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I report here the complete genomic sequence of the HLA-A1 gene
from the human thymoma line MOLT4 (1), which has been
serologically typed as Al, A3, Bw57, B18 (2). A X 2001 library
constructed with BamHI-digested DNA from the MOLT4
derivative NH (kindly provided by Dr. N. Migone) was screened
at low stringency with nick-translated insert of the HLA-B7 clone
pOO (kindly provided by Dr. S. Weissman). Positive clones were
re-screened at high stringency (0.1 xSSC, 650) with prime-cut
probes derived from Ml 3 cDNA clones representing the 3'
untranslated regions of HLA-A and -B alleles fom MOLT4 (2).
A clone which hybridized with only the HLA-A probe contained
a complete gene on a 4.7 kb Hind[I fragment, which is diagnostic
for the HLA-A1 allele (3). This fragment was sub-cloned into
pUC9, and further shotgun-cloned (4) into Mpl8 for sequencing
on both strands using the Sanger dideoxy method (5). The

sequence encodes a functional HLA class I gene, and the exons
show perfect identity at the nucleotide level with a genomic clone
for HLA-Al derived from the cell line LCL 721 (6).
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GGCGAAGTCCCAGGGCCCCAGGCGT"JGCTCTCAGGGTCTCAGGCCCCGAAGJGCGGTGTATGGATTGGGGAGTCCCAGCCTTGGGGATTCCCCAACTCCGCAGTTTCTTTTCTCCCTCTCC
CAACCTACGTAGGGTCCTTCATCCTG7GATACTCACGACGCGGA'CCCAGT.-CTCACTCCCATTGGGTGTCGGGTTTCCAGAGAAGCCAAICAGTGTCGTCGCGGTCGCTGTTCTAAAGTCC

M A V M A P R T L L L L L S G A L A L T Q T W A
GCACGCACCCACCGGGACTCAGATTCITCCCCAGACGCCGAGGATGGCCGTCATGGCGCCCCGAACCCTCCTCCTGCTACTCTCGGGGGCCCTGGCCCTGACC-CAGACCTGGGCGGGTGAG
TGCGGGGTCGGGAGGGAAACCGCCTC-TGCGGGGAGAAGCAAGGGGCCCTCCTGGCGGGGGCGCAGGACCGGGGGAGCCGCGCCGGGAGGAGGGTCGGGCAGGTCTCAGCCACTGCTCGCC

G S H S M R Y F F T S V S R P v R G E P R F I A V G Y V D D T Q F V R F D S D

CCCAGGCTCCCACTCCATGAGGTATTTCTTCACATCCGTGTCCCGGCCCGGCCGCGGGGAGCCCCGCTTCATCGCCGTGGGCTACGTGGACGACACGCAGTTCGTGCGGTTCGACAGCGA
A A S Q K M E P R A P W I E Q E G P E Y W D Q E T R N M K A H S Q T D R A N L G

CGCCGCGAGCCAGAAGATGGAGCCGCGGGCGCCGTGGATAGAG%CAGGAGGGGCCGGAGTATTGGGACCAGGAGACACGGAATATGAAGGCCCACTCACAGACTGACCGAGCGAACCTGGG
T L R G Y Y N Q S E D

GACCCTGCGCGGCTACTACAACCAGAGCGAGGACGGTGAGTGACCCCGG "CCCGGGCGCAGGTCACGACCCCTCATCCCCCACGGACGGGCCAGGTCGCCCACAGTCTCCGGGTCCGAGAT
CCACCCCGAAGCCGCGGGACTCCGAGACCCTTGTCCCGGGAGAGGCCCAGG-CGCCTTTACCCGGTTTCATTTTCAGJTTTAGGCCAAAAATCCCCCCGGGTTGGTCGGGGCGGGGCGGGGC

G S H T I Q I M Y G C D V G P D G R F L R G Y R Q D A Y D
TCGGGGGACTGGGCTGACCGCGGGG7TCGGGGCCAGGTTCTCACACCATCCAGATAATGTATGGCTGCGACGTGGGGCCGGACGGGCGCTTCCTCCGCGGGTACCGGCAGGACGCCTACGA

G K D Y I A L N E D L R S W T A A D M A A Q I T K R K W E A V H A A E Q R R V Y
CGGCAAGGATTACATCGCCCTGAACLAGGACCTGCGCTCTTGGACCGCGGCGGACATGGCAGCTCAGATCACCAAGCGCAAGTGGGAGGCGGTCCATGCGGCGGAGCAGCGGAGAGTCTA

L E G R C V D G L R R Y L E N G K E T L Q R T
CCTGGAGGGCCGGTGCGTGGACGGGCTCCGCAGATACCTGGAGAACGGG.kAGGAGACGCTGCAGCGCACGGGTACCAGGGGCCACGGGGCGCCTCCCTGATCGCCTATAGATCTCCCGGG

GGTTCCGCCCTGCTCTCTGACACAATTAAGGGATAAAATCTCTGAAGGAu-TGACGGGAAGACGATCCCTCGAATACTGATGAGTGGTTCCCTTTGACACCGGCAGCAGCCTTGGGCCCGT
GACTTTTCCTCTCAGGCCTTGTTCTCTGCTTCACACTCAATG.TGTGTGG"GGTCTGAGTCCAGCACTTCTGAGTCTCTCAGCCTCCACTCAGGTCAGGACCAGAAGTCGCTGTTCCCTTC
TCAGGGAATAGAAGATTATCCCAGGTGCCTGTGTCCAGGCTGGTGTCTGGGTTCTGTGCTCTCTTCCCCATCCCGGGTGTCCTGTCCATTCTCAAGATGGCCACATGCGTGCTGGTGGAG

D P P K I H M T H H P I S D H E A T L R C W A L
TGTCCCATGACAGATGCAAAATGCCTGAATTTTCTGACTCTTCCCGTCACGACCCCCCCAAGACACATATGACCCACCACCCCATCTCTGACCATGAGGCCACCCTGAGGTGCTGGGCCCT

G F Y P A E I T L T W Q R D G E D Q T Q D T E L V E T R P A G D G T F Q K W A A
GGGCTTCTACCCTGCGGAGATCACACTGACCTGGCAGCGGGATGGGGAGGACCAGACCCAGGACACGGAGCTCGTGGAGACCAGGCCTGCAGGGGA.TGGAACCTTCCAGAAGTGGGCGGC
V V V P S G E E Q R Y T C H V Q H E G L P K P L T L R W

TGTGGTGGTGCCTTCTGGAGAGGAGCAGAGATACACCTGCCATIGTGCAGCIATGAGGGTCTGCCCAAGCCCCTCACCCTGAGATGGGGTAAGGAGGGAGATGGGGGTGTCATGTCTCTTAG
E L S S Q P T I P I V G I I A G L V

GGAAAGCAGGAGCCTCTCTGGAGACCTTTAGCAGGGTCAGGGCCCCTCACCTTCCCCTCTTTTCCCAGAGCTGTCTTCCCAGCCCACCATCCCCATCGTGGGCATCATTGCTGGCCTGGT
L L G A V I T G A V V A A V M W R R K S S

TCTCCTTGGAGCTGTGATCACTGGAGCTGTGGTCGCTGCCGTGATGTGGAGGAGGAAGAGCTCAGGTGGAGAAGGGGTGAAGGGTGGGGTCTGAGATTTCTTGTCTCACTGAGGGTTCCA
AGCCCCAGCTAGAAATGTGCCCTGTCTCATTACTGGGAAGCACC~-TTCCA-,AATCATGGGCCGACCCAGCCTGGGCCCTGTGTGCCAGCACTTACTCTTTTGTAAAGCACCTGTTAAAATG
AAGGACAGATTTATCACCTTGATTACGGCGGTGATGGGACCTGATCCCAGCAGTCACAAGTCACAGGGGAAGGTCCCTGAGGACAGACCTCAGGAGGGCTATTGGTCCAGGACCCACACC
TGCTTTCTTCATGTTTCCTGATCCCGCCCTGGGTCTGCAGTCACACATTTCTGGAAACTTCTCTGGGGTCCAAGACTAGGAGGTTCCTCTAGGACCTTAAGGCCCTGGCTCCTTTCTGGT

D R K G G S Y T Q A A
ATCTCACAGGACATTTTCTTCCCACAGATAGAAAAGGAGGGAGTTACACTCAGGCTGCAAGTAAGTATGAAGGAGGCTGATGCCTGAGGTCCTTGGGATATTGTGTTTGGGAGCCCATGG

S S D S A Q G S D V S L T

GGGAGCTCACwCCACCCCACAATTCCTCCTCTAGCCACATCTTCTGTGGGATCTGACCAGGTTCTGTTTTTGTTCTACCCCAGGCAGTGACAGTGCCCAGGGCTCTGATGTGTCTCTCACA
A C K
GCTTGTAAAGGTGAGAGCTTGGAGGGCCTGATGTGTGTTGGGTGTTGGGTGGAACAGTGGACACAGCTGTGCTATGGGGTTTCTTTGCGTTGGATGTATTGAGCATGCGATGGGCTGTTT

V

AAGGTGTGACCCCTCACTGTGATGGATATGAATTTGTTCATGAATATTTTTTTCTATAGTGTGAGACAGCTGCCTTGTGTGGGACTGAGAGGCAAGAGTTGTTCCTGCCCTTCCCTTTGT
GACTTGAAGAACCCTGACTTTGTTTCTGCAAAGGCACCTGCA.GTGTCTGTGTTCGTGTAGGCATAATGTGAGGAGGTGGGGAGAGCACCCCACCCCCATGTCCACCATGACCCTCTTCC
CACGCTGACCTGTGCTCCCTCTCCAATCATCTTTCCTGTTCCAGAGAGGTGGGGCTGAGGTGTCTCCATCTCTGTCTCAACTTCATGGTGCACT GACTGTAACTTCTTCCTTCCCTA=r
AAAATTAGAACCTGAGTATAAATTTACTTTCTCAAATTCTTGCCATGAGAGGTTGATGAGTTAATTAAAGGAGAAGATTCCTAAAATTTGAGAGACAAAATTAATGGAACGCATGAGAAC
CCAAT, TATA, and poly-adenylation signals are underlined
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