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Summary

The majority of patients with DiGeorge syndrome
(DGS) and velocardiofacial syndrome (VCFS) have dele-
tions of chromosomal region 22q11.2. The abnor-
malities observed in these patients include conotruncal
cardiac defects, thymic hypoplasia or aplasia, hypocal-
cemia, and characteristic facial features. To understand
the genetic basis of these disorders, we have character-
ized genes within the region that is most consistently
deleted in patients with DGS/VCFS, the minimal Di-
George critical region (MDGCR). In this report, we
present the identification and characterization of a novel
gene, GSCL, in the MDGCR, with homology to the
homeodomain family of transcription factors. Further,
we provide evidence that this gene is expressed in a
limited number of adult tissues as well as in early human
development. The identification of GSCL required a ge-
nomic sequence-based approach because of its re-
stricted expression and high GC content. The early ex-
pression, together with the known role of homeobox-
containing proteins in development, make GSCL an
outstanding candidate for some of the abnormalities
seen in DGSNVCFS.

Introduction

Deletion of chromosomal region 22ql 1.2 is seen in asso-
ciation with a variety of human congenital abnormali-
ties, including DiGeorge syndrome (DGS), velocardiofa-
cial syndrome (VCFS), and isolated and familial
congenital conotruncal heart defects (reviewed by Dris-
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coll 1994). The structures affected in these genetic disor-
ders-the skeletal and connective tissue of the head and
neck, the thymus, the parathyroid glands, and the cono-
truncal region of the heart-are derived from the pha-
ryngeal arches and pouches and thus have a common
origin in development. The cranial neural crest cells that
migrate from the neural fold and populate the pharyn-
geal arches are major contributors to the formation of
these pharyngeal arch-derived structures. In addition,
it has been shown that ablation of cranial neural crest
causes defects in the conotruncal region of the avian
heart that are similar to those seen in DiGeorge syn-
drome (Kirby et al. 1983). Taken together, these obser-
vations have led to the suggestion that deletion or dis-
ruption of a gene(s) located in 22ql1 may perturb the
movement or differentiation of the cephalic neural crest
cells that give rise to or influence the development of
the structures defective in these syndromes (Kirby and
Bockman 1984; Lammer and Opitz 1986). A number
of genes in mouse are known to play a role in the devel-
opment of neural crest-derived tissues. For example, a
mouse knockout of the transcription factor AP-2 leads
to defects in craniofacial development (Schorle et al.
1996; Zhang et al. 1996), while a knockout of the gene
endothelin-1 leads to defects in craniofacial develop-
ment as well as cardiac defects similar to those observed
in DGS/VCFS (Kurihara et al. 1994, 1995). Inactivation
of the mouse hoxa-3 gene also causes several of the
features observed in DGS, such as absent thymus and
parathyroid glands (Chisaka and Capecchi 1991). How-
ever, none of these mouse genes that influence neural
crest cell-derived structures has a human homologue
that maps to 22q11.
Our efforts to identify a candidate gene(s) for the

22q11 deletion syndrome have focused on a 250-kb
area, the minimal DiGeorge critical region (MDGCR).
The MDGCR maps to the proximal part of an -2-
Mb region that is deleted in the majority of DGSIVCFS
patients (Gong et al. 1996). We have used multiple ap-
proaches to identify and characterize genes in this re-
gion, including the analysis of the complete genomic
sequence of the region. While most of the genes pre-
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dicted by computational methods also were identified by
experimental approaches, there was a notable exception.
Database searches using the genomic sequence of cosmid
79h12 identified what appeared to be a functional gene
with similarity to the homeodomain family of transcrip-
tion factors. This gene has highest identity to goosecoid
(gsc), a gene that is expressed in neural crest-derived
tissues (Gaunt et al. 1993) and required for proper cra-
niofacial development in mice (Rivera-Perez et al. 1995;
Yamada et al. 1995). Here we present the genomic struc-
ture of this gene, goosecoid-like (GSCL), and show by
reverse transcriptase (RT) -PCR experiments that it is
expressed during early fetal development. This early ex-
pression, together with the known role of homeobox-
containing proteins in embryogenesis, make GSCL an
outstanding candidate for some of the developmental
abnormalities seen in DGSNCFS.

Material and Methods

Cosmid Isolation and Sequencing
A gridded chromosome 22-only cosmid library

(LL22NC03) was screened by colony hybridization us-
ing a unique, genomic 2.5-kb HindIII fragment that had
been subcloned from a NotI linking clone, N25. Cosmid
79h12 was selected for sequence analysis. The cosmid
was sequenced by a double-stranded random shotgun
approach (Bodenteich et al. 1993). The non-Alu se-
quences were searched against the databases (Brookha-
ven Protein Data Bank, GenBank, EMBL) with the
BLASTN program (Altschul et al. 1990).

cDNA Synthesis
cDNA was synthesized in a 50-gl reaction with 100

ng of polyA' mRNA from various tissues. The RNA
was heated with oligo(dT) primers at 65°C for 5 min
and allowed to cool at room temperature for 10 min.
RT was performed at 37°C for 1 h after adding 5 p1 1OX
first strand buffer (Stratagene), 40 U RNase inhibitor
(Stratagene), 2 ,l 0.1 M dNTPs, and 50 U Maloney
murine leukemia virus RT. The cDNA mixture was then
heated at 90°C for 5 min. For PCR amplification, 1 ,l
ofcDNA was used per 20 gl reaction as described below.

PCR
Because of the GC-rich nature of the gene, it was

necessary to modify standard PCR reaction protocols
by the addition of 15% glycerol or by use of a high GC
protocol (Dutton et al. 1993) with a reaction buffer
containing 15% glycerol and no potassium (Woodford
et al. 1995). In almost all cases, it was necessary to
perform a nested PCR reaction or reamplification with
the same primers to observe a product. This is probably
due to a combination of two factors: the low abundance
of the transcript and the reduced efficiency of the PCR
reaction because of the high GC content of the region.
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Figure 1 Genomic structure and amino acid sequence of GSCL.
A, Genomic sequence of GSCL, showing the amino acid translation
of the predicted protein product. The amino acids corresponding to
the octapeptide and to the homeodomain are shown in bold. A TATA-
like element and two potential polyadenylation signals are shown in
bold. The locations of primers used for PCR are underlined. The
direction of transcription is from telomere to centromere. B, Compari-
son of human GSC and GSCL in the homeodomain. The numbers
refer to the homeodomain and correspond to amino acids 125-185
of the entire GSCL protein. The arrowhead denotes the conserved
splice site found in all members of the goosecoid family as well as
other members of the prd-like class. The lysine at position 50 is marked
by an asterisk (K*). Identities are shown as bold, uppercase letters.

The locations and sequences of the primers used are
shown in figure 1A. Amplification of the entire coding
region was carried out in a 20-,l reaction volume using
Vent polymerase (New England Biolabs) and a two-step
PCR protocol (98°C 1 min, 70°C 5 min) in 15% glycerol
and 75 mM Tris-Cl (pH 8.8), 20 mM (NH4)2SO4, 0.1%
Tween20, and 1.5 mM MgSO4 (DNAmp). The entire
reaction was analyzed on a 1% low-melt agarose gel,
the resulting product was excised, and 1 ,ul of the gel
slice was reamplified using the same set of primers. Am-
plification between exons 2 and 3 was carried out using
Taq polymerase in Taq buffer (Boehringer-Mannheim)
in 15% glycerol at 94°C 30 s, 60°C 30 s, and 72°C 1
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Table 1

PCR Primers Used to Amplify Genomic Sequence from Exons 2
and 3 of GSCL

Exon Sequence (5'-3')

f F AGT GGG TGC CGA GCT TGG CCC CA5' end of exon 2 R GCT CGC GCG TAC TCACGT CAG GA

f F AGG CGC CACCGC ACC ATC TTC AG3' end of exon 2 R AGG CCG TCT TTG CAA AGG GCGGC
Exon3: a

JF CCA CAT CCC TGT TGC GAA
IR GGG TAG ACC TGT CT GCTC

2 JF GAA GCT CCC CTC TCG GTC
1R CCA ACT CCA AAG ATCCCA AA

a Exon 3 was amplified using a nested set of primers.

min. The reaction products were then diluted 1/50, and
1 pl was reamplified using a nested set of primers. To
generate the product extending from the second exon
to close to the polyadenylation site, amplification was
carried out using the ExpandTm High Fidelity PCR Sys-
tem protocol (Boehringer-Mannheim) in 15% glycerol.
The reaction products were diluted 1/50, and 1 ,ul was
reamplified using a nested primer at the 5' end and the
original primer at the 3' end.

Northern Blot Analysis
Multiple tissue northern blots (Clontech) were hybrid-

ized to a radiolabeled purified insert from a cloned PCR
product (see Results) at 650C in hybridization buffer as
described by Church and Gilbert (1984), for 16-24 h.
Filters were washed twice in 2x SSC, 0.1% SDS at room
temperature for 5 min and then twice in 0.1 x SSC, 0.1%
SDS at 65°C for 15 min.

Cloning and Sequencing of PCR Products
PCR products were cloned using the Original TA

Cloning Kit from Invitrogen. PCR products were iso-
lated from 1% low-melting-temperature agarose and
purified using the QlAquick gel purification system. Se-
quencing of plasmids and direct sequencing of PCR
products was done on an ABI373A Sequencer.

Mutational Analysis
Genomic DNA from nondeleted DGS/VCFS patients

was screened for point mutations and small insertions
and deletions by direct sequencing of PCR products (for
patient descriptions, see Results). Exons 2 and 3 were
amplified using the primers listed in table 1 and se-
quenced as described above. The PCR conditions to am-
plify exon 2 used the high-GC protocol also described
above. Exon 3 was amplified using standard reaction
conditions with the addition of glycerol.
To assay for deletions, insertions, and rearrangements

within the GSCL gene, we analyzed genomic DNA from

the nondeleted patients by Southern blotting. Genomic
DNA was digested with the restriction endonuclease
PstI, separated on a 0.8% agarose gel, and transferred
to Hybond N+ (Amersham). In all cases, the genomic
fragments used as probes were purified from a plasmid
and radiolabeled and hybridized at 65°C in hybridiza-
tion buffer as described by Church and Gilbert (1984),
for 16-24 h. Filters were washed twice in 2x SSC, 0.1%
SDS at room temperature for 5 min and then twice in
0.5X SSC, 0.1% SDS at 65°C or, in the case of the probe
corresponding to the 5' end of the gene, in 0.2x SSC,
0.1% SDS at 650C, for 15 min.

Results
The cosmid 79h12 was chosen for sequencing as part

of the minimal overlap of cosmids that represent the
MDGCR. When the sequence of 79h12 was subjected
to database searches (Altschul et al. 1990), matches to
homeodomain-containing proteins were noted with the
greatest similarity to gsc (Blumberg et al. 1991) (see
below). On the basis of this result, further characteriza-
tion of this GSCL gene was undertaken. By combining
the results from database homology searches with
GRAIL analysis (Uberbacher and Mural 1991), the pre-
dicted GSCL gene structure shown in figure 1A was
assembled. The coding region is contained within three
exons and encodes a predicted protein of 205 amino
acids. GSCL is a member of the paired-like class (prd-
like) of homeobox genes. Similar to gsc and other mem-
bers of the prd-like class of genes, the homeodomain
is split by an intron between amino acids 46 and 47
(arrowhead in fig. 1B). Within the 60-amino acid ho-
meodomain, there is 72% identity to human GSC (Blum
et al. 1994) (fig. 1B) and 71% identity to Drosophila
gsc (D-gsc) (Goriely et al. 1996). By contrast, the verte-
brate gsc genes have 98% - 100% identity to each other
in this region and 76% identity to D-gsc. On the basis
of these comparisons alone, it is not possible to predict
whether D-gsc represents a common ancestor to both
GSC and GSCL or whether there is a second gene in
Drosophila. The next-most-related member of the prd-
like class is otxl, which has 55% identity to GSCL. The
seven most-conserved amino acids in homeodomains are
present in the MDGCR gene, as are six additional highly
conserved amino acids, indicating that GSCL very likely
encodes a functional DNA-binding protein (Burglin
1994). Like gsc, the amino acid at position 50 of the
homeodomain, a residue that has been shown to be im-
portant in determining the specificity of DNA binding
(Hanes and Brent 1989; Treisman et al. 1989) is a lysine
(K* in fig. 1A). Although the vast majority of homeodo-
mains have a glutamine at this position, several homeo-
box genes, including gsc, bicoid, and orthodenticlelotx,
have a lysine at position 50. In general, the genes with
a lysine at this position are expressed in the anterior
region of the embryo.
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By use of an enhanced version of the National Center
for Biotechnology Information's BLAST search tool,
BEAUTY (Worley et al. 1995), a second region of ho-
mology in the first exon was found between GSCL and
gsc (boldface in fig. 1A). This region also is conserved
in D-gsc (Goriely et al. 1996), as well as other classes
of homeoproteins, and is thought to have a role in tran-
scriptional repression (Smith and Jaynes 1996). The ex-
treme N-terminus of GSCL is rich in alanine, a feature
that has been reported for other homeobox genes. Near
the end of the first exon is a stretch of five cysteines.
Although homopolymeric amino acid stretches are
common in homeobox proteins, a stretch of Cys is
novel. Further, the homopolymeric amino acid stretches
are not well conserved, and their function is not clear
(Burglin 1994). The predicted start codon is contained
within a good consensus for translation initiation (Ko-
zak 1986), and a TATA-like sequence is found 40 nt
upstream of the predicted start site of translation. In
addition, there are polyadenylation signals 1,967 and
1,975 nt beyond the predicted stop codon. Therefore,
the size of the inferred transcript, including 5' and 3'
UTRs, is 2.6 kb.

Initial attempts to examine the expression of GSCL
with a small probe derived from the genomic sequence
failed to detect a signal on commercial northern blots
(data not shown). Therefore, a RT-PCR-based assay,
which provides greater sensitivity, was performed. With
a forward primer beginning at the predicted start codon
and a reverse primer beginning three amino acids before
the stop codon (fig. 1A), we were able to amplify a
product of the expected size, using polyA' mRNA from
adult testis as starting material. This tissue was chosen
because it has been noted to express many genes that
would not necesssarily be predicted to be expressed dur-
ing spermatogenesis (Hecht 1995). Direct sequencing of
this PCR product verified the predicted gene structure.
Because of the GC-rich nature of the gene (76% across
the entire coding region and 82% across the first exon),
it was difficult to amplify consistently the entire coding
region. Therefore, we chose a different set of primers to
assay expression of GSCL in other tissues. Using primers
spanning the second and third exons (fig. 1A), we were
able to detect expression in a number of tissues, includ-
ing adult testis and pituitary, and 9- 10-wk fetal tissue
(thorax) (fig. 2A). The PCR products obtained from tes-
tis and 9-10-wk fetal tissue were sequenced directly,
which confirms that the RT-PCR products represented
properly spliced GSCL transcripts. Further, to verify the
use of the predicted stop codon, we amplified and se-
quenced a 2,050-bp product from testis polyA+ mRNA
that extended from the second exon to 40 bp 5' of the
first predicted polyadenylation signal. The sequence of
this correctly spliced product indicates that the predicted
stop codon (fig. 1A) is used.

This 2,050-bp PCR product was cloned and used to

reprobe commercial northern blots of fetal and adult
tissues. It detected an -2.6-kb signal in adult testis only
(fig. 2B). Expression in testis is consistent with the RT-
PCR results, since the amplified product was most abun-
dant in testis. As might be predicted on the basis of the
RT-PCR results, no signal was observed in any other
tissue, even after a long exposure, suggesting that if
GSCL is expressed in the other tissues represented on
these blots it must be of low abundance. The absence
of a signal in 20-26-wk fetal heart (the developmental
stage of mRNA used for the commercial fetal northern
blot) is not inconsistent with GSCL playing a role in the
heart defects associated with DGS/VCFS, because neural
crest cell migration and aorticopulmonary septation
would be completed by 7 wk. The apparent low abun-
dance of the message in all tissues tested, including those
tested by RT-PCR, may be due to the fact that we have
not yet studied those tissues in which GSCL is normally
highly expressed. In addition, the expression in testis
does not necessarily exclude a role for GSCL in other
tissues. There are several examples of genes that are
expressed in testis but are known to be expressed in and
have a function in other tissues and at other stages of
development (e.g., Rubin et al. 1986; Shackleford and
Varmus 1987). Taken together, these results demon-
strate expression of GSCL in multiple tissues, albeit at
a low level, and, notably, that GSCL is expressed during
early fetal development. Further, preliminary results
from RT-PCR ofRNA from 10.5-d mouse embryos indi-
cate that the mouse homologue of GSCL is expressed
in the anterior portion of the embryo (S. Gottlieb and
N. Galili, unpublished data).
Although the vast majority of patients diagnosed with

DGSIVCFS have deletions on chromosome 22, a small
number of patients have the phenotypic features but do
not have a deletion, as determined by FISH analysis
using the probe N25 (for description of this probe, see
Driscoll et al. 1993; Budarf et al. 1995). Genomic DNA
was available from 14 patients referred to our labora-
tory with a diagnosis of DGS/VCFS and no detectable
deletions in 22ql 1. Clinical summaries were provided
by either a referring geneticist and/or immunologist. All
14 had two or more of the major clinical features seen in
these disorders, including congenital heart defect, absent
thymus or a history of frequent infections, palatal abnor-
malities and/or speech difficulties, facial dysmorphia,
and a history of learning disabilities or developmental
delay. Since 12 of the 14 cases are sporadic and the
remaining 2 are from small families, it is not possible
to determine by linkage whether the phenotype maps to
22q11 or a different chromosomal locus.
To detect point mutations and small insertions and

deletions, genomic DNA from these patients was
screened by direct sequencing of PCR products. Exons
2 and 3 were amplified separately using the primers
listed in table 1. The first exon and promotor region,
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Figure 2 Expression of GSCL. A, Agarose gel electrophoresis of the products of PCR amplification of cDNA from various human tissue
sources and the cosmid 79h12, using nested sets of primers between the second and third exons (see fig. 1A). The figure shows that amplification
of cDNA and genomic DNA yields products of 109 and 676 bp, respectively. The band seen in fetal heart is due to genomic DNA contamination.
PolyA' mRNA from adult testis, pituitary and skeletal muscle, and cDNA from fetal heart (20-26 wk) were purchased from Clontech; polyA'
mRNA from 9-10-wk fetal tissue (thorax) was purified using the FastTrack 2.0 mRNA isolation kit from Invitrogen. B, Multiple adult tissue
northern blot analysis (Clontech), using a cloned, purified 2,050-bp cDNA probe extending from within the second exon to close to the
predicted polyadenylation site. An -2.6-kb message is detected only in testis even after a 2-wk exposure. In addition to the blot shown here,
another adult tissue northern blot (heart, brain, placenta, lung, liver, skeletal muscle, kidney, and pancreas), as well as a fetal tissue northern
blot (brain, lung, liver, and kidney), were hybridized, and no signal was observed.

which are >82% GC, are recalcitrant to PCR and still
require analysis in all patients. While no changes were
detected in the coding sequence, a polymorphism in in-
tron 2 of a single patient that was also present in the
patient's mother, as well as in 2/48 control individuals,
was found.
To assay for larger deletions, insertions, and rear-

rangements within the GSCL gene, we analyzed geno-
mic DNA from the nondeleted patients by Southern
blotting (see Material and Methods). This analysis
would detect some types of rearrangements or deletions
within the 5' end of the gene, the region not amenable
to PCR and sequence analysis. Blots were hybridized
serially with three different cloned probes covering the
entire GSCL gene including the predicted 3' UTR. In
addition, a second probe, pH20 (D22S41; Budarf et al.
1996), that maps to a more telomeric region on chromo-
some 22 was added to each hybridization as an internal
control. To determine whether there was a deletion of
the locus, the relative intensities of the bands from the
two loci were compared.
Although no rearrangments or deletions of the locus

have been detected using this approach, a PstI polymor-
phism in the 3' UTR was identified. This polymorphism
was present in 3/14 patients analyzed and 1/14 control
individuals. In addition, this polymorphism was not
present in the affected parent of one of the patients.
Sequence analysis indicated that the polymorphism is

due to a base change in the PstI recognition site. Further
analysis of these patients is required to determine
whether there are mutations present that have not been
detected by the methods described above.

Discussion

The experiments presented here clearly demonstrate
that an expressed homeobox gene termed GSCL is en-
coded within the MDGCR. Identification of this gene
required a sequence-driven approach, since it was not
detected by any of the previous experimental methods
we used, including cDNA selection, exon amplification,
and direct screening of cDNA libraries. Including this
gene, we now have characterized the complete open
reading frames of six genes in the minimal critical region
(Goldmuntz et al. 1996; Gong et al. 1996, 1997; Holmes
et al. 1997; present report). On the basis of analysis of
the complete genomic sequence of the MDGCR, it is
unlikely that additional genes will be found. These genes
and their directions of transcription are shown on the
bottom lines in figure 3. Approximately 90% of all pa-
tients diagnosed with DGS/VCFS have large deletions
of chromosomal region 22ql 1.2 that include all of these
genes (Carey et al. 1992; Driscoll et al. 1993). Although
the size of the deletion is generally large, 1-2 Mb, it
has been possible to define a smallest region of deletion
overlap by mapping the deletion endpoints and positions
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Figure 3 DiGeorge chromosomal region. The top part of the figure corresponds to the region on chromosome 22 that is commonly
deleted in DGSNCFS patients. The expanded region corresponds to the MDGCR. The positions and directions of transcription of genes in the
MDGCR are indicated by arrows. For a description of patient G and the t(15;22) translocation, see Discussion.

of translocation breakpoints in a series of DGS and
VCFS patients (fig. 3). In all but one case (Kurahashi et
al. 1996), the deletions analyzed result in haploinsuffi-
ciency of GSCL, including a DGS patient who has an

atypical proximal deletion boundary (patient G in the
study by Levy et al. [1995]).
The centromeric deletion boundary of the interstitial

deletion in patient G recently has been positioned imme-
diately distal to DGSI (fig. 3) (Rizzu et al. 1996). There-
fore, patient G narrows the centromeric boundary of
the MDGCR and appears to exclude the breakpoint
region of the only known balanced translocation in a

patient with DGS (ADU; Augusseau et al. 1986). Per-
haps the ADU translocation effects expression of down-
stream genes through a position effect. Our distal dele-
tion boundary shown in figure 3 is defined by an

unbalanced 15;22 translocation in a patient with classic
features of VCFS (Jaquez et al., in press; D. Driscoll, M.
Li, and M. Budarf, unpublished data). If the breakpoints
of these two patients (G and t(15;22)) can be combined
to define the "smallest region of deletion" (SRD) for
DGS/VCFS, then only CLTCL (clathrin heavy chain-
like), GSCL, and CTP (citrate transport protein) reside
within the new SRD. The genomic location, together
with the potential role of GSCL as a developmental
control gene, make GSCL a strong candidate for playing
a causative role in this disorder. In addition, it is known
that several diseases in humans are caused by mutations
in one allele of a homeobox-containing gene (for exam-
ple, see Noll 1993; Brunelli et al. 1996). However, it is
also clear from recent studies that disease-related genes

are not necessarily located in the "minimal critical re-

gion" and can be located at a considerable distance from
the translocation breakpoint(s) of patients with the dis-

ease phenotype (see, for example, Foster et al. 1994;
Wagner et al. 1994; Belloni et al. 1996). Therefore, al-
though the chromosomal location of GSCL suggests that
this gene may be important, it is possible that a gene
outside the SRD shown in figure 3 is involved in the
disease phenotype.
Among the small group of nondeleted patients we

have analyzed, we have not yet detected mutations in
GSCL. However, the failure to find mutations in these
patients does not necessarily preclude GSCL from hav-
ing an important role in the disorder. As stated pre-

viously, our analysis did not include the promotor region
or first exon of the gene. In addition, the etiology of
DGS/VCFS is heterogeneous, including exposure to te-
ratogens, maternal diabetes, and other chromosomal
loci (Lammer and Opitz 1986). Since it is not possible
to perform linkage analysis on the nondeleted patients
we have studied, we do not know whether their disease
phenotype is linked to chromosome 22. In fact, in one

nondeleted familial case we have studied, it was possible
to exclude the involvement of 22q11 by linkage (Gong
et al. 1997). Finally, while GSCL may have an important
role in DGS/VCFS, haploinsufficiency for multiple genes

may be required to observe the disease phenotype. In
this latter case, one would not expect to find point muta-
tions in GSCL in patients with DGS/VCFS. Further anal-
ysis is required to distinguish between these possibilities.

Similarity comparisons indicate that GSCL is the clos-
est known homologue of gsc. Expression studies of gsc

in mouse embryos demonstrate an early, transient phase
of expression in the primitive streak (6.4-6.8 d) (Blum
et al. 1992) and a later phase, beginning at 10.5 d in
the craniofacial region, in derivatives of cephalic neural
crest cells (Gaunt et al. 1993). The gsc-null knockout
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mouse has numerous craniofacial defects (Rivera-Perez
et al. 1995; Yamada et al. 1995) primarily in structures
derived from the first and second pharyngeal arches, the
regions corresponding to highest gsc expression (Gaunt
et al. 1993). While the craniofacial abnormalities ob-
served in DGSNVCFS may be due to defects in the first
and second arches, the thymus, the parathyroid glands,
and the conotruncal region of the heart are derived from
the third and fourth pharyngeal pouches and arches.
Therefore, an attractive hypothesis is that GSCL is ex-
pressed more posteriorly than GSC and controls the
differentiation of these more posterior structures.

It is interesting that the knockout of gsc did not have
an effect on gastrulation, which has led to the suggestion
of the existence of a second goosecoid gene (Rivera-
Perez et al. 1995; Yamada et al. 1995). We propose that
GSCL could represent this second locus, even though
the sequence homology between GSCL and GSC is re-
stricted primarily to the homeodomain. In support of
this idea, recent experiments have shown that D-gsc is
able to rescue UV-irradiated Xenopus embryos in a man-
ner similar to X-gsc (Goriely et al. 1996), and, as is
the case for GSCL, the sequence homology of D-gsc to
vertebrate gsc is primarily confined to the homeodo-
main.

In summary, GSCL is a homeobox gene that maps
within the smallest region of deletion of the MDGCR. Its
expression in early human development and predicted
function as a DNA-binding protein make it an outstand-
ing candidate for some of the developmental defects as-
sociated with the 22ql 1.2 deletion syndrome. Studies
of the expression of the murine or avian homologue of
GSCL should help to illuminate the function of this
gene.
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