7024  Corrections Proc. Natl. Acad. Sci. USA 80 (1983)

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
AGATCTTTAATAATCATATGACAAGAGAAAAACTTTCATAATCTTATGACATGAGGGAAGGAATATTAAAGCCGTTCTGTGAGTTATTATCTCTAACGTTCCCAAT[AGAATAGGCTTTG | 19
CCAGCITGGGTGCGGTGGCTCATGCCTGTAATCCCAGCACTTTGCGAGGCCAAGGCGGGCAAATCACGAGGTCAGGAGTCTGAGACCAGCCTGACCAACATGGTGAAACCCCGTCTCTACT 239

AAAAATACAAAAATTAGCC--- GGGAGGCCGAGATTACAATGAGCTGAGATCACACCACCAACTCCAGCTTA(‘:gg%qg:rg:GAGCAAGACTCTGTCAAAAAAAAAAAAAAAAAAAEGAAT 354
AGGCTTTGCCAC I lATACTCTCTCATAT\'CATTGACCTTGAATCCTCAAATGAGGTGTGTCCATTAGTCAACTCCAATCTCTTGTCATATATAAGATGGTAGAGATGAGAAGAAGGTAGCT 474
CCTTTACAGCCCACTATTTCCACTAACTACTACCTGTGTTTCAAGATACAGCCTTTCACCTCCTTCTCCAGTGTTGAGAGTGTTGAACCTCAGAGTTTCTCCTCTCATTTTCTCTAAATGAGA 597
TACAATGCCAGCCATCCCAAGCTCTTGGCCTGAGTTGATCATCTTCAAGTCTAGGACTCCAAGAAGCATGAAAAGAGCTTCTTTAGTGAAGCTATGTCCTCAGTACTGCCAAAATTCAGAC 717
AATCTCCATGGCCTGACAATTTACCTTCTATTTGGGTAATTTATTGTCCCTTACGCAAACTCTCCAACTGTCATTGCACAGACATATGATCTGTATTTAGCTCTCACTTTAGGTGTTTCCAT 839
CGATTCTATTCTCACTAATGTGCTTCAGGTATATCCCTGTCTAGAAGTCAGATTGGGGTTAAAGAGTC TGTCCGTGATTGACTAACAGTCTTAAATACTTGATTTGTTGTTGTTGTTGTCCTG 962
TTTGTTTAAGAAACTTTACTTCTTTATCCAATGAACGGAGTATCTTGTGTCCTGGACCCTTTGCAAGAACCCTTCCCCTAGCAACAGATGCGTCATCTCAAAATATTTTTCTGATTGGCCAA (084
‘CAP’ Site
AGAGTAATTGATTTGICATTTTIAATGGT CAGACTC ACCCCACATTCTCTTTTCTT CTTGTCTGTTCTGCCTCACTCCCGAGCTCTACTGACTCCCAAAAGAGCGCCCAAG 1204
Exon 1

Met Ala lle Ser Gly Val Pro Val Leu Gly Phe Phe lle lle Ala Val Leu Met Ser Ala GIn Glu Ser Trp Ala lle Lys G

AAGAAA ATG GCC ATA AGT GGC s‘;rec CCT GTG CTA GGA TTT TTC ATC ATA GCT GTG CTG ATG AGC GCT CAG GAA TCA TGG GCT ATC AAA G GTAGGTGCTGAGGGAATGA |31 |
" Leader peptid

AATCTGGGACGATAGACTACGAAGCATTGGAGAAAAGACCTATGGACATTTGGAAGATAATGTGTGGAGTGAAAGAATAGTGTGACAGGTATTATGTGGTCTCGACAGAAAGTATAAC 429
AAATTGTGGTTTGGTGGAGTTCTTCCCTCACCACAAACTGAAGTAAGTCAAATTTGGTTTAGAGGGTCAAAACTGAGTTGTGTATTGGTGAATAGCACGGTCCTGCTACAAGCCAAACTG 1549
GGGGTGGGGGTGGGGGTGGGGGAGGAAGAATATTTTCTGGCAAGCATTAACAAGTTATATTTCTGGGCTTTAATTATTCTTCTGGAAAATTAGTAAAATTAAAAACTAAAAACCACACA |668
TAGTTTTGCTAGATTAATCAAAAAAAAAGTTATTAGCCCTGTTCTTATCTGAATACATGATACAGTAGTTATTTTTTGGAGTGTAAATCTGTCGGTATATATCAGCACATATATTGTGTGA | 789
AGATTACTAGAAGGAAAAGTCATCGAAAAGCAACAATTTACCCCAGGAAAAGGGGAGGGAAGGCATGCTGATATGAGTTGCCTCATGGGACAGTGATAGCCATTCCCTGCCTTCCCATCT 1909
CC---AGATCTTTATATCATGTTAACTTAGTAATATTTCCAAGAGAGTAGAAAAATAAGTAAGGAAATGGGGAATCTGATATTATTGTCTCTCATCTCCAGAGCAACATTGGTGCTGTTGTA 2028
AAGATGTACTGTAGAAAAGTATTCTTCACCCAGCGTGACCCCCACAGAAGGTGTCAGGTAGACTTGAAATAAGCAAAGTAATAACCCAGCTCCCATACCCATAGTCGGCAATTGTAGATTT 2 148
CTATTGCCCCAAAAGAGCCATACATAGGGATACTTACCTAGAAAGACAGAGGATCTTCCCTTGGTTTGTGAAGAGGCAGCTAGTATATTTGTGTGTGTTTGCATAGATGCAAAGCGTAAA2268
TAAATTCCTAGGTTTATC --- - - GTCTCAAACAACCAAACCAAAACA23 |0
AAACAAAATATCTCACCTTATCTTTGAAGACTAAGGAAAAAAAAAATCTCCCACTCATCGATACACTCCACAGAGGCAGCATACTCTCCCAGCGCA GCTTTCTCTTTTCATGTTCATTATT 24 3|
CCCTTGGTGTTGGTTATTCTCAATGTCAATCGTAACAGAACATCTTCCATAATAACAGTCCCAATTTAAGGAGCATTAAGATAAAAGGTGGAATTG CCAAGGTCAATC CAGACGAGAACC 2551
T TCTCATAGAGGTAACCACCGTGTGGGT T TGGATGCTGGGAAGCAGGGGGACTATGACGCTACAAGGTCTCAGTCT TAATTT TTGGAGTACT TCAGTCCCCAG GTATATTT TCCATAGATTTGGCCC 2678
TTAAATAAAAAG AAGCTTCTGACTCTAAAATGTAAACAGTGCTTGTTACAGTCTTGTTGATATATTAAGAAATTACTCACCTTATCTCATTTAATCTT AAAAACAAACCCCTGACAGGATC 2799
AAAACCACAGCAGGACTACATAATAGGAAAACTATACATAAATAGGTAGAATAATCTGCTCAGGATCACTAGGTAAGTTGCTGAATAAGAATTCAAGATGT'ITTTGATCCCAGAGTTTA 2918
AAACCCAACCTTTCAAACAGTGTTTCCTTCTTCTTAGAGTACAATGTTTCTGAGAAGAGACCTCTGGAATTCTGGOCTAAGTGTATTTAATGCCCGGGTAAAGAAAGTGAGAGAACATTT3038
[of T TAAAAA
A T TTTAT AACEAGTOCT O T TG T TCCCTCCCAGCTT TG TCAGOAGOATGOT T TOACOOAGACETTOTOTT G oAt et Ao SCCCTCATCTCCTT CATTC 3154
CATTCTTTCATTCCTCTTGGC 3277
CCAATCTCTCTCCACCACTTCCTGCCTACATGTATGTAGGTTATTCATTTCCCTCTCTTGATTCCCCCCACCCAACTCTCTTTCTCCATTTCTTGCCTTTCAG )\: GG);: (;‘Al'sl' z"l"G J\I'le'C A"‘l’ec 3\23400
Exon 2

Ala Glu Phe Tyr Leu Asn Pro Asp GIn Ser Gly Glu Phe Met Phe Asp Phe Asp Gly Asp Glu lle 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 ArgPhe Ala Ser Phe Glu Ala Gin Gly Ala Leu Ala Asn lle AlaVal Asp Lys Ala Asn Leu Glu lle Met Thr Lys Arg Ser Asn Tyr
CTT GAA GAA TTT GGA CGA TTT GCC 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 AACTAT 3610

Thr Pro lle Thr n

ACT CC% ATeC ACC :I:T g GTACCTCCCTCTCTGCTGCACTCCTGGACATGGGAATCCATAGTTTGAAAGTAGTTGCTTCAGCTCTTTGTGTTAGATTATTGTAACTGATTTTCCCTCCAAGG 3730

GCCTAACCTTGCCATTAACAAGCCCCAAATTCTCATGCCAGAGGTCTGAGAACTTTATGGGTTTGATCCTATCTTGTTGTGCTCAAGTCTTGTCTCTGTCATCCATGGTCTCCTACGAAGTC 3852

ATTGCCCTAAGTTCATGCTAGGGGAGCCAGAAGGGAAGTCCTTGGATATCTTATACCTCAATATTGGCTCAATTTCTTGGGGAGGGGGTGCTGTCAGAGATTGTTATCTGAGGATGTGAC 3972

ATAGATTTCTCAGGGCACAATTTCAACTACTTTTTCAGCTTTAGGGTTTTTAGATACGTTTGTACCACAATTGAGCATGGGAGGGAGAGGGGTGAGCCTAAGCAGTGATGGCTGATTTCT 4092
Exon 3

al Pro Pro Glu Val ThrVal Leu Thr AsnSer Pro Val Glu Leu ArgGlu Pro Asn Val Leulle CysPhe lle 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 AAGTTC 4200

ThrPro 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 ArgLys
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 LysHis 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 4413

TCAATCTCCTTTATTTCAAGGTTTCCTCCTATGATGCTTGTGTGAAACTCGGTGTTCTAACTGTTTCATAATATCTGCTACAATTAATATAACTGTCTTCTCCTACTATCCAGCTTCCTCCTT 4536
TTTTTAATCTGTAATTCTCTCAATACATCATTCTGTCTTCCTCTTCTTTAATCTATGAATAACTTTTCTCTTTATTAAGAACCCTACATTTGATTCTGAGTGTTACTTCTTCCCACACTCATTA4660

lu Phe Asp AlaPro Ser Pro Leu Pro Glu Thr Thr Glu Asn Val Val Cys Ala Leu Gly Leu Thr Val Gly Leu Val Gly lle
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

lle lle Gly Thr lle Phelle lle Lys Gly Val Arg Lys Ser Asn Ala Ala Glu Arg Arg Gly Pro Leu Exond

ATT ATT GGG ACC ATC TTC ATC ATC AAG GGA GTG CGC AAA AGC AAT GCA GCA GAA CGC AGG GGG CCT CTG :l':\:\GGCACATGGAGGTGAGTTAGGTGTGGTCAGAGGAAGA 4879
CATATATGGAGATATCTGAGGGAGGAAAACAGGGTGGGGAAAGGAAATGTAATGCATTTAAGAGACAAGGTAGGAACAGATGTGGCTCTTGATTTCTCTTTGCTAGAATGAATCAGAC 4997
ATTGGTATCATCTGGTATCCCAAAGCTTCAGGGTCTGTCATCCCTTTCTATAGACGGGCACCTTGATCACGGCTCCAGTCTTAGAAATCATCTCCAGTACCTAAAACCATTGTTTCACATTAS |19
GAATACTGAGTCTAGGGATCTAGAAAATACATTAGAATATGGAGTCTAGGGATCTAGAAAATACTGAGTCTAGGGATCTAGAAAAATAAGCCTCAAGATTTGGGCACATCCTAGCTTGT 5238
ATTTCTTGGGGCAGGTCATCAGTTCAGAAGCATTTCCAGATCCTGGCTCCTTTCAGGTTAGGGTCAATTCATTGCATGAAATGGGAATCTCTTAGAGGCCAATGCCTGCTTTTGCTTCTTTA S5 360
GTCTCAAATGTAGTATGAGAAACTCTAAAAAAAGGTAAAGCATGGTTGCTTATTATGTTCAGTTGGAGAGTAGGAACTAACTGTATACAGTTAGTTCATGTTGGAAAGGTTAGATGAAC 5479
ATTGAAAGAATTTTGCAAAGTCAAAGGATTAAGAGAGAAGAGGAAGGAATCTGAAGCAAGGAGCTCAATGCGGATCTTAAATTCCTTG GTAACTATGTGTGTCTTGCTATAGGTGAT 5596
GGTGTTTCTTAGAGAGAAGATCACTGAAGAAACTTCTGCTTTAATGACTTTACAAAGCTGGCAATATTACAATCCTTGACCTCAGTGAAAGCAGTCATCTTCAGCGTTTTCCAGCCCTATA 5717

Exon 5
GCCACCCCAAGTGTGGTTATGCCTCCTCGATTGCTCCGTACTCTAACATCTAGCTGGCTTCCCTGTCTATTGCCTTTTCCTGTATCTATTTTCCTCTATTTCCTATCATTTTATTATCACCATG 5841

CAATGCCTCTGGAATAAAACATACAGGAGTCTGTCTCTGCTATGGAATGCCCCATGGGGCATCTCTTGTGTACTTATTGTTTAAGGTTTCCTCAAACTGTGATTTTTCTGAACACAATAAA 5962
oale (A) Sian g — T T T e e e e

Poly (A) Signal ™o Poly (A) Signal
CTATTTTGATGATCTTGGGTGGAATTTTTGGTGTTTAAGCCAGTTCTTTGGGTGGCGGTGGGGGGTGGGGAGTCGGTCCTAGGGAATATATGTGATCCTTTCCCGGTAAAATATCTGAAT 6082
GTTGAATTTATCTTATAAATTCTAGAATTC 6112

Fic. 2. DNA sequence of the 6.3-kb Bgl II-EcoRI DNA fragment of HLA -DRa gene. The amino acid sequences encoded by exons of HLA-DRa
are shown above the DNA sequences. The 3’ untranslated region is underlined. The region of Alu 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.



