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Correction. In the article "Structure and nucleotide sequence were omitted during the revision of Fig. 2 on page 3545. Fail-
of the heavy chain gene of HLA-DR," by Hriday K. Das, Si- ure to fuse sequences properly at two restriction sites also led
mon K. Lawrance, and Sherman M. Weissman, which ap- to duplications of a few residues. These and a few other nu-
peared in number 12, June 1983, of Proc. Natl. Acad. Sci. USA cleotides have been corrected.
(80, 3543-3547), a whole line of sequences and some symbols

AGATCTTTAATAATCATATGACAAGAGAAAAACTTTCATAATCTTATGACATGAGGGAAGGAATATTAAAGCCGTTCTGTGAGTTATTATCTCTAACGTTCCCAATIAGAATAGGCTTTG 9

CCAGC|TGGGTGCGGTGGCTCATGCCTGTAATCCCAGCACTTTGCGAGGCCAAGGCGGGCAAATCACGAGGTCAGGAGTCTGAGACCAGCCTGACCAACATG GTGAAACCCCGTCTCTACT 2239
Alu Sequence

AAAAATACAAAAATTAGCC--- GGGAGGCCGAGATTACAATGAGCTGAGATCACACCACCAACTCCAGCTTGGGCGACAGAGCAAGACTCTGTCAAAAAAAAAAAAAAAAAAA AGAAT 354
AGGCTTTGCCACT4ATACTCTCTCATATTCATTGACCTTGAATCCTCAAATGAGGTGTGTCCATTAGTCAACTCCAATCTCTTGTCATATATAAGATGGTAGAGATGAGAAGAAGGTAGCT474
CCTTTACAGCCCACTATTTCCACTAACTACTACCTGTGTTTCAAGATACAGCCTTTCACCTCCTTCTCCAGTGTTGAGAGTGTTGAACCTCAGAGTTTCTCCTCTCATTTTCTCTAAATG AGA 597
TACAATGCCAGCCATCCCAAGCTCTTGGCCTGAGTTGATCATCTTCAAGTCTAG GACTCCAAGAAGCATGAAAAGAGCTTCTTTAGTGAAGCTATGTCCTCAGTACTG CCAAAATTCAGAC 71|7
AATCTCCATGGCCTGACAATTTACCTTCTATTTGGGTAATTTATTGTCCCTTACGCAAACTCTCCAACTGTCATTGCACAGACATATG ATCTGTATTTAGCTCTCACTTTAGGTGTTTCCAT 839

CGATTCTATTCTCACTAATGTGCTTCAGGTATATCCCTGTCTAGAAGTCAGATTGGGGTTAAAGAGTC TGTCCGTGATTGACTAACAGTCTTAAATACTTGATTGTTGTTGTTGTTGTCCTG 962
TTTGTTTAAGAAACTTTACTTCTTTATCCAATG AACGGAGTATCTTGTGTCCTGGACCCTTGCAAGAACCCTTCCCCTAGCAACAGATGCGTCATCTCAAAATATTTTTCTGATTGGCCAA 084

'CAP' Site
AGAGTAATTGATTTGICATTT~hATGGTCAGACTC|TATTA|CACCCCACATTCTCTTTTCTT ACTTGTCTGTTCTGCCTCACTCCCGAGCTCTACTGACTCCCAAAAGAGCGCCCAAG 1204

Exon 1
Met Ala lie Ser Gly Val Pro Val Leu Gly Phe Phe lie lie Ala Val Leu Met Ser Ala Gin Glu Ser Trp Ala lie Lys G

AAGAAA ATG GCC ATA AGT GGA GTC CCT GTG CTA GGA TTT TTC ATC ATA GCT GTG CTG ATG AGC GCT CAG GAA TCA TGG GCT ATC AAA G GTAGGTGCTGAGGGAATGA 311
- Leader peptide

AATCTGGGACGATAGACTACGAAGCATTGGAGAAAAGACCTATGGACATTTGGAAGATAATGTGTGGAGTGAAAGAATAGTGTGAC AGGTATTATGTGGTCTCGACAGAAAGTATAAC 1429
AAATTGTGGTTGGTGGAGTTCTTCCCTCACCACAAACTGAAGTAAGTCAAATTG GTTAGAGGGTCAAAACTGAGTTGTGTATTG GTGAATAGCACGGTCCTGCTACAAGCCAAACTG 1549
GGGGTGGGGGTGGGGGTGGGGGAGGAAGAATATTTTCTGGCAAGCATTAACAAGTTATATTCTGGGCTTTAATTATTCTTCTG GAAAATTAGTAAAATTAAAAACTAAAAACCACACA 1 668
TAGTTTTGCTAGATTAATCAAAAAAAAAGTTATTAGCCCTGTTCTTATCTGAATACATGATACAGTAGTTATTTTTTWGGAGTGTAAATCTGTCGGTATATATCAGCACATATATTGTGTGA 1789
AGATTACTAGAAGGAAAAGTCATCGAAAAGCAACAATTTACCCCAGGAAAAGG GGAGGGAAGGCATGCTGATATGAGTTGCCTCATGGGACAGTGATAGCCATTCCCTGCCTTCCCATCT |1909
CC---AGATCTTTATATCATGTTAACTTAGTAATATTTCCAAGAGAGTAGAAAAATAAGTAAGGAAATGGGGAATCTGATATTATTGTCTCTCATCTCCAGAGCAACATTGGTGCTGTTGTA 2028
AAGATGTACTGTAGAAAAGTATTCTTCACCCAGCGTGACCCCCACAGAAGGTGTCAGGTAGACTTGAAATAAGCAAAGTAATAACCCAGCTCCCATACCCATAGT (GCAATTGTAGATTT 2- 148
CTATTGCCCCAAAAGAGCCATACATAGGGATACTTACCTAGAAAGACAGAGGATCTTCCCTTG GTTTwGTGAAGAGGCAGCTAGTATATTTGTGTGTGTTTGCATAGATGCAAAGCGTAAA2268
TAAATTCCTAGGTTTATC----GTCTCAAACAACCAAACCAAAACA 23 10
AAACAAAATATCTCACCTTATCTTTGAAGACTAAGG AAAAAAAAAATCTCCCACTCATCGATACACTCCACAGAGGCAGCATACTCTCCCAGCGCA GCTTTCTCTTmCATGTTCATTATT 243 1
CCCTTGGTGTTGGTTATTCTCAATGTCAATCGTAACAGAACATCTTCCATAATAACAGTCCCAATTTAAGGAGCATTAAGATAAAAGGTGGAATTG CCAAGGTCAATC CAGACGAGAACC 25 51
TTCTCATAGAGGTAACCACCGTGTGGGTTTGGATGCTGGGAAGCAGGGGGACTATGACGCTACAAGGTCTCAGTCTTAATTTTTGGAGTACTTCAGTCCCCAG GTATATTTTCCATAGATTTGGCCC 2678
TTAAATAAAAAG AAGCTTCTGACTCTAAAATGTAAACAGTGCTTGTTACAGTCTTGTTGATATATTAAGAAATTACTCACCTTATCTCATTTAATCTTAAAAACAAACCCCTGACAGGATc 2799
AAAACCACAGCAGGACTACATAATAGGAAAACTATACATAAATAGGTAGAATAATCTGCTCAGGATCACTAGGTAAGTTGCTGAATAAGAATTCAAGATGTTT|TTGATCCCAGAG |A 29 18
AAACCCAACCTTTWCAAACAGTGTTCCTTCTTCTTAGAGTACAATGTTTCTGAGAAGAGACCTCTGGAATTCTGGCCTAAGTGTATTT|AATGCCCGGGTAAAGAAAGTGAGAGAACATTT3038
C TCTTAGGGGCTGCTGCTGGATTTCTAAAAAGAAAATAATTT CTCA GCT AGT AACA TGGA GCCAA ACAACAGC TTCACA AGACTCTGGG TTCTTA GCCCTCAT CTCCTT CATTC 315s4
CA CCCTCTTTATAACCAGTCCTTCTTGTTTTTCCCCTCCCAGCTTTG TTCAGCAGCATGCTTTCACCCAGACCTTGTCTTGTCACTCATCCCTACTCGCCATCAT TCTTTCATTCCTCTTGGC 3277

lu Glu His Val lie lie Gin
CCAATCTCTCTCCACCACTTCCTGCCTACATGTATGTAGGTTATTCATTTCCCTCTCTTGATTCCCCCCACCCAACTCTCTTTCTCCATTTCTTGCCTTTCAG AA GAA CAT GTG ATCATCCAG3400

Exon 2
Ala Glu Phe Tyr Leu Asn Pro Asp Gln Ser GlY Glu Phe Met Phe Asp Phe Asp Gly Asp Glu lie Phe His Val Asp Met Ala Lys Lys Glu Thr Val Trp Arg
GCC GAG TTC TAT CTG AAT CCT GAC CAA TCA GGC GAG TTT ATG TTT GAC TTT GAT GGT GAT GAG ATT TTC CAT GTG GAT ATG GCA AAG AAG GAG ACG GTC TGG CGG 3505
Leu Glu Glu Phe Gly Arg Phe Ala Ser Phe Glu Ala Gln Gly Ala Leu Ala Asn Ile Ala Val Asp Lys Ala Asn Leu Glu Ile Met Thr Lys Arg Ser Asn Tyr
CTT GAA GAATmTGGA CGATmTGCC AGC TTT GAG GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG GAC AAA GCC AAC CTG GAA ATC ATG ACA AAG CGC TCC AAC TAT 3 610
Thr Pro Ile Thr Asn V
ACT CCG ATC ACC AAT G GTACCTCCCTCTCTGCTGCACTCCTGGACATGGGAATCCATAGTTGAAAGTAGTTGCTTCAGCTCTTTGTGTTAGATTATTGTAACTGATTmCCCTCCAAGG 3730
GCCTAACCTTGCCATTAACAAGCCCCAAATTCTCATGCCAGAGGTCTGAGAACTTTUATGGGTTGATCCTATCTTGTTGTGCTCAAGTCTTGTCTCTGTCATCCATGGTCTCCTACGAAGTC- 3852
ATTGCCCTAAGTTCATGCTAGGGGAGCCAGAAGG GAAGTCCTTGGATATCTTATACCTCAATATTGGCTCAATTTCTTGGGGAGGGGGTGCTGTCAGAGATTGTTATCTGAGGATGTGAC 3972
ATAGATTTCTCAGGGCACAATTTCAACTACTTTTTCAGC1TTT1AGGGTTTTTAGATACGTTTGTACCACAATTGAGCATGGGAGGGAGAGGGGTGAGCCTAAGCAGTGATGGCTGATTTCT 4092

Exon 3
al Pro Pro Glu Val Thr Val Leu Thr Asn Ser Pro Val Glu Leu Arg Glu Pro Asn Val Leu lie Cys Phe lie Asp Lys Phe

GTCACGTCTGTCATGTGTCCCCCAG TA CCT CCA GAG GTA ACT GTG CTC ACG AAC AGC CCT GTG GAA CTG AGA GAG CCC AAC GTC CTC ATC TGT TTC ATC GAC AAG TTC 4200
Thr Pro Pro Val Val Asn Val Thr Trp Leu Arg Asn Gly Lys Pro Val Thr Thr Gly Val Ser Glu Thr Val Phe Leu Pro Arg Glu Asp His Leu Phe Arg Lys
ACC CCA CCA GTG GTC AAT GTC ACG TGG CTT CGA AAT GGA AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA GTC TTC CTG CCC AGG GAA GAC CAC CTT TTC CGC AAG 4305
Phe His Tyr Leu Pro Phe Leu Pro Ser Thr Glu Asp Val Tyr Asp Cys Arg Val Glu His Trp Gly Leu Asp Glu Pro Leu Leu Lys His Trp G
TTC CAC TAT CTC CCC TTC CTG CCC: TCA ACT GAG GAC GTT TAC GAC TGC AGG GTG GAG CAC TGG GGC TTG GAT GAG CCT CTT CTC AAG CAC TGG G GTATGGACCAACAC 44 13
TCAATCTCCTTTATTTCAAGGTTTCCTCCTATGATGCTTGTGTGAAACTCGGTGTTCTAACTGTTTCATAATATCTGCTACAATTAATATAACTGTCTTCTCCTACTATCCAGCTTCCTCCTT 4 536
TTTTTAATCTGTAATTCTCTCAATACATCATTCTGTCTTCCTCTTCTTTAATCTATGAATAACTTTTCTCTTTWATTAAGAACCCTACATTTWGATTCTGAGTGTTACTTCTTCCCACACTCATTA4660

lu Phe Asp Ala Pro Ser Pro Leu Pro Glu Thr Thr Glu Asn Val Val Cys Ala Leu Gly Leu Thr Val Gly Leu Val Gly Ile
CCATGTACTCTGCCTTATCTCCCCCA G AG TTT GAT GCT CCA AGC CCT CTC CCA GAG ACT ACA GAG AAC GTG GTG TGT GCC CTG GGC CTG ACT GTG GGT CTG GTG GGC ATC 4770

Exon 4
Ile lie Gly Thr Ile Phe lie Ile Lys Gly Val Arg Lys Ser Asn Ala Ala Glu Arg Arg Gly Pro Leu
ATT ATT GGG ACC ATC TTC ATC ATC AAG GGA GTG CGC AAA AGC AAT GCA GCA GAA CGC AGG GGG CCT CTG TAAGGCACATGGAGGTGAGTTAGGTGTGGTCAGAGGAAGA 4 879
CATATATGGAGATATCTGAGGGAGGAAAACAGGGTGGGGAAAGGAAATGTAATGCATTTAAGAGACAAG GTAGGAACAGATGTGGCTCTTGArrCTCTTTGCTAGAATGAATCAGAc 4997
ATTGGTATCATCTGGTATCCCAAAGCTTCAGGGTCTGTCATCCCTTT|CTATAGACGGGCACCTTGATCACGGCTCCAGTCTTAGAAATCATCTCCAGTACCTAAAACCATTGTTTCACATTA 5 1 9
GAATACTGAGTCTAGGGATCTAGAAAATACATTAGAATATGGAGTCTAGGGATCTAGAAAATACTGAGTCTAGGGATCTAGAAAAATAAGCCTCAAGATTTGGGCACATCCTAGCTTGT 5 238
ATTTCTTGGGGCAGGTCATCAGTTCAGAAGCATTTCCAGATCCTGGCTCCTTTCAGGTTAGGGTCAATTCATTGCATGAAATGGGAATCTCTTAGAGGCCAATGCCTGCTTTTGCTTCTTTA 5 360
GTCTCAAATGTAGTATGAGAAACTCTAAAAAAAGGTAAAGCATGGTTGCTTATTATGTTCAGTTGGAGAGTAGG AACTAACTGTATACAGTTAGTTCATGTTGGAAAGGTTAGATGAAC 5 479
ATTGAAAGAATTTTGCAAAGTCAAAGGATTAAGAGAGAAGAGGAAGGAATCTGAAGCAAGGAGCTCAATGCGGATCTTAAATTCCTTG GTAACTATGTGTGTCTTGCTATAGGTGAT 5 596
GGTGTTTCTTAGAGAGAAGATCACTGAAGAAACTTCTGCTTTAATGACTTTACAAAGCTGGCAATATTACAATCCTTG ACCTCAGTGAAAGCAGTCATCTTCAGCGTTTTrCCAGCCCTATA 5 71 7

Exon 5
GCCACCCCAAGTGTGGTTATGCCTCCTCGATTGCTCCGTACTCTAACATCTAGCTGGCTTCCCTGTCTATTGCCTTTTCCTGTATCTATTTTCCTCTATTTCCTATCATTTTATTATCACCATG 5841
CAATGCCTCTGGAATAAAACATACAGGAGTCTGTCTCTGCTATGGAATGCCCCATGGGGCATCTCTTGTGTACTTATTGTTTAAGGTTTCCTCAAACTGTGATTTTT|CTGAACACAATAAA 5962

Poly (A) Signal Poly (A) Signal
CTATTTTGATGATCTTGGGTGGAATTTTTGGTGTTTAAGCCAGTTCTTTGGGTGGCGGTGGGGGGTGGGGAGTCGGTCCTAGGGAATATATGTGATCCTTTCCCGGTAAAATATCTGAAT 6082
GTTGAATTTATCTTATAAATTCTAGAATTC 6 1 12

FIG. 2. DNA sequence of the 6.3-kb Bgl H-EcoRI DNA fragment of HLA-DRa gene. The amino acid sequences encoded by exons ofHLA-DRa
are shown above the DNA sequences. The 3' untranslated region is underlined. The region ofAlu sequences, the CAT box, the TATA box (promoter),
and the mRNA transcription initiation site (CAP site) are marked. ***, Stop codon; polyadenylylation signals are also indicated. ---, Stretch of
DNA for which the sequence has not been determined. Numbers on the right have not been adjusted for the estimated lengths of segments of DNA
represented by dashes.


