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Nucleotide sequence of human muscle acetylcholine receptor 3-subunit
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We report the nucleotide sequence and deduced amino acid sequence for
the human muscle acetyicholine receptor B -subunit. The sequence is
derived from a clone isolated from a cDNA library using poly(A) RNA
from human leg muscle.
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GGCGAGCCGCCAGCGTATGACCCCAGGGGC TCTGCTGATGC TGCTGGGGGCGC TGGGGCCGGCGC TCGCCCCAGGCGTCCGCGGCTCGGA
MetThrProGlyAlalLeulLeuMetLeulLeuGlyAlaLeuGlyProAlaLeuAlaProGlyValArgGlySerGl
100 110 120 130 140 150 160 170 180
GGCGGAGGGTCGACTCCGGGAGAAACT TTTCTCTGGCTATGATAGCTCCGTCCGGCCAGCGCGGGAGG TGGGAGACCGTGTCAGGGTCAG
uAlaGluGIyArgLeuArgGluLysLeuPheSerGlyTyrAspSerSerValArgProAlaArgGluValGlyAspArgValArgValSe
190 200 210 220 230 240 250 260 270
CGTTGGTCTCATCCTGGCGCAACTCATCAGCCTGAACGAGAAGGATGAAGAGATGAGCACAAAGGTGTACTTAGACCTGGAGTGGACTGA
rValGlyLeulleLeuAlaGlnLeulleSerLeuAsnGluLysAspGluGluMetSerThrLy sVaITereuAspLeuGluTrpThrAs
280 290 300 310 320 330 40 350 360
CTACAGGCTGAGCTGGGACCCTGCGGAGCACGAGGGCATCGATTCGCTCCGCATCACGGCGGAATCCGTGTGGCTCCCTGACGTGGTGCT
pTyrArgLeuSerTrpAspProAlaGluHisGluGlylleAspSerLeuArglleThrAlaGluSerValTrplLeuProAspValVallLe
370 380 390 400 410 420 430 440 450
ACTGAACAACAATGATGGGAAT TTTGACGTGGCTCTGGACAT TAGCGTCGTGGTGTCCTCCGACGGCTCCGTGCGT TGGCAACCCCCGGG
uLeuAsnAsnAsnAspGlyAsnPheAspValAlaLeuAsplleSerValValValSerSerAspGlySerValArgTrpGInProProGl
460 470 480 490 500 510 520 530 540
CATCTATCGCAGCAGCTGCAGCATCCAGGTCACCTACTTCCCCTTCGACTGGCAGAATTGCACTATGGTGTTCAGCTCCTACAGCTACGA
yl leTyrArgSerSerCysSer [1eGinValThrTyrPheProPheAspTrpGInAsnCysThrMetValPheSerSerTyrSerTyrAs
50 560 570 580 590 600 610 620 630
CAGCTCGGAGGTCAOGCTGCAGACAGGCCTGGGTCCTGACGGGCAAGGGACTCAGGAAATCCACATTCATGAAGGGACTTTCATTGAGAA
pSerSerGluValThrLeuGInThrGlyLeuGlyProAspGlyGInGlyThrGInGlulleHis!leHisGluGlyThrPhelleGluAs
640 650 660 670 680 690 700 710 720
TGGCCAGTGGGAGAATATCCACAAGCCCTCTCGGCTAATCCAGCCTCCAGGCGATCCTAGGGGAGGGAGGGAAGGACAGCGCCAGGAAGT
nGlyGlnTrpGluAsnl IeHstysProSerArgLeul leGInProProGIyAspProArgGlyGlyArgGluGIyGlnArgGInGluVa
30 740 750 760 770 790 800 810
CATCTTCTACCTCATCATCCGCCGCAACCCTCTCTTCTACCTGGTCAACGTCATTGCCCCATGCATCCTCATCACTCTTCTGGCCATCTT
IIlePheTyrLeullelleArgArgLysProLeuPheTyrLeuValAsnVallleAlaProCyslleLeulleThrLeuLeuAlallePh
820 830 840 850 860 870 380 890 900
CGTCTTCTACCTGCCACCAGATGCAGGAGAGAAGATGGGGCTCTCAATCT TTGCCCTGCTGACCCTTACTGTGTTCCTGCTGCTGCTGGC
eValPheTyrLeuProProAspAlaGlyGluLysMetGlyLeuSerliePheAlaLeuLeuThrLeuThrValPheLeuLeulLeuleuAl
91 20 930 940 950 960 970 980 990
TGACAAAGTACCTGAGACCTCACTATCAGTACCCATTATTATCAAGTACCTCATGTTTACCATGGTCCTCGTCACCTTCTCAGTCATCCT
aAspLysValProGluThrSerLeuSerValProllellelleLysTyrLeuMetPheThrMetValLeuValThrPheSerValllele
1000 1010 1020 1030 1040 1050 1060 1070 1080
TAGTGTCGTGGT TCTCAACCTGCACCACCGCTCACCCCACACCCACCAAATGCCCCTTTGGGTCCGTCAGATCTTCATTCACAAACTTCC
uSerValValValLeuAsnLeuHisHisArgSerProHisThrHisGInMetProLeuTrpValArgGinllePhelleHisLysLeuPr
1090 1100 1110 1120 1130 1140 1150 1160 1170
GCTGTACCTGCGTCTAAAAAGGCCCAAACCCGAGAGAGACCTGATGCCGGAGCCCCCTCACTGTTCTTCTCCAGGAAGTGGCTGGGGTCG
oLeuTyrLeuArgLeulysArgProLysProGluArgAspLeuMetProGluProProHisCysSerSerProGlySerGlyTrpGlyAr
1180 1190 1200 1210 1220 1230 1240 1250 1260
GGGAACAGATGAATATTTCATCCGGAAGCCGCCAAGTGATTTTCTCTTCCCCAAACCCAATAGGT TCCAGCCTGAACTGTCTGCCCCTGA
gGlyThrAspGluTyrPhelleArgLysProProSerAspPheLeuPheProLysProAsnArgPheGInProGluLeuSerAlaProAs
1270 1280 1290 1300 1310 1320 1330 1340 1350
TCTGCGGCGAT TTATCGATGGTCCAAACCGGGCTGTGGCCCTGCT TCCGGAGC TACGGGAGGTCGTCTCCTCTATCAGCTACATCGCTCG
pLeuArgArgPhel leAspGlyProAsnArgAlaValAlaleuLeuProGluLeuArgGluValValSerSerlleSerTyrlleAlaAr
1360 1370 1380 1390 1400 1410 1420 1430 1440
ACAGCTGCAGGAACAGGAGGACCACGATGCGCTGAAGGAGGACTGGCAGT TTGTGGCCATGGTAGTGGACGCGCTCTTCCTGTGGACTTT
gGlnLeuGInGluGInGluAspHisAspAlaLeulLysGluAspTrpGinPheValAlaMetValValAspAlaLeuPheLeuTrpThrPh
1450 1460 1470 1480 1490 1500 1510 1520 1530
CATCATCTTCACCAGCGT TGGGACCCTAGTCATCTTCCTGGACGCCACGTACCACT TGCCCCCTCCAGACCCCTTTCCTTGAAGACTGGA
ellellePheThrServValGlyThrLeuValllePheLeuAspAlaThrTyrHisLeuProProProAspProPhePro *
1540 1550 1560 1570 1580 1590 1600 1610 1620
GGGTTGAGACCAGGCCCCCTGCCAGT TGAAGTGAGAGAGTTTGGTGATACTGTCAAGCCCTATCCTTCTCTGCCTCTTAACTCCTTCACG

1630 1640 1650
AGGAATCTGGGCCTCTTATTTCGTTCTGGG. v o v v v v vt v s 3
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