6 (region 20-191) recovers RALBP from Todarodes pacificus, the squid ortholog of SECI4L2 (E = 7 x 1073, iteration ). A reciprocal
search with RALBP_Todarodes pacificus (region 189-343) recovers GCP60 (E = 2 x 10°'9, iteration 1), FYCOI (8 x 104, iteration ), SPAC23H4.01c (103,
iteration 2), KIAA0420 (1073, iteration 2) and KO8E4.6 (7 x 1073, iteration 2). The 80% consensus shown below the alignment was derived using the
following amino-acid classes: h, hydrophobic (ALICVMYFW, yellow shading); |, the aliphatic subset of the hydrophobic class (ALIVMC, yellow shading);

a, aromatic (FHWY, yellow shading); s, small (ACDGNPSTYV, green letters); u and p are the tiny subsets of the small class (u, GAS, green shading) and
polar (p, CDEHKNQRST, blue letters). Y denotes a conserved tyrosine residue. The limits of the domains are indicated by the residue positions on each
side. The numbers within the alignment indicate poorly conserved inserts that are not shown. The different families are shown on the right. A, p24
family; B, Osh3p family; C, CG9528 family (Sec|4-like proteins with an amino-terminal PRELI/MSFIp’ domain); D, Secl4-like proteins; E, GCP60 family;
and F, FYCOI. The sequences are denoted by their gene name followed by the species abbreviation and GenBank Identifier. Ce, Caenorhabditis elegans;
Dm, Drosophila melanogaster; Hs, Homo sapiens; Sc, Saccharomyces cerevisiae; Sp, Schizosaccharomyces pombe; Top, Todarodes pacificus.

provide the GOLD domains with the discriminatory capacity
necessary for their interactions with diverse ligands.

The domain architecture and evolutionary history of
GOLD-domain proteins: functional implications

With the exception of the p24 proteins, which have a simple
architecture with the GOLD domain as their only globular
domain, all other GOLD-domain proteins contain additional
conserved globular domains (Figure 2). In these proteins, the
GOLD domain co-occurs with lipid-, sterol- or fatty acid-
binding domains such as PH [20,21], Seci4p [22], FYVE [23],
oxysterol binding- and acyl CoA-binding domains, suggesting
that these proteins may interact with membranes. The FYCO1
protein that combines a GOLD domain with a FYVE domain,
also contains a RUN domain [24], an uncharacterized o-
helical domain that may have a role in the interaction of
various proteins with cytoskeletal filaments [24,25]. An
orthologous group of proteins typified by human Seci4Li,
which is conserved in all animals, has, in addition to the
carboxy-terminal fusion of the Sec14p and GOLD domains, a
previously unrecognized, conserved amino-terminal domain
(Figures 2,3). This domain has so far been found only in
eukaryotes, and occurs in stand-alone form in several pro-
teins, including the human PRELI protein [26] and the yeast

MSF1p' protein. The PRELI/MSF1p’ domain is approxi-
mately 170 residues long and is predicted to assume a globu-
lar o+B fold with six B strands and four o helices (Figure 3).
MSF1p’ is proposed to be involved in mitochondrial protein
sorting [27], suggesting that the PRELI/MSF1p’ domain may
also have a function associated with cellular membranes.

Thus, all GOLD-domain proteins can be divided into two
architectural categories: the p24-like category, in which the
GOLD domains project into the lumen, anchored in the
membrane by the membrane-spanning helix (category 1);
and proteins in which the GOLD domain occurs at the
extreme amino or carboxyl terminus, with additional
domains that are known to interact with lipid membranes
(category 2) (Figure 2). GCP60, which is peripherally associ-
ated with the Golgi membrane, is one of the proteins in the
second category that has been experimentally characterized.
It has been shown that overexpression of a region of this
protein encompassing the GOLD domain caused disassem-
bly of the Golgi structure and abrogated protein transport
from the ER to the Golgi [16].

These observations can be accommodated by two (not mutu-
ally exclusive) hypotheses regarding the functions of these
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Figure 2

A phylogenetic tree of the GOLD-domain-containing proteins is shown along with the various architectures, drawn approximately to scale, and the
phyletic distributions of individual architectural classes. The RELL bootstrap values for the major branches are shown at their base. The thickness of a
given branch is approximately proportional to the number of proteins contained within it. PH, pleckstrin-homology domain; OxB, oxysterol-binding
domain; Aco, acyl-CoA-binding domain; Secl4, domain found in Secl4 proteins; RUN (for RPIP8, UNC-14 and NESCA) and FYVE (for Fablp, YOTB,

Vaclp and EEALI).

proteins. The GOLD proteins belonging to the second archi-
tectural category could function as double-headed adaptors
that interact with both a specific protein (via the GOLD
domain) and different cellular lipid membranes. Thus,
GCP60 and GOLD proteins with analogous architectures
could help in the assembly of vesicular or Golgi-membrane-
associated protein complexes by tethering specific proteins
to the membranes, with the GOLD domain binding the
protein targets and the lipid-binding protein to the mem-
brane. Alternatively, at least some of the category-2 proteins
could function as a previously unrecognized class of vesicu-
lar cargo-loading molecules that associate with the mem-
brane via their lipid-binding domains and deliver their
protein ligands via the GOLD domain. The observation that
deletion mutants lacking all the p24 proteins still show
normal trafficking of certain proteins such as carboxypepti-
dase Y, suggests that there are some protein-trafficking
pathways that are unaffected by their absence. Thus, the
GOLD-domain proteins of category 2 may have a specific
role in regulating the secretion of molecules that are not
affected by the p24 proteins. The hetero-oligomerization of
the p24 proteins via the coiled-coil regions carboxy-terminal
to the GOLD domain seems to help in generating combinato-
rial diversity for their interactions with multiple ligands. The

presence of extensive coiled-coil segments in some of the
category-2 GOLD-domain proteins, such as FYCO1, suggests
that they might also form oligomers, like the p24 proteins.

Similarity-based clustering and phylogenetic analysis
divides the GOLD domains into two primary divisions that
precisely mirror the two categories established on the basis
of domain architectures (Figure 2). This division was also
supported by a synapomorphic (shared derived) feature in
the form of two conserved cysteines, which is restricted to
the p24 family (category-1 proteins). Likewise, the presence
of a specific insert between strand 1 and 2 with a characteris-
tic conserved tryptophan serves as a synapomorphic feature
for category-2 GOLD domains (Figure 1). An analysis of the
phyletic patterns suggests that the p24 family had already
differentiated into at least four distinct subfamilies in the
common ancestor of plants, animals and fungi. The detec-
tion of multiple members of the p24 family in the early
branching eukaryotes such as Cryptosporidium parvum and
kinetoplastids suggests that some of this diversification was
probably already under way early in eukaryotic evolution.
Within the eukaryotic crown group, we obtained evidence of
specific instances of duplications and gene losses that are
restricted to particular lineages. The most striking case is
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SIIGTDVVERRVV--DGVLHTHRLVQSKW
SVVGVDVLDRHIDP-SGKLHSHRLLSTEW
SVLGVDVLORRVDG-RGRLHSLRLLSTEW
SITGIDVVKQTLE--AGKILTERIIQSHF
HVIAVDVLRRELKDQGKVLVTERLITVKQ
HVIAVDTLDRKVLD-NGVLYTERLITCHQ
HVIAVDVLRRELKEHGDVLLTERLITIRQ

VKAYRQ-EHVYKHPWERVSAASWRKFA--DPENK4HILEVDTLNRKLDTETGKLHTTRALTIHA

PRELI_HS_6456753 2 VKYFLG-QSVLRSSWDQVFAAFWQRYP--NPYSK
LOC159595_Hs_18576021 2 VKYFLG-QGVLOSSWDQVFTAFWHQYP--NPYSK
LD36516P_Dm_16769532 5 ASTCRT-ETVFDYSWMNVVVAYWNRYP--NPSST
YLR193C_Sc_6323222 2 VLLHKS-THIFPTDFASVSRAFFNRYP--NPYSP
SPAP8A3.10_Sp_7491304 2 TAICTD-KTELNASWNTVSSAWLTRYP--NPYSL
B0334.4_Ce_17531303 1 MKLWDSPNTSFPYSFDEVASAFWDRYP--NSHAK
Kisir_Dm_17864285 1 MKIWTS-EHIFNHPWETVTQAAWRKYP--NPMTP
C200rf45_H5_7705610 1 MKIWTS-EHVFDHPWETVTTAAMQKYP--NPMNP
BAB71083_Hs_16551121 1 MKIWSS-EHVFGHPWDTVIQAAMRKYP--NPMNP
F15D3.6_Ce_17506649 1 MRIWSS-EHIFDHEWETVAQAAFRKYP--NPLNR
YLR168C_Sc_6323197 1 MKLFQN-SYDFNYPWDQVTAANWKKYP--NEIST
SPBC36.10_Sp_7491627 1 MKIFES-CHLFQYPFEQVSAAHWQKYP--NEHAT
YDR185C_Sc_6320391 1 MKSFQK-SYEFDYPWEKVTTANWMKYP--NKIST
At5g13070_At_15240002 2

BAB32324_Mm_12862000 2 GVTVDV-HQVFQYPFEQVVACFLRKYP--NPMDK
SEC14L1_HS_4506867 3 QKYQSP-VRVYKYPFELIMAAYERRFPT-CPLIP
KIAA0420_Hs_14133203 63 QRYQSP-VRVYKYPFELVMAAYEKRFPT-CPQIP
003606_Ce_732178 3 QTYRSP-VRIYKHPFEIVMAAYEMRFPT-CPQIP
CG9528_Dm_10728608 3 QKFQSP-VRVYKYPFELVMKAYERRFPT-CPQMP

CVMUMN_5807_Cpar

MVFFSK-KHLYPFSWENVVNAFWNKYP--NDLQS

NVISVKIMEEKRDESTGVIYRKRIAICON
MFVGSDTVSEFKSEDGAIHVIERRCKLDV
VFLGSEVLRESRSPDGAVHVVERSCRLRV
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GLPSIVKSLIGAAR-TKTYVQEHSVVDPVEK
GLPSLVRAILGTSR-TLTYIREHSVVDPVEK
SIPSWATKLTGFS--GTQYSHEYTVIDPTRK
GVPKWIMMMLGGT--NMSHVREVSVVDLNKK
ALPRWILKLIDGA--QDCYIRETSYVDLKAR
NTPHWMSILVGNT--NLAYVREVSTVDRRDR

PGPWFLHRIIGQ---DICHCVESTVVDGKSR
VVPEILRKVSILKV-PNIQLEEESWLNPRER
DAPRLLKKIAGV---DYVYFVQKNSLNSRER
DAPRLLRKIAGV---EHVVFVQTNILNWKER
EAPYLVKKIAGV---DYVYFSQKNSLDRRKR
DAPYIFKKLIGV---DHVYFLQHNFLDLANR
NLPKLLERIIGSS--LSGLAIEESKCDFNEK

consensus/100%  .......... h...a..l..s...pas..S...... heveCiceneeecennnnans Peveeennann Seeenn £ p.s.hs....
Secondary Structure EEEEEee. .ceceEEEEEEEEEEEE........ eecEEEEEEEEe......... hhHHHHHHHHHHHHhhhhh . HHHHHHHHHHHHA. . .
PRELI_Hs_6456753 TMTTFTWNINHARLMVVEERCVYCVNSDNSGW- TEIHREAWVSS-----SLFGVSRAVQEFGLARFKSNVTKTMKGFEYILAKLQGEAP 174\PRELI
LOC159595_HS_18576021 TMTTFTWNINHARLMVVEKQCVYCMNSNNSGW- TEIRREAWVSS-—---- SLFGVSRSVQEFGLAQFKSNVTKTMKGFEYILAKMKCKAP 174
LD36516p_Dm 16769532 TFTTFTRNLGMTKIMKVDEIVVYSEQKDGS--- TLAVRRAYISS----- QVFGFSRAIRAFGIERFKANGNKASNGFNYVLRRMFPDSL 171
YLR193C_SC_6323222 TMKTYTRNLDHTGIMKVEEYTTYQFDSATSS-- TIADSRVKFSSG ~FNMGIKSKVEDWSRTKFDENVKKSRMGMAFVIQKLEEARN 172
SPAP8A3.10_Sp_7491304 ELKSETFNLDHVKILRVIEYSRFIQSSENCSK- TIVDTIAKFVSP -LRFGLGRRVQKYSLKRFQEQLSSSRRGLLYVIQQKFQPS 171
BO334.4_Ce_17531303 KLVTYTRNVSHISLFQLHERCIYKSSEDNQQOHH4TDVLRSVTVSI—-—-—- DCGRMSSVYEKVLLMGFKKS INNTTKGLFEKLEERFGVKN 180/
Kisir Dm 17864286 OMVLKTNNLTFCRNISVDEVLYYEPHPSDASK- TLLKQEATVTIVF---—--— GVPLSHYMEDLLTSTISTNAGKGRQGLEWVIGLINTEVK 170\Kisir
C200rf45_Hs_7705610 TMELKSTNISFTNMVSVDERLIYKPHPQDPEK- TVLTQEAIITVK-----GVSLSSYLEGLMASTISSNASKGREAMEWVIHKLNAEIE 172
BAB71083_Hs_16551121 KMELCSTNITLTNLVSVNERLVYTPHPENPEM- TVLTQEAIITVK-----GISLGSYLESLMANTISSNAKKGWAAIEWIIEHSESAVS 172
F15D3.6_Ce 17506649 EFSLTTRNLNGSSFLRVDEKLTYTPAHEDPNK- TILKQDVIVTIT-----LPAFADYCEKTFLSIYSQONANKGRQGVEWVIDHLKKEYE 170
YLR168C_SC_6323197 SLTMRSCNLTMCNLLKVYETVTYSPHPDDSANK TLFQQEAQITAYG---SIRKLCNKMEDWSVQRFCENAKKGKMGFDAVLQVFSENWE 175
SPBC36.10_Sp_7491627 TLTLLTSNLTFSDRLRVDETVTYSPHPELEA-- TVFQQEARIEALA---CMKRLSNLIEQWSVDGFGKKASRGKEGFESVLEKINMSVF 172
YDR185C_SC_6320391 SLTMRSCNMTFPHILKCYETVRYVPHPKNPSNV TLFKQDAKFLSGV---PTKTFSEKVENWGVKRFSDNAVKGKVGFDSILAMFNDIWK 175/
At5g13070_At_15240002 SMOLTTKNISLKKFIEVEERIRYDPHPDNPSAW TVCSQETSIRIKPLS-ALASMAEKVEQKCAEKFMONSAKGREVMERICKYMEAESA 181\CG9528
BAB32324_Mm_12862000 NMAIRSHCLTWTQYASMKEESVFRESMENPNW- TEFIQRGRISIT----GVGFLNCVLETFASTFLRQGAQKGIRIMEMLLKEQCGAPL 175
SEC14L1_Hs_4506867 TLHIEAYNETFSNRVIINEHCCYTVHPENEDW- TCFEQSASLDIK----SFFGFESTVEKIAMKQYTSNIKKGKEIIEYYLROLEEEGI 175
KIAA0420_HS_14133203 TLLIEAHNETFANRVVVNEHCSYTVHPENEDW- TCFEQSASLDIR----SFFGFENALEKIAMKQYTANVKRGKEVIEHYLNELISQGT 235
003606_Ce_732178 TLDIEATNISFSSRINVKENCTYYVHAENENW- TCFEQSASLDVK----NFFGLESAVEKLAVRQYGANLAKGKEILEFFIEELLKKTT 175
CG9528_DmL10728608 TLSIEAVNESFSSRIEIFERCRYYAHPDNSEW- TCFDQSATLDIK----NFFGFEHSMEKMGMKQYTQTTLKGKEIIEFFIGQLREEGI 175
CVMUMN_5807_Cpar RLISNGTNHSFNNFFLIRETCGFSSNNECPES- TLYMONMAFKLFGEKNKLNRMNKLFESTVVNLLNEKSQSGIKVMYNKIDQIKSMLN /
consensus/100% h...s.s...... h.h.c...a............. e h.p.hp............ ps...h...h........

Figure 3

A multiple alignment of the PRELI/MSF1p’ domain was constructed using T-Coffee [32] and realigning the sequences by parsing high-scoring pairs from
PSI-BLAST search results. The PHD-secondary structure [15] is shown above the alignment with E representing a 3 strand (upper-case is for predictions
with > 82% accuracy; lower-case denotes predictions with > 72% accuracy). The 100% consensus shown below the alignment was derived using the
following amino-acid classes: h, hydrophobic (ALICVMYFW, yellow shading); |, the aliphatic subset of the hydrophobic class (ALIVMC, yellow shading);

a, aromatic (FHWY, yellow shading); c, charged (DEHKR, pink letters); s, small (ACDGNPSTYV, green letters) and p, polar (CDEHKNQRST, blue letters).
The limits of the domains are indicated by the residue positions on each side (except for the unfinished genome of Cryptosporidium parvum). The numbers
within the alignment are poorly conserved inserts that are not shown. The different families are shown on the right. The PRELI and Kisir subgroups
contain stand-alone versions of the domain, whereas the CG9528 family comprises Sec|4-like proteins with an amino-terminal PRELI and a carboxy-
terminal GOLD domain. The sequences are denoted by their gene name followed by the species abbreviation and GenBank Identifier. At, Arabidopsis
thaliana; Ce, Caenorhabditis elegans; Cpar, Cryptosporidium parvum; Dm, Drosophila melanogaster; Hs, Homo sapiens; Mm, Mus musculus; Sc, Saccharomyces

cerevisiae; Sp, Schizosaccharomyces pombe.

seen in Arabidopsis thaliana, which appears to have prolif-
erated the Erv2s subfamily (five to six members), but lacks
the Erp2p and Erpsp subfamilies. The second major family
of GOLD domains (category 2) is so far only attested in the
crown group. In fungi, this group is typified by Saccha-
romyces cerevisiae Osh3p, which combines an amino-termi-
nal GOLD domain with PH and oxysterol-binding domains.
The greatest architectural diversity of this group is seen in
animals (Figure 2), suggesting that there was increased pro-
liferation and domain shuffling among these proteins con-
comitant with the evolutionary emergence of the animals.

This might correlate with the increased complexity of
animal-specific secretory functions.

Conclusions

A novel B-strand-rich domain was identified in numerous
eukaryotic proteins, including the p24 proteins, which
appear to have a function related to the Golgi complex,
secretion or protein sorting. These GOLD domains are pre-
dicted to be involved in specific protein-protein interactions.
Other than the p24 proteins, GOLD domains are present in
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several proteins where they occur at the extreme termini and
are combined with diverse membrane- or lipid-binding
domains. These proteins are predicted to be double-headed
adaptors that may help in the assembly of protein complexes
on membranes or in the packaging of specific cargo mole-
cules in membranous vesicles. The identification to the
GOLD domain may help in a directed dissection of p24-
family function and provide novel candidate molecules for
experimental studies on secretion and sorting.

Materials and methods

The Non-Redundant (NR) database of protein sequences
(National Center for Biotechnology Information, NIH,
Bethesda) was searched using the BLASTP program [13].
Profile searches were conducted using the PSI-BLAST
program with either a single sequence or an alignment used
as the query, with a profile-inclusion expectation (E)-value
threshold of 0.01, and were iterated until convergence
[13,28]. Previously known conserved protein domains were
detected using the corresponding PSI-BLAST-derived posi-
tion-specific scoring matrices (PSSMs) [29]. The PSSMs were
prepared by choosing one or more starting queries (seeds) for
a set of most frequently encountered domains (see reference
[28] for details) and run against the NR database until con-
vergence with the -C option of PSI-BLAST to save the PSSM.
We ensured that at convergence no false positives were
included in the profiles. This profile database can be down-
loaded from [30] or used on the internet via the RPS-BLAST
program [31]. All globular segments of proteins that did not
map to domains with previously constructed PSSMs were
searched individually using PSI-BLAST to detect any addi-
tional domains that may have been overlooked.

Multiple alignments were constructed using the T-Coffee
program [32], followed by manual correction based on the
PSI-BLAST results. Protein secondary structure was pre-
dicted using a multiple alignment as the input for the PHD
program [15]. Signal peptides were predicted using the
SIGNALP program [33,34] and the transmembrane regions
were predicted using the TOPRED program [35]. Phyloge-
netic analysis was carried out using the maximum likeli-
hood, neighbor-joining and least-squares methods [36,37].
Briefly, this process involved the construction of a least-
squares tree using the FITCH program or a neighbor-joining
tree using the NEIGHBOR program (both from the Phylip
package) [38], followed by local rearrangement using the
Protml program of the Molphy package [37] to arrive at the
maximum likelihood (ML) tree. The statistical significance
of various nodes of this ML tree was assessed using the rela-
tive estimate of logarithmic likelihood bootstrap (Protml
RELL-BP) with 10,000 replicates.
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