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1 ttagacctcaccctgtggagccaca

2 ccctagggcagttgg|ccaat |ctactcccaggagcagggagggeaggagegggetgge|atalaaagtcagggea NUCIeOtId_e sequence of
= beta-globin gene
3 ggaccatctattgcttACATTTGCTTCTACGACACAACTGTGTTCTAGCAACCTCAAACAGACACC

non-transcribed strand shown
met val his leu thr pro glu glu lys ser ala val thr ala leu trp gly lys val asn
4 ATG GTG CAC CTG ACT CCT GAG GAG AAG TCT GCC GTT ACT GCC CTG TGG GGC AAG GTG AAC 5

val asp glu val gly gly glu ala leu gly ar . ;
5 GTGGAT GAAGTT GGT GGT GAG GCC CTG GGC AGGTTGGTATCAAGGTTACAAGACAGGTTT lower case (a) — not transcribed
upper case (A) -- transcribed
6 AAGGAGACCAATAGAAACTGGGCATGTGGAGACAGAGAAGACTCTTGGGTTTCTGATAGGCACTGACTCTCTC 5' leader to ATG;

gleu leu val val tyr pro trp thr gin arg translated bases with amino

7  TGCCTATTGGTCTATTTT CCCACCCTTAGG CTG CTG GTG GTC TAC CCT TGG ACC CAG AGG acid designations;
introns between translated
phe phe glu ser phe gly asp leu ser thr pro asp ala val met gly asn pro lys val bases:

8 TTCTTT GAGTCC TTTGGG GAT CTG TCC ACT CCT GAT GCT GTT ATG GGCAAC CCT AAGGTG ) o ,
intron splice sites: at 5' end

lys ala his gly lys lys val leu gly ala phe ser asp gly leu ala his leu asp asn first base of intron underlined,
9 AAGGCT CAT GGC AAGAAAGTGCTCGGT GCCTTT AGT GAT GGC CTGGCT CAC CTGGAC AAC at 3' end first base of next exon

leu lys gly thr phe ala thr leu ser glu leu his cys asp lys leu his val asp pro underlined
10 CTC AAGGGC ACCTTTGCCACACTGAGT GAG CTG CAC TGT GAC AAG CTG CAC GTG GAT CCT
glu asn phe arg First base transcribed = +1
11 GAG AAC TTC AGG GTG AGTCTATGGGACCCTTGATGTTTTCTTTCCCCTTCTTTTCTATGGTTAAGTTCAT Base to the left = -1
12 GTCATAGGAAGGGGAGAAGTAACAGGGTACAGTTTAGAATGGGAAACAGACGAATGATTGCATCAGTGTGGAAG box:
13 TCTCAGGATCGTTTTAGTTTCTTTTATTTGCTGTTCATAACAATTGTTTTCTTTTGTTTAATTCTTGCTTTCTT Ccaat = cat box;
14 TTTTTTTCTTCTCCGCAATTTTTACTATTATACTTAATGCCTTAACATTGTGTATAACAAAAGGAAATATCTCT ata = tata box
15 GAGATACATTAAGTAACTTAAAAAAAAACTTTACACAGTCTGCCTAGTACATTACTATTTGGAATATATGTGTG double underline = other
16 CTTATTTGCATATTCATAATCTCCCTACTTTATTTTCTTTTATTTTTAATTGATACATAATCATTATACATATT
17 TATGGGTTAAAGTGTAATGTTTTAATATGTGTACACATATTGACCAAATCAGGGTAATTTTGCATTTGTAATTT promoters
18 TAAAAAATGCTTTCTTCTTTTAATATACTTTTTTGTTTATCTTATTTCTAATACTTTCCCTAATCTCTTTCTTT
19 CAGGGCAATAATGATACAATGTATCATGCCTCTTTGCACCATTCTAAAGAATAACAGTGATAATTTCTGGGTTA underline at 3' end = sequences
20 AGGCAATAGCAATATTTCTGCATATAAATATTTCTGCATATAAATTGTAACTGATGTAAGAGGTTTCATATTGC _ )
21 TAATAGCAGCTACAATCCAGCTACCATTCTGCTTTTATTTTATGGTTGGGATAAGGCTGGATTATTCTGAGTCC required for poly-A site and ?

termination of transcription
leu leu gly asn val leu
22 AAGCTAGGCCCTTTTGCTAATCATGTTCATACCTCTTATCTTCCTCCCACAGCTCCTG GGC AAC GTG CTG

val cys val leu ala his his phe gly lys glu phe thr pro pro val gin ala ala tyr
23 GTCTGTGTGCTGGCCCATCACTTTGGCAAAGAATTCACCCCACCAGTGCAGGCT GCCTAT

dot = attachment site poly A
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