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ABSTRACT The mouse Thy-1.2 gene was isolated from a
C57B1/6 cosmid library and its nucleotide sequence was
determined from an 8-kilobase-long EcoRI fragment. The
predicted amino acid sequence indicates that the mouse Thy-1
molecule contains a 19 amino acid leader peptide and the 112
amino acids reported previously from protein sequence analy-
sis, plus 31 extra amino acids at the carboxyl terminus. These
31 amino acids contain a stretch of 20 amino acids, at positions
124-143, which is highly hydrophobic. RNA transfer blot
analysis of RNA from mouse tissues indicates that the sequence
coding for these 31 amino acids is present on poly(A)-containing
RNA of brain and thymus tissues. This hydrophobic segment
very likely provides the basis for integration of Thy-1 within the
plasma membrane. The entire coding sequence of Thy-1 is
distributed among three exons, encoding amino acid residues
—19 to 8, —7 to 106, and 107 to 143, respectively. Comparison
of the mouse and rat Thy-I genes shows that both have a similar
gene organization and encode a highly conserved transmem-
brane segment.

The Thy-1 antigen was originally defined in mice as a cell
surface alloantigen of thymus and brain with two allelic
forms, Thy-1.1 and Thy-1.2 (1). Subsequently, the Thy-1.1
determinant was identified in rats (2). In both species, Thy-1
is present in large amounts on the surface of thymus and brain
cells, with about 600,000 molecules per cell on rat
thymocytes and equivalent amounts on brain cells. Thus,
Thy-1 is probably the most abundant surface glycoprotein of
both cell types (3). In rodents, Thy-1 is also expressed in
small amounts on fibroblasts (4), epidermal cells (5), mam-
mary glands (6), and immature skeletal muscle cells (7). In
many of these tissues the level of Thy-1 expression changes
dramatically during cell differentiation.

The molecules expressing the Thy-1 antigenic determinant
have been isolated from rat and mouse brain cells (8, 9).
Thy-1 has been shown to have a molecular weight of 17,500,
one-third of the molecule being carbohydrate and the remain-
der being a polypeptide of 111 amino acids in rat (10) and 112
amino acids in mouse (11).

Glycoproteins that are structurally related to rat and mouse
brain Thy-1 have been purified from the brain of humans (12),
dogs (13), chickens (14), and frogs (15), and even from
invertebrate squid (11). Although the expression of Thy-1
seems to be conserved in neuronal cells and fibroblasts, its
expression on lymphoid cells varies remarkably between
species (16). For example, Thy-1 is present on peripheral T
cells of mice but absent from T cells of man and rats.
Furthermore, of these three species, only rats express Thy-1
in bone marrow cells (17). Thus, Thy-1 represents an interest-
ing model for studies of differential tissue expression of
membrane molecules.
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The Thy-1 molecule was previously thought to have an
unusual mode of integration in the membrane. Although
Thy-1 can be heavily labeled in the thymocyte membrane by
an affinity label that reacts only with the hydrophobic region
of membrane proteins (18), biochemical studies have failed to
demonstrate any extended sequence of hydrophobic amino
acids that might function as a transmembrane segment.
However, based on the observation that the COOH-terminal
peptide displays hydrophobic properties, it has been pro-
posed that Thy-1 is anchored to the membrane through a
hydrophobic glycolipid attached to the carboxyl-terminal
cysteine residue at position 111 (10). We have recently
isolated rat Thy-1 cDNA and genomic clones and the results
indicate that Thy-1 is in fact a molecule of 142 amino acids,
31 amino acids longer than proposed previously (19). Within
these extra 31 amino acids there is a hydrophobic segment of
20 amino acids, which appears to function as a transmem-
brane component anchoring Thy-1 to the cell surface.

In this study, we report the isolation of mouse Thy-1
genomic clones from a C57Bl1/6 cosmid library and the DNA
sequence analysis of the mouse Thy-1 gene. In addition, the
predicted amino acid sequences and organization of the
mouse and rat genes are compared.

MATERIALS AND METHODS

DNA Cloning. A cosmid library of mouse C57B1/6 DNA
was constructed in the cosmid vector c2RB as described (20)
with minor modification. The mouse C57Bl/6 DNA was
partially digested with Sau3A to an average size of about 40
kilobases (kb) and then dephosphorylated before ligation
with BamHI- and Sma I-digested c2RB DNA. A high ATP
concentration was used during the ligation reaction to pre-
vent the joining of the Sma I blunt ends. The ligated DNA was
packaged in vitro and used to infect Escherichia coli strain
1046. The mouse library was screened by using the insert of
the rat Thy-1 cDNA clone (21) as a hybridization probe. The
DNA of putative Thy-1-positive clones was purified by using
a minipreparation procedure (see below). The DNA was
cleaved with EcoRI and other appropriate restriction en-
zymes and electrophoresed on a 0.6% agarose gel for South-
ern blot analyses. Confirmed Thy-1-positive cosmid clones
were then digested with EcoRI and subcloned into the EcoRI
site of pBR322. The subcloned DNA was used to transform
E. coli strain HB101 and the colonies were screened with the
original Thy-1 probe. The general procedures for the growth,
screening, and analysis of cosmid libraries, as well as
nick-translation and Southern blot analyses, were performed
as described (22, 23).

DNA Preparation. The preparation of DNA from putative
Thy-1 clones was performed by using the alkaline-extract
method (24) with some modifications. A single bacterial
colony was cultured (40 ml) overnight without any amplifica-
tion. The bacteria were pelleted and resuspended in 50 mM
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glucose/10 mM EDTA/25 mM Tris'HCI, pH 8.0, without
lysozyme. The cells were lysed by the addition of 2 vol of 0.2
M NaOH/1% NaDodSQ,, and the cellular DN A was precip-
itated by addition of 0.5 vol of 3 M potassium acetate (pH
5.2). The plasmid DNA remaining in the supernatant was
precipitated with 0.6 vol of isopropanol. The DNA was
resuspended in 10 mM Tris’HClI/1 mM EDTA, pH 8.0,
treated with DNase-free RNase, phenol extracted, and then
precipitated with 2.5 vol of ethanol. The DNA isolated by this
procedure can be used for endonuclease restriction enzyme
digestion and ligation for subcloning. Large-scale DNA
preparation was performed as described above, except that
CsCl gradient centrifugation was used for purification of the
plasmid DNA prior to RNase treatment and phenol extrac-
tion.

DNA Sequence Analysis. The Thy-1-positive subclones
pcT108 and pcT34 were subjected to nucleotide sequence
analyses. The entire genomic clone was cleaved at selected
sites with restriction endonucleases and fragments cor-
responding to the insert were purified by agarose gel elec-
trophoresis and electroelution or electrophoresis on low-
melting-point agarose (Bethesda Research Laboratories) and
extraction with 0.3 M NaOAC (pH 5.2)-saturated phenol.
Fragments were dephosphorylated with calf intestinal alka-
line phosphatase and end-labeled with T4 polynucleotide
kinase. Only one of the fragments was end labeled by filling
in with DNA polymerase I. Double-end-labeled fragments
were digested with restriction enzymes, separated on agarose
gel or low-melting-point agarose, and eluted from gels. The
appropriate fragments were then subjected to partial chemi-
cal degradation sequence analysis as described (25).

RNA Analysis. Total RN A from mouse tissues was isolated
as described (26). The poly(A) fraction was purified on an
oligo(dT) column (27) and RNA transfer blot analysis was
performed as described (28). Mouse poly(A)-RNA was elec-
trophoresed on a 1.2% formaldehyde/agarose gel, blotted
onto a nitrocellulose filter, and hybridized with the 32P-
labeled fragment Pv3 in 50% formamide at 42°C.

RESULTS

Isolation and Characterization of Mouse Thy-I Genomic
Clones. Mouse C57B1/6 DNA, partially digested with Sau3A
to an average size of 40 kb, was used to construct a cosmid
library in the vector c2RB (20). The library was screened with
a 32P-labeled insert of the rat thymocyte Thy-1 cDNA clone
pT64 (21). After screening 175,000 clones, 3 independent
clones, CT10, CT34, and CT5F, were isolated. Southern blot
analysis of EcoRI-digested DNA using rat Thy-I as a probe
showed that each clone had only one hybridizing band but
only clone CT10 had an 8-kb EcoRI-hybridizing fragment.
This corresponded to the size of the Thy-I hybridizing
fragment obtained by Southern blot analysis of EcoRI-
digested mouse cellular DNA. Partial restriction enzyme
mapping of all 3 clones indicated that they were overlapping
and that clone CT10 shared only 4 and 2 kb of its 3’ end with
clones CT34 and CTSF, respectively (Fig. 1A). The total
insert of all 3 clones spans =75 kb of the mouse genome. The
Thy-1-hybridizing EcoRI fragments of clones CT34 and CT10
were subcloned into the EcoRI site of pBR322 and the
resultant subclones, pcT34 and pcT108, were analyzed by
restriction enzyme mapping (Fig. 1B) and subjected to DNA
sequence analysis by using the protocol illustrated in Fig. 1C.

Structure of the Mouse Thy-I Gene. The nucleotide se-
quence of the mouse Thy-I gene and the predicted protein
sequence of mouse Thy-I are shown in Fig. 2. The
intron-exon organization of the gene was established by
comparison of its sequence with the nucleotide sequence of
a rat Thy-1 cDNA clone, which contains the entire coding
sequence of the mature protein (19), and by comparison of the
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FiG. 1. Restriction enzyme maps of Thy-I genomic clones. (A)
Partial EcoRI digestion maps of Thy-I-containing clones CT10,
CT34, and CTSF are shown. Clone CT10 shares only 4 and 2 kb of
the 3’ end of the Thy-I gene with CT34 and CTSF, respectively,
making the total insert of these clones span 75 kb of DNA along the
mouse genome. (B) Partial restriction map of the Thy-I-containing
genomic clone pcT108 and the intron—-exon organization of the mouse
Thy-1 gene. The boxed areas denote the coding regions of Thy-1. The
amino acids were numbered relative to the amino terminus of the
protein sequence as determined. (C) The strategy for sequencing the
Thy-1 gene. The pBR322 clones containing the EcoRlI insert of Thy-1
were cleaved at selected sites with restriction endonucleases as
indicated. The fragments were isolated and 5’ end-labeled with T4
polynucleotide kinase or 3’ end-labeled by filling in with DNA
polymerase I. Double-end-labeled fragments were digested with
restriction enzymes, separated on the agarose gel, eluted, and then
subjected to DNA sequencing by the method of Maxam and Gilbert
(25). The extent of sequence determined from each fragment is
indicated by the length of the arrow. The solid circle and vertical lines
at one end of each arrow indicate labeling at the 3’ or 5’ end,
respectively. The DNA sequence was completely determined by
sequencing either both complementary strands or the same strand at
least twice, starting with different cleavage sites.

predicted protein sequence with the protein sequence re-
ported previously for mouse Thy-1 (11). The coding sequence
is divided into three exons by introns with sizes of 590 base
pairs (bp) and 386 bp, respectively. The first coding exon
[actually the second exon of the gene since the 5’ untranslated
(UT) region is interrupted by a large intron, see below]
encodes the first 12 amino acids of the signal peptide,
whereas the second coding exon encodes the remaining 7
amino acids of the signal peptide and amino acid residues
1-106 of the rat Thy-1 protein. The third coding exon encodes
the remainder of the Thy-1 protein, amino acids 107-143,
followed by a termination codon. The 1106 nucleotides
between the termination codon and the first poly(A) signal
are believed to be part of the 3’ UT region based on analogy
with the rat Thy-I gene, which also has a long 3’ UT region
of 1056 bp (19). Thus, the mouse Thy-1 gene is organized
identically to the rat Thy-1 gene, with the only significant
difference being in the size of the introns (Fig. 3). The
predicted protein sequence indicates that the gene we have
cloned is the Thy-1.2 gene since the only difference between
the two mouse allelic forms, Thy-1.1 and Thy-1.2, is amino
acid residue 89, which in Thy-1.1 is arginine and in Thy-1.2 is
glutamine (11). This is consistent with the Thy-1.2 designation
of C57Bl1/6 mice based on serologic determinations.

The mouse Thy-I gene has an intron within the 5’ UT region
based on alignment of its sequence with the nucleotide
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50 100 150
TTCTGTTAGACAGGCTOGCCTGGAAATCCATCTACCTGCCTCTGCCTCTCTGCCTCTC TGCCTC TCTOECTCTC TCTCTGCCTC TCTCTGCCTC TCTCTGCCCCTC TCTC TACCCCTCTC TGCCCCTC TCTGCCCCTC TCTGCCACCCTC
200 250 300
TGCCACCCTCTGCCTTCTGCCCTCTGCCCTCOCCTCTOGCCTCTGCCCTCTGCCCTCGCTCTOGCCTCTGACCTCTACCTCTIGAGTGCTGGAATCAAAGGTCTGAGCTCTGTAGGTCTTAAGTTCCAGAAGAAAGTAATGAAGTCACCC
350 %00 450
AGCAGOGAGGTGCTCAGAGACAGCACAGACACACACCCAGGACATAOGCTCCCACTTCCTTOGC TTTCTCTGAGTAGCAAAGGCCTTAGGCAGTOTCACTCCCTAAGAGAAGGGGA TAAAGAGAGGGGC TGAGGTATTCATCATGTGCTC
-19 -8

500 550  MetAsnPreAlalleSerValAlaleuLeuLeuSerV 600
COTOGATCTCAAGCCCTCAAGGTAAATOGOGACCCACCTGTCCTACCAGC TOGCTGACCTGTAGCTTTCCCCACCACAGAATCCAAGTCOOAACTCTTOGCACCRTOR ACCCAGCCATCAGCGTCAC TCTCCTACTCTCAGGTACTOOGC
650 700 750

AAQGGGTCAGIGCTOGCATTCTAAGGAATCTGOC TTCCTCCCATCCCOGGAAGTAGCCTC TTTGCCATAGTCTCAGGGGCACAGGTOGT TGOGAGGTGCO0G0GTA00GAGTAGGGAGGAGCCTCAACCTCACCAGTOGTAGTCTTTGACA
800 850 900
TATTAGAAACTCCATAATGGATCTAGGAACTCCTCTOC T0GGTGGTOGTAGT TGTGGTACACACCTTTAATCTCAGCACTCAGGAGGCAGAGTCAGGTGGA TCTGT TAGTCTGAAGCCAGC TGGTCTACAGAGCAAATTCCAGGACAGCC

950 1000 1050
AGAGCTATTCTCAAGATAGAGAATCCCTTTCTTGAAAAAACCATTTAAAAACAAAAACAAAAGCAACACACTCCTTTGA TCTCCTGTTCTTGAAACACATTGTTOGGACCCAGAACTTCAGTAGATGA TOGAAGTTGGAGTCTGCAAGT
-1
1100 1150 alleuGlnValSerArgGl
GGTGGAACATCCCACCAATACCTCAAGGGCGAGTACAAACCCCACATCCCCCCAGCTCAAGCTCACTTTTCCTOCAGGTO0GAGGCCCAGGTCTGTGTCTCCCCAAATTCAGAGAAGGCACTGCTGTGCAGTCTTGCAGGTGTCCCGAGG
1 20 a0

yGlnLysValThrSerLeuThrAlaCysLeuValAsnGlnAsnLeuirgLeudspCysArgHisGluAsnAsnThrlysAspAsnSerIleGlnHisGluPheSerLeuThrirgGluLysArglysiisValLeuSerGlyThrleuGl
GCAGAAQGGTGACCAGCCTGACAGCCTGCCTOGTGAACCAAAACCTTCGCCTGGACTGCCGCCATGAGAATAACACCAAGGATAACTCCATCCAGCATGAGTTCAGCCTGACCCGAGAGAAGAGGAAGCACGTGCTCTCAGGCACCCTTAG

51 70 90
yIlePreGlulisThrTyrirgSerirgVal ThrleuSerisnGlnProTyrIleLysValLeuThrLeuAlaAsnPheThr ThrlysAspGluGlyAspTyrPheCysGluleuGlnValSerGlyAlaAsnProMet SerSerisnLy

GATACCCGAGCACACGTACCGCTCCCGCGTCACCCTCTCCAACCAGCCCTATATCAAGGTCCTTACCCTAGCCAACTTCACCACCAAGGATGAGGGCGACTACTTTTGTGAGCTTCAAGTCTCGGGCGCGAATCCCATGAGCTCCAATAA

101
sSerIleSerValTyrirgh 1550 1600 1650
AAGTATCAGTGTGTATAGAGGTGAGACTGGT TCCCAGAAAGATAAAATGTCTAGGTTAGCTAGGCTGGGGTAGCCAATAAAAAAAAAAAAAAAAAAAAAAAAAAAAACAGGCACCTCCATTACCCTTCCCCTAACTGCTGGTCTCCTGGG
1700 1750 1800
AAACTGCTGCTGTCTATGTGAGTAGGGCAAGA TTAGGGGCCAGAAAGGGGGAGCTTGTAGTAAAAGCACAGTTGAGGAAACTAAATGGGAAAGGCAGTACAGTGGTGA TTCTTGTGGTGTGGAGGT TCTGTTACAGCATCCGGTGGAGCC
1850 1900 spLysLeuValLysCysGlyGlyIleSerLeuLeuValGlnAsn
GCTAAGATGAGAAAGCGCCAGCTAGCTGCCTTGAACAGC TGACACCTGTCTTTGCCCGCCTGAGTCCTGATCTCCCCTCCTCCCGGCACCCCTTCTCTATCCACAGACAAGC TGGTCAAGTGTGGCOGCATAAGCCTGCTGGTTCAGAAC

122 140
2050 2100

ThrSerTrpMetLeuleuLeuleuleuSerLeuSerLeuleuGlnAlaLeuAspPheIleSerLeu *
ACATCCTOGATGCTGCTGCTGCTGC TTTCCCTCTCCCTCCTCCAAGCCCTGGACTTCATTTC TCTGTGACTGGT TGGGCCCAAGGAGAAACAGGGGCCCTCGAGGAGCCCCTCOGGTCCTTCCTCTGCAGAGGTCTTGCTICTCCCGGTC

2150 2200 2250
AGCTGACTCCCTCCCCAAGTCCTTCCAATATCTCAGAACATGGGGAGAAACGGGGACCTTGTCCCTCCTAAGGAACCCCAGTGCTGCATGCCATCATCCCCCCCACCCTCGCCCCCACCCCCGCCACTTCTCCCTCCATGCATACCACTA
2300 2350 2400
GCTGTCATTTTGTACTCTGTATTTATTCTAGGGCTGCTTCTGATTATTTAGTTTGTICTTTCCCTGGAGACCTGTTAGAACATAAGGGCGTATGGTGGGTAGGGGAGGCAGGATA TCAGTCCCTAGGGCGAGTTCCTCCCTGCCAAGGAA
2550

2850 2500
GCCAGATGCCTGAAAGAGATATGGATGAGGGAAGTTGGACTGTGCCTGTACCTGGTACAGTCATACTC TGTGGGGAATCATCGGGGAGGGGGAGGAGGC TCAAGA TGGGAGAGC TCTGCTAGCCTTTGTGGACCATCCAATGAGGATGAG
2700

2600 2650
0OGCTT AmncnmmcArrcrcwcmcCAcAcAcuococrcmccucAcmnmAococccmooccﬂuuoccmoauucrcmtmmmocmmrummmooomoooauammomn
2750 800 2850
aommcccccrccrcuwcwmoccmcmcrcunmccrcmcmncmmoocAoncumcumoccmuc'rcmacuosncrnmcomctmnouoonccnmccncmm‘cc
2900 2950
CAGCTTACCAAGGGAGAGCCTTTATTCTTCTTTCCCTCTGCCCCTCTGTGCCAGCCCCTCTTGC TGTCCCTGA TCCCCAGACAGACGAGAGTCTTGCAAACAGCCTGTTCCAAGACCTCCTAATCTCAGGGGCAGGCGGTGGAGCTGAGA
150

3050 3100
mcmcmcncﬂﬂrwmuocrrrcocucmrccrcrcccccncmcmctcroccmcccucaccnmnuuccnccncrocncmcncrcmcmocmmunmn@ccnoccrcm;

3200 3250
GTGTGTCCTAGTGTCTGTCTCTICTGTGTCCTGGCGTCTGTCTCTTCTGTGTTCTTCCAAGGTCAGAAACAAAAACCACACACTTCGCCTGGATTGGCTCGGCTGAG

F1G. 2. Sequence of the mouse Thy-1.2 gene. The nucleotide sequence and predicted protein sequence (three-letter amino 4cid code) of the
Thy-1 gene are shown. The initiation codon and the A-A-T-A-A-A sequence are boxed. The termination codon is indicated by an asterisk.

sequence of a previously defined rat Thy-1 cDNA clone, pT64 beyond the HindIII site of the insert, which is =1.5 kb 5’ to
(21), which contains part of the 5’ UT region, and the rat the initiation codon (Fig. 1B). Furthermore, the 1-kb Sst I
Thy-1 genomic sequence (Fig. 4). The size of this intron can fragment of the insert (Fig. 1B) fails to hybridize to this nearly
be estimated by hybridizing a nearly full-length mouse Thy-1 full-length cDNA clone, whereas the Xha I-HindIII fragment
cDNA clone (a gift from M. Davis, Stanford) to a Southern hybridizes strongly (data not shown). Thus, the size of the
blot of EcoRI-Hindlll-digested DNA from clone pcT108 intron interrupting the 5’ UT region is at least 1.5 kb in length,
(Fig. 1B). Both fragments of the Thy-1 insert hybridize, with the remainder of the 5’ UT lying beyond the HindIII site.
indicating that the remainder of the 5’ UT region extends The lack of restriction enzyme sites within a large segment of

106 142

-9 -8 105

R L s e AATAAA
-9 -8 590 -7 106 386 bp 107 143

Mouse 222 1 0% T+ — AATAAA

F1G6. 3. Comparison of the gene organization of mouse and rat Thy-1. Coding regions are indicated by the boxed areas. 5’ and 3’ UT regions
that are part of exons are indicated by thick lines and introns are indicated by thin lines.
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-45
CTGCAAGCTA

RAT CAAGCCCTCCCCGTAAATGGGGACCCCTCCCTCCTATCACGGGGCTGACATTCAGCTTAC
MOUSE  CAAGCCCTCAAGGTAAATGGGGACCCACCTGTCCTACCAGCTGGCTGACCTGTAGCTTTC

-30 ¢

CDNA GGGGAGCCCAGACCCAGGACGGAGCTATTGGCAC
RAT CCCA-CTGCAGACCCAGGACGGAGCTATTGGCAC
MOUSE CCCACCACH“?NNTCCAAGTCGGAACTCTTGGCAC

1 25
CCAGTCATCAGCATCACTC
CCAGTCATCAGCATCACTC
CCAGCCATCAGCGTCGCTC

F1G.4. Comparison of the 5’ nucleotide sequences of rat cDNA and mouse and rat genomic DNA. The sequence of the rat cDNA (top line),
starting from position —45 upstream from the initiation codon, ATG, is compared to the sequences of rat and mouse genomic clones (middie
line and bottom line, respectively). The initiation codon is boxed, and the putative splicing points are marked by arrows.

this intron, presumably due to the presence of highly repeti-
tive sequences, has made it difficult to sequence this region.

The Nucleotide Sequence of Thy-1 Predicts the Presence of a
Hydrophobic Segment at the Carboxyl Terminus. The pre-
dicted protein sequence of the mouse Thy-I gene indicates
the presence of an additional 31 amino acids at the carboxyl
terminus previously not detected by conventional protein
sequence analysis. RNA transfer blot analysis indicates that
the DNA sequence encoding these extra 31 amino acids is
also present in the mature mRNA. When a blot of poly(A)-
RNA from mouse brain, liver, spleen, and thymus is hybrid-
ized with a Pvu Il fragment, Pv3, which codes for amino acids
107-143 (Fig. 1B), only one species of RN A is detectable (Fig.
5). No other band was observed when the same blot was
hybridized 2 months later with the entire insert of the Thy-1
clone pcT108. We have observed previously that a rat Thy-1
cDNA and a genomic clone also possess an additional 31
amino acids not described previously (19). These 31 amino
acids are highly conserved in both rat and mouse (Fig. 6) and
show only 9.7% divergence (3 of 31 residues), in contrast to
the remainder of the molecule, which is 19.1% (25 of 131
residues) divergent. Within these 31 amino acids there is a
highly hydrophobic stretch of 20 amino acids starting at the
tryptophan residue at position 124 and ending with the
leucine residue at the carboxyl end. It is intriguing to note that
this is a sufficient number of amino acids to traverse the lipid
bilayer of the membrane and may, therefore, form the mo-
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FiG. 5. RNA transfer blot analyses of RNA from mouse tissues.
Poly(A)-containing RNA was isolated from mouse brain, liver,
spleen, and thymus and subjected to RNA transfer blot analysis.

lecular basis by which Thy-1 integrates within the mem-
brane.

DISCUSSION

We have isolated three cosmid clones spanning 75 kb of the
C57Bl/6 mouse genome and containing the Thy-1.2 gene. The
Thy-1 gene is =~4.6 kb long. By comparing the nucleotide
sequence of the mouse Thy-1 gene to previously isolated rat
Thy-1 cDNA and genomic clones (19) we have been able to
deduce the intron—exon organization. This comparison re-
veals that the coding sequence is divided into three exons,
one encoding the first 12 amino acids of the signal peptide, a
second encoding the remaining 7 amino acids of the signal
peptide and 106 aminc acids of the mature protein, and a third

-19 -10
Mouse Met Asn Pro Ala Ile Ser Val Ala Leu Leu Leu Ser Val Leu Gln
Rat Val Ile Thr

-1 1 10
Mouse Val Ser Arg Gly Gln Lys Val Thr Ser Leu Thr Ala Cys Leu Val
Rat Met Arg Ile

20
Mouse Asn Gln Asn Leu Arg Leu Asp Cys Arg His Glu Asn Asn Thr Lys
Rat Asn

30 40
Mouse Asp Asn Ser Ile Gln His Glu Phe Ser Leu Thr Arg Glu Lys Arg
Rat Leu Pro Lys

50
Mouse Lys His Val Leu Ser Gly Thr Leu Gly Ile Pro Glu His Thr Tyr
Rat Val

70
Mouse Arg Ser Arg Vul Ih: Leu 80: Asn Gln Pro Tyr Ile Lys Val Leu
Rat Asn: Phe Ser Asp Arg Phe--—=c---ee-ceee-

80
Mouse Thr Leu Ala Asn Phe Thr Thr Lys Asp Glu Gly Asp Tyr Phe Cys

Rat Met--=-
90 100

Mouse Glu Leu Gln Val Ser Gly Ala Asn Pro Met Ser Ser Asn Lys Ser

Rat Arg Thr Tht

110
Mouse Ile Ser Val Tyr Arg Asp Lys Leu Val Lys Cys Gly Gly Ilé Ser
Rat —==-ASN----- Ile

120 130
Mouse Leu Leu Val Gln Asn Thr Sc:[rrp Met Leu Leu Leu Leu Leu Ser
Rat Leu

140
Mouse Leu Ser Leu Leu Gln Ala Leu Asp Phe Ile Ser Leu
Rat Phe: Thr

FiG. 6. Comparison of the predicted amino acid sequences of
mouse and rat Thy-1. Only sequence differences are indicated. The
20 amino acid hydrophobic segment that represents a putative
transmembrane region is bracketed.
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encoding the remaining 31 amino acids, which contain a
transmembrane-like hydrophobic segment. By analogy to the
rat Thy-1 gene, we have inferred that the last coding exon also
contains a very long (1110 bp) 3’ UT region. The three exons
containing the protein coding sequence are separated by two
moderate-sized introns of 590 bp and 386 bp. In contrast, the
intron interrupting the 5’ UT region is very large. Compari-
sons of the 5’ ends of the rat and mouse cDNA and genomic
clones (Fig. 4) and Southern blotting of the mouse Thy-1 gene
and hybridization with a nearly full-length mouse Thy-1
cDNA clone indicate that the 5’ UT region is interrupted by
an intron that begins 25 bp upstream from the initiation codon
and is =1.5 kb in length. This is consistent with the size of the
5’ intron of the rat Thy-1 gene, where we have found a
promoter-like ‘“TATA box” =1.5 kb upstream from the
initiation codon (unpublished data). The lack of restriction
enzyme sites within a large portion of this intron, presumably
due to the presence of repeating sequences, has made it
difficult to sequence the entire intron. The organization of the
mouse Thy-1 gene is identical to that of the rat Thy-I gene
except for differences in the size of the introns (Fig. 3).
Furthermore, the Thy-I gene is organized in a fashion similar
to that of other membrane proteins to which it is structurally
homologous—i.e., histocompatibility antigens and mem-
brane-bound immunoglobulin (29, 30), in which the exons
encoding the signal peptide and a hydrophobic transmem-
brane segment are separated by introns from the major
exon(s) encoding the domain(s) of the protein.

Previous studies by other investigators using conventional
biochemical techniques have suggested that the mouse Thy-1
molecule is only 112 amino acids in length and lacks a
hydrophobic protein segment normally found in other mem-
brane proteins and whose function is to anchor the molecule
in the plasma membrane (11). However, these investigators
have proposed, based on studies indicating unusual hydro-
phobic properties for the protein and some of its peptide
fragments, that Thy-1 is anchored to the cell surface through
a hydrophobic glycolipid attached to the carboxyl-terminal
cysteine residue at position 112. We now report that both the
rat and mouse Thy-I genes in fact encode a molecule of 142
and 143 amino acids, respectively, 31 amino acids longer than
reported previously. Furthermore, the nucleotide sequence
of a rat Thy-I cDNA clone (19) and RNA transfer blot
analysis using a probe encoding primarily this extra protein
segment (Fig. 5) indicate that these 31 additional amino acids
are also present in mature poly(A)-RNA. In addition,
biosynthetic experiments indicate that at least a portion of
this 31 amino acid segment (up to the tryptophan residue at
protein 124) is translated and is part of the mature Thy-1
molecule present at the membrane (19). We believe that the
differences observed between the protein and DNA data may
be due to proteolytic digestion of the Thy-1 molecule during
purification. Within the extra amino acids predicted from the
DNA data there is an extremely hydrophobic stretch of 20
amino acids starting at position 124 and ending with the
carboxyl-terminal leucine residue that resembles a transmem-
brane segment. The length of this segment is sufficient to
traverse the lipid bilayer of the membrane but not sufficient
to contain an intracytoplasmic tail. Accordingly, there are no
basic amino acids at the carboxyl end characteristically found
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at the beginning of intracytoplasmic tails. The hydrophobic
segment very likely provides the means by which Thy-1 is
attached to the cell membrane, making it analogous to the
mode of attachment of other membrane glycoproteins. How-
ever, the lack of an intracytoplasmic portion is quite unusual
and may represent an important functional difference.
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