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We report the nucleotide sequence corresponding to a Chinese
hamster 5-HT?2 receptor, that belongs to the family of structurally-
related receptors coupled to effectors via GTP-binding proteins
(1, 2). Chinese hamster S-HT2 receptor cDNA clones were
isolated from a Chinese hamster lung fibroblast (CCL39 line,
ATCC) library constructed in the bacteriophage NZAP
(Stratagene). A 3?P-labeled Sacl-EcoRI restriction fragment
(~ 1.6 kb) of rat 5-HT2 receptor cDNA (3) was used as a probe.
In the initial screening four positive clones were obtained; one
of which contained a 3.5 kb insert that was sequenced following
phagemid excision, using the T7 Sequencing Kit (Pharmacia) and
(**S)dATPaS (Amersham). The 3554 bp sequence has an open
reading frame of 1413 bp that encodes a protein of 471 amino
acids with a sequence very similar to that reported for the rat
5-HT?2 receptor by Julius er al. (4) (deduced by reconstructing
overlapping genomic and cDNA clones). Both sequences differ
in the amino-terminal region from the rat sequence deduced by
Pritchett et al. (3). Our hamster sequence and the rat 5-HT2
receptor sequences reported in (4) display 94% overall amino

gaattccg t

tg 9999 gattgctact

ggggatt gctcagt

tggtccgeccttectggetgtegecaccttgcaggttttgacacagtgacagagggagatctgagaaa
t tacttgttctcctggaaaccecgggagecacttggtgcagacageccttectactttcectgeggetettttgtgtgactt
gctgaggcagcagetggget 99
cagcacagacctcaactqatggaactggcatgcagtt:ttgaaqtcagcagaaacaqaaatcaaattactatcattttatgctgctggaacgtcaaggaa
gagtcacaggatagcggaccctggcgacaatgaatgtaagttcettaggetgetgtetttt
actqctgtgqgattttctttctggttgaagtcacgcttggccacqatqccqtcattqccatgagaatttctggagtggaaaqttctctqctqctcttcgg
gatgcgtttttctttcactaaccaagccacagacatgagctgcaattectgatcgecgetgeggegattctgectgagactaagaagcatacccagttac
tatgggattagcactgcatgggtttttaacggacttccttagecacagagggcacacagecttectacggattteggatgetgttttaactttgtgatgge
tgaactcgtgaaatccgcacatttatcccgagaattggctgaaacagattcccageggttccaaaacttttettecttaaccaggagecacgattgtgtee

acid sequence identity, whereas 98 % of the residues in the seven
putative membrane-spanning domains are conserved.
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agagtaagtggccagagcgagce

ccaaatgctcaaagggccttttgttgtccttgcttcatcgagaaqttacaqctggaccthgaCCCttcctaqcactgtgaagggagqcagtatcaagag 1000

gcgtcacacttctgtaactcttactatgg

atgaatggtgagccaaggctatgacttgectagtctttccacacttgatcegetacaacttccggettagac ATG GAA ATT CTT
TTA ATG CAA GTA GAT GGT GAC TCC GGG CTC TAC CGT
GCA TCA AAC TGG ACA ATT GAT GGC GAA AAC CGG ACC AAC

AAT
AAC
GAA
GTA
GCC
TTA
TTC
CAT
ATG
AAT
ATC
TTC
GGC
GTC

ACT
TCC
GGG
GTG
AcC
Acc
TCT
AGe
cce
TTT
ARG
c16
AGA
GTA
ATC GGA
TTC AAT
TTA ATT
AAG GAA GAC GCT GAG CCG
ACA GAC AAT ATC AAC ACC
agccttgtgtgtgggggtgggaat

TCT CTG
AGA GAT
TAC CTC
ATT ATC
AAC TAT
ATC TTG
ACC GCC
CGC TTC
ATC CCA
GTC CTC
TCC CTT
CCT CAG
AGG ACG
ATG TGG
GCC CTG
AAG ACT
TTA GTG

AGC TCA
GCT AAC
CCA CCG
CTA ACC
TTC CTG
TAT GGG
TCC ATC
AAC TCC
GTC TTT
ATA GGT
CAG AAA
AGT TCT
ATG CAG
TGC CCA
CTC AAT
TAC AGG
AAC ACT

ATT CCA AAC
AGC TCT GAT
ACA TGC CTC
ATT GCT GGA
ATG TCA CTT
TAC CGG TGG
ATG CAC CTC
AGA ACC AAG
GGA TTG CAG
TCT TTT GTG
GAA GCC ACC
CTG TCA TCC
TCC ATC AGC
TTC TTC ATC
GTG TTT GTC
TCT GCC TTC
ATA CCG GCA
ACA GAT AAT
GTG AAT GAA

TCT

TCC
AAC
GCC
ccT
TGC
GCC
GAT
GCA
CTG
GAA
AAT
ACC
TGG
TCA
TTG
GAC
AAG

ATT
ATA
ATA
TTG
GCC
TTC
GAC
TTT
TGT
AAG
GAG
AAC
ATT
CGG
GCC
TGC
GTT

CTT CAT
CTG GTC
GCT GAT
CCC AGC
ATC TCA
CTG AAA
TCC AAG
TTC ATC
GTG AGT
CTC TTC
CAA AAA
ATC ATG
GGT TAC
TAC ATT
TAC AAG
TCT ATG
AGC TGT

tctgaaaaaaaaaaaaaaacggaattc

CTC
ATC
ATG
AAG
CTG
ATC
GTC
cce
GAC
CAG
GCG
GCC
CTC
CAG
TCT
GTT
GTG

ttagactactccagtgactcaacagaatctatatgcctcattgtattctgtgtatgaag
agcagtgtaccacaaaatgtgcacttgacaatgtctgacggcatttgagctgagtgttatggttttatcattgtecttttaaccttgtcagtgagatcte
tagaactagtggatctttaagatcattgtactttactgtacaattacaatgaggcataaaatcaatctaattaatttctattattcaaattgaaaccttyg
ctgccatgttgttgatgggtggcgcaggagtgagttggtgaactattattgtatataaaaatagctagaaatactaaaataatgaatagcctcttttaaa
aaagtgtttaaaattcaccatgacacatattttgaaaataaaaaaatagtattatgaaacttgtattgctaatataaattaattgaaatacttgacaata
ttttttcattcttgecttttcatagatgecattttgaatgttcacaagatcgetggcattgetgeatttgtcatttaattctcagatgtgggaagggtet
aaatgttactcaataacgtgctgcettctcttcetacttcettggcttaacctgaatttgcaatgtgatcttgtttegtatattttectctctgtaaactate
aaaggataattttgcttttcgaaatacagttctagaacgcgettcaaagaaacagcaccctggaggtatttggtcacgcactgtgggaccactgeattgt
gcatgcgeectttgagetgtgaccagtacattgatttgactgccacagetaaacAATAAACt caggtttctegetgttagcagtagettcttaggetgtt

acatggtctccgettcaacacgtcctagcaccgggacatgaag 1100
TGT GAA GAC 1192
AAC GAC TTC 1267
CTT TCC TTC 1342
TTG ACA GCT 1417
CTA CAG AAT 1492
GTG TCC ATG 1567
GAT GTC CTC 1642
CCC ATC CAC 1717
GGT GTT TCC 1792
GCC GAC GAC 1867
TTC CTC ACT 1942
TCC TTC AGC 2017
TCC TAC ACC 2092
TTT CTG TTT 2167
GAA CAT GTC 2242
TAT ACA CTG 2317
CCA CTG CAG 2392

CAG GAA
ATG GCA
CTG CTG
CTC TGC
GAC CGC
ATT GCT
TTT AAG
TTA ACC
CTC AGC
CGG TCC
TGC AAG
GTC ATC
TCC TCG
TGT CAG TAC AAG GAA
AGT CAG CTC CAG GCG GGA CAA AAT AAG GAC TCT 2467
ACA CTA GGA AAA CAA CAA TCA GAA GAG ACT TGT 2542
TGA cggactggttgctgtgacgctggcacttgaacaagttttt 2627
2127
2827
2927
3027
3127
3227
3327
3427
3527
3554

AAA
GTG
GGC
GCA
TAT
GTA
CAG
ATC
ACT
ATC
GTG
TGC
GCT

AAC TGG
TCC CTA
TTC CTT
GTC TGG
GTC GCT
TGG ACC
GGG AGC
ATG GTG
CGG GCC
CAC AGG
CTG GGC
AAA GAG
GTC AAT

TCT
GAG
GTC
ATC
ATC
ATA
TGC
ATC
AAA
GAG
ATC
TCC
ccA
AAC

GCT
AAA
ATG
TAC
CAG
TCT
CTG
ACC
TTA
cca
GTG
TGC
CTG
AGA

TTA
AAG
CcCT
CTG
AAC
GTA
CTG
TAC
Gece
GGC
TTC
AAC
GTC
AAG
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