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Sequence of the rat serine dehydratase gene
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The entire nucleotide sequence of the rat serine dehydratase (EC
4,2.1.13) gene is presented. lle have previously reported the isolation and
nucleotide sequence of the cDNA for rat liver serine dehydratase mRNA and
the structures of the 5' and 3' flanking regions of the gene (1). The 9578
base pairs-sequence of the two subclones (pGEM3 and pGEM6.6) of the gene has
been determined on both strands by the method of Sanger et al. (2). 2'-
Deoxy-7-deaza guanosine triphosphate (3) is used in place of dGTP, where re-
quired, to overcome the problem of the nucleotide compression. The serine
dehydratase gene consists of 9 exons and 8 introns, whose boundary sequences
are obeyed by the gt..ag rule (4). The average size of the exons was 167 bp,
which 1is close to that reported for exons in other eukaryotic genes (5,6),
and the introns ranged from 109 to 1562 bp in size, with the average size of
707 bp. No nucleotide discrepancy between the gene and cDNA sequences was
found; this indicates the presence of a single gene. Although we found 19
sets of alternating GT sequence far upstream from the 5' flanking region of
the gene, which might favor a change of chromatin conformation (1), 26 sets
of alternating GT sequence are also present just after 39 sets of alternat-
ing purine/pyrimidine sequence within the second intron.

GAA
TTCCGGAGCTGCTGTGGGAC AGCCGCCCTGBAATTGCGTG TCACTGAGCAAGCTGTTCTT CACCCTGAGGACATCCAAGG AACATCTCCAGAGATTGCCC -2200
AGTGTCCCCTGGGTACAAAA ATCACACCACCTTGAGGACA GCTGAGTTGAACAGAGGTGT GGGAAGGAGGCGTGTGAGAA TGATCGGCAAAGCTGGTGGG -2100
TGTGGGGGCTGEGAATCCGG CGCAGATGACTGAGGGCTTT CCTGGCATTCTGAGGGACCT GAGTCTGATCCTCAGTGCCA TGTGAGGTGGGCACGGTTGG -2000
CACGCGCCTGTAATGGCAGC ATTCTGAAGGCGGAGGCAGG AGGATCGGGAGTTGAAGGGC ATCTTCAGCTACTCGGTGAG TCCGAGGCCAGCCTGGGTTA -1900
TGTGAGACCCTGACTCAATT TTAAATGATAGGTGTGTCCA AACTACCCAGTCCTGTTGTC ATCTGTCCCCAGCCCAACCC AATCCTCCACATCAGCTCTG -1800
CACTCTCTTAAAACTATGAG TCCCTGGGTTCAATTCCCAG TGTCCTCAGCTACCGTCTGC CCTGGTGACTCTCAGCAAAC ACCATCCTCCAAGCCTGCCC -1700
TCATCTACAACAAGGACTAA GGGAGCCCACCCACTGCTGT GTCTTAACACACGTGAAACC CCCCACACAGGAGGCAAATG ATGTGGAACCAGGGTCCCCC -1600
ATTGCT-TGGCAATGAGATG CTGGTCCAGAGAGTACAAGG TAGCTGTGTCCACACATGGG CTTTGTGTCATCCTGGCTTG CCTACTTCCCTCTATCCCTG ~1500
ACCCAAACCTGTGGTCATCC CTAATGCGGATGGTCAGAAA GAACAATGCACACCACAGGC CAGAAAAAGCAGCAGACGTG GGGCTGGAGAGATGGCTCAG -1400
TGGTTAAGAGCACTGGCTGC TCCTCCAGAGGTCCTGAGTT CAAATCCCAGCAACCACATG GTGGCTCACAACCATCTGTC ATGGACTCTGATGCCCTCTT -1300
CTGGTGTGTCTGAAGTCAGC GATGGTGTGCTCACATATAT TAAATAAACAAATAAATCTT TTTTAAAAAAAAGCACATGG ACTCTGTGIGTGTGTGIGIG -1200
TGTGTGTGIGTGTGTGTGIG TGTTTATGCTGTGGACACAC AGGTCTCTGCACACAGCCTG GAAACGGGTCAGAGGGGATG GTCACGATGGTCATAGTGGT -1100
E%TEE%E%T%Z%E%T%R%T%‘%**CTGATACTGATGGTAGT GCTGATAGTGTTGACAGTGG TGGCCAATAGTGAATAGTGA TGGTGATGATAAAGGTTACC -1000
AACACTGGCTACCTGTTCAA TTTCAAGTCTCTCACCTAAC GCAGTCCCACCTCTTCAAAG CCTGGAACAGCGGTACCCAT GTCATCCCTGTTTACACACG  -900
AACAGAGGCTCTCGAGGTCA AGGTTCTTGCCCAGAGCCAT GTATCTAGTAACAGCAGAGC AGGACTTGAACCCAGATCCC CTTTGTCTAACCCATACGCC — -800
CTTTTATATGAAGAGGATGG CAGGGGATGGTGGTAAGCAA GGGGTGTCAATCATAGCTTG GGCGTCAACCCCCAAGTCCC GCCTTTCACTATCTATACGA  -700
GCTGTGCCTCATTTCCACTC TGTACAGACCTGTTGGATGG TTTTACATTGATTTGGGTTC ATGAAGCTGAGCCCCATACT CCCCGCCCTTTTTCTTTCTA — -600
TTTTGAGACAGGCTCTCACT CCTTAGTCCAGGCTGTCCTT CTGCCTCAGCTTCTATTGTT CTGGCTTGAAGGTGTGAGTT GCCATATGGCTGGCCTGTGT — -500
GTTTCTTGGCCATAAACAGA CCAGCAACTGTCCGGCTTTT CTGTTATTTCTGGGATTGAC CCCTGGGACTCTGGCAGGAG CTCCTCAGTGCTGCGCTGCC — -400
CGCCCACGAGTCCTATAGGC CTTTCGGAGATGAATGTCTT CATTTGCAACGGAAAAAAAA AAAAAAAAAAAAAAGAACGG GGAGAGAAGGTGAGGCGGAC — -300
CTTGGAGGGCAGAACAAGTG GTGCAGCATGGACCAGGGGG CGGGGATTTCTGGGGGCGTG GCCTGCCTGGGCCCTCATTG GCTGCCCGGAGGCTCAGCCC — -200
GGAGAATAAAGCCCTGGGET GTCCTGCCAACTTTCCACTC TCCCAGGACACAGACAAAAT CTACCCTTCTCGCTCGCTCT GTCCAGCTCCTCCTGTGCCG  -100

GGTATGTGGCCCTCAGCCTC AGTCTCACCCCAAGATTGAC AGCCAGAGCAGGGTACCGGG AAGGGAAGAGGGACTGGGAC TCATCCAGTTCAAGTCTCC -1
liTGTACTGATCTGTAAAATG GGACGATGATATAGGCCCTC TAGATCAGGACGTCGCCGGG GTGGCTGTGACTTGGCCAAG TGCTCGCATGAGTCAAATGA 100
Exon 1

CAAGGAAGAGACTTCTGCCG TGGAACCCATGCCGCACCGG CCACCTTTGCCAAGACCGCC TGTGCCFTTTTCTCTCGCAGlFTCATATCACCTATAGAGGC 200

ntron
GGATGCGACTGGCCTCTGGG GTGGGAATCAGTATGGAGTA CACTGCCCATTTTCCCAAAG GTTTCCAATGCTACAGCCTG GGACAGGAACCAGGCAGGGT 300
TCGCCAAAGCCACCTGGAAG GGGTCTGCGTGGCGGAAACT ATCCACTAGCCAAAGGCTGC ACTGGCTGGGCCTTTTGGGT CCAGAGAAGACCCTGTATGT 400
CAGGATGGGGCTAGCTAGGA CAAAGCAAAGAAATTTGGAG TTACTCTTGTGTGCCATTGT TTCCGACTGCCTTTCAAGAG GTCTTCTAGAAAGAGGAGTC 500
TGGTGGCTTGCCTATAATCT CAGCACTTGAGAGACTGAGG CAGGAGGATCACAAGTCTGT CTCTGTCTGTCTGTCTCTTG ACTGAGGCAGGAGAATCACA 600
AGGAGTTTAATCTCTCCTAC ACTCACACACAGTCACTCGA ATTCGTGTAGATGCTGGGAA GAGACACCACCTGCCTAGGT TTGGTCCCACTTGACTCTGT 700
ATCTCTCTTGGGGCTTCTCA CAGGGCTCCAAGGTGAAAGT GGCTGAGCCGGTGTTAACCC AAAGGCTTCCTCACTGTCCT GGCTCCCGAGGGGACCTCAG 800
GGTGCCATTAGCCAAACTTG CCGTGCAGCCTCTATCTGCA TCGAGGTTCCCTCTCATTGT GGACGCTGTATGACGAGGGC AAGCCAGAGGTCTCTGTTGC 900
CTCTTCCCCATGCCAGAAAA AGCAATTCCATAATTCTATC TTTTTAAAAGAATGAGAGCC TTTCAGAGCTCGATGCTGGA TTTCCAGGTCTTTTGGGGGT 1000
TTTGTTTTGTTTTGAAACAG ACTCCTATACAGCCCAGGGT GGCCCTCAAACTCCCTACAT AGCCAAGGTTGACCTTGAAT GGCTAGTCCTCTTGCCCTTG 1100
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CCCCCAAGCAATGGGATTAC AGGCCTCCTGCACCAAGCCC ATTTTTTTCTTCAAAAATAT GTATTTGYCGAACACA%EZG CGGCGGGGCATACCTGTGAT

CCCAGCAATTGGGAGACTGA GACAGGAGGATCCAACCTTC

TGIGTGT
ACTTTGCAGAAACA ACCCT GuCTGACCCTGGCT TGCTT
AGCCCAACGCTGCAGCCTAA AGATGTTTCTGAGCTTGTGA

ATCATTATGGGTATGAAAGA GTGGTCCTAGAGCCCAGGAG

CCCTGCACGTGAAGACCCCA CTACGTGACAGCATGGCATT
erLeuHisVallysThrPro LeuArgAspSertetAlale
CTTCAAGATCCGAGGCATTG GGCATCTCTGCAAGATGGTA
rPhelysIleArgGlylleG lyHisLeuCysLysMet!

AGGTGTGCAGATACACACCC AGGATTCCAAACGGAGGCAG
TAATAATTTTAGGGACTGCA GTTGAGACAGCTCGGCGGCT
CACGATCAACTATAACTCCA GCTCCAGGAGATCCAACACT
GGGCTGGAGCGATAATTCAG TGGTTAGGAATACTTGGGGC
CTGCAGGGCATCAAATGCTC TCCTCTGCCCTCTACAGGCA
GAATTTTTATTTATTTTACT TATATGAGCACACTGTTGCT
GTGGTTGCTGGGGATTGAAC TCAGGACCTCTGGAAGAGCA
AAATAAAATATGTTTTAAAG AAAATAATAATTTTAGAATA
CCTCCTTACCCCAGTTAATC ACCTTGGGGGAGATGAGCCT

E
CTAGGCAGGGACTTGGGGGT GGCCTGATCCTTCCTCTTGT

TTCGTTTTCTTTCCCTTCCT ACCCTGTTCTGTGTGTCCTG

r—Exon 5
GTCGTCCAGATTTGGGGTTC CAGAATGAGGGGCAGAAGTC
alValGlnlleTrpGlySe rArgMetArgGlyArgSerH
CACTGACAGCGGGCAACGCG GGCATGGCGACTGCCTATGC
roleuThrAlaGlyAsnAla GlyietAlaThrAlaTyrAl
CATTGAGCGGCTGAAGAACG AAGGGGCCACAGTTGAAGTG
rlleGluArgleuLysAsnG TuGlyAlaThrValGluVal
CTGATAACTGGATAGAGCCC TCGTTCATCTCAATCTCTTC

AACAACCCAGGTTGGGTGTA CATCTCCCCCTTCGATGACC
AsnAsnProGlyTrpValTy rlleSerProPheAspAspP
TTCTCGCCGGCACACCAGCC ATGAGGGGTCCCCAGATGCA
TCGGTGGAGGTGGCTTTCAT GTGCCAGCATCTGCCCTGAA
TGTCCACTGGTGGGCAGGAA ATGGGGGTTTATCTACCACA
TCTCCTACCCTGTGCCCTGA GCAGCAGGGAGGTCAGAGGT

CCCTTGTGTCTTCAGGAAGC CCTGACCTGACCTGCCACCC

CCAAGCCCGGGGCCATTGTG CTGTCTGTGGGCGGTGGAGG
laLysProGlyAlalleVal LeuSerValGlyGlyGlyGi
CGCCATGGAGACCTTCGGCG CCCACAGCTTCCACGCTGCC
eAlaMetGluThrPheGlyA laHisSerPheHisAlaAla
CCAGCACACAGGCGGTGGAG CTGAGCCTTTGGTCCTTTGC
AGTGCTTAAGTGACGTCCTT CGCTTCTTGAGGTCCTCACG
CTGGACTCAGCCTGGGAGAA AACAATCTCTGGCCTGCAAA
AGACTATTAGGGGCAACTCT TCGAACCAGGGGCTCAGTTC
TGCCAGCCACCGCACACACA CTCCCTCTGAAAAGAGGCTA
ATGGGGT.'ACACCCAATCTT TAACCATTCGTTAAAGATTG
CAGAACTGGLTGCTTCTi1GC TGATAGGCTGATGGGAGAGG
GAGAAAAGGTCTGAGTTCAA CTCTCAAAGTTTGGTTTGTA
AGAAATCAGAGCTGTCTGTA CTTCCCTCTTATCATGCACT
TAGGCATCCACAAGAACAGC TAGAAGGGATTTCTAGAGAG
TGGGCACCATGGTGAGACTG ATGCCATCCTGCTACCACTA
CCCTAAGTTAATATGACCCT GGGGCAGATATTGCCTCATC
GGAAGGACTAGTTCTCCCTG TTTGTTAGAGTGTGGGAGGG
AGAGGTAGCAAGTGAGCAAA GCAGGCGGAGGTTACAAGCT
TGATATCCTAGACCACTGTA CAGGTTCCTGGGGCTGGGCA

Exon 8
TGTCTCTCCCCATGTCCACC CCCCTCTCATTCCCACCTCC

CGAACACCCCATTTTCTCTG AGGTCATCTCAGACCAGGAG
rGluHisProllePheSerG luVallleSerAspGInGlu

AAAGCTACAT

Intron 2

GCTCAGTCTATGAAGGGCTT CCTGGGAAAGCATGAGGGCC TGTGTTCATATTCCCAGAAT GCACCTCAAAAATGCTGAGC TCAACAATAAATGGCTATCA

TCCCTGCACTAGGGAGCAAG AGACAGAAGGACCTCAAGGG ACATCCAGGGGCCTCTGGAA CCTCAGGGGACTTCTGGGAA CCTCTGGGGACCTCAGAGCC

TCCGGGGTTCTCTGGCCAGC CAGTTGGACTGAATCAGGGT GCTCCTGGTTCAGTGCAAGA CCCTGCCTCAAAAATAGTGG GCAGCTGAGGAGGCTACTGA

CTGATGTTGACCTCTGGTTT CTCCACACACACACACACAC ACACACACACACACACGCAC GCACGCACGCACGTGCGC!

GTTTAAGTAATATATAATAG GGCAAAATuCTGAGCACGbA GGGGTGCTGTGGCCCGGAGG GTCACTCTTCACAGGTACC
T

CTGACATACTCT
TGTTCCCATCTTGTGGCCTC
CCTTCTAACTTTGGGCCACT

GGCAGCCTCTCTTGACCCTC
GTCCAAAGTGGCCGGCACTA

uSerlLysValAlaGlyThrS
CAAGGCAGGGTGGCATACTG

Intron 3

GAAGGTGGAAAGTGAATGGT
GAGAGCACTGGCTGCTTTTG
CTCTTCTGATTTCCCGGAGC
TCTTTCAGAACAGCCATGCT
ATACGTACACACAGACACAA
GTCTTCAGAAACACCAGAAG
GTCAGTGCTCTTAACCCCTA
GGTTTCACACATCAGGGCTC
GAGAGAGTGGTTCAGATACC

xon 4

CCCCAE;(-Q'AAGGCAAAACAA
LysAlalysGln

TGGCCCAGCACCAGuCATTC

ACTCTGGAGATGAGCAGCCC
isSerG1yAspGluGinPro
TGCCAGGAGGCTGGGCCTCC
aAlaArgArgleuGlyleuP
GTGGGAGAGGTGAGTGCAGA
ValGlyGlub—intron

CTGCCCCCACCCCTGCAGAT

=
o

CTCTCATCTGGTAAGTTGGA

roLeulleTri=Intron 6

GAGATTCGGAGAGATCGACT

CAACTGAAGCTTGGCCCCTG

CCCACAGCCATCTCCTCTCT

CAGGTTCATCATGGCCTGGC
Exon 7

CTCTCTTGCCCAGGGAAGGC

GAGCTCATGGGAACAGGTCA
ATTCTGAGCCAGTTTGAACA
GGGTAGTTGGAGCTGAGCTT

Exon
TGTATCTCCTCTCTGCCCCC

GTGTGTTCCTTAAGATGGAC
erValPheleul ysMetAsp
GCAGGAGAGGCAGTCCCTCC

ATCCCAGAGTGCATAGCAAG
CAGGGGACTTGAGCTCAGTT
AACTGCATCACATGCATATA
CACCCTCAGCATCCAAGTGA
GTGCACATAAAGAAAACACA
AGGGCACCAGATCCCATCGC
AGCCATCTCTCCAGCCCAAG
TCTCTGGCTAAGGGGTGCCC
AAGTGGGCAAGCTCAGATGT

GGCTGTAAACATTTCGTCTG
GlyCysLysHisPheValCy
TCCCTGGACTCTGGGCTCTG

CACGTGAGGTCCCAGGCCCT
HisValArgSerGinAlale
CAGCCACTATTGTTGTGCCA
roAlaThrlleValValPro
CCTATTGTGGGCAGCAGAGC
Exon 6

GCTGGATGAGGCCATCCAAC
tLeuAspGluAlalleGinL
GCCACCCCACTCCCTACTGC

CATCTTGGGGTGGCTAGGAG
GGAACCCTGGGAGTCGGTGG
GGGAGTGCGTGGGGTGAGGG
ATAGAGGGAAAAACAGACCT

CACACTTCCCTTGTGAAGGA

uGly HisThrSerLeuVallysG)

p
CCTGCTGTGCGGAGTGGTCC
yleuleuCysGlyValValG
GTCAAGGAAGGAAAGCTGGT
VallysGluGlylysLeuVa
CCGAAGCCACACTCTCGCGC
CCTCATTTCTTTTGCTGCTG
GAATTTATAACCAAACCCCA
CTTTAGTCTCTTGTCCCGCC
AGCAAGAGCAGAAGTGTTTC
CTATGAATGAGTTGAACCTG
TCTCCCTCAAGGCTGCCACT
CCAAATGTGGATTTTTTTTT
GGGCAGTGCTTGGTCACATG
AGGATGGCTTCTGTCATAGG
TTCTTTCCTGCCGATAGGAA
TGTTTCCCACTCTATACAAC
CTGTCTGAGAGCCTCAACTA
GGCAGGCTGGGGGTGGGGGT
GGGTTGCCCACTCCCACTGT

—_
CAGTGTTGCCAAGGCCTTGG

rValAlalysAlaleuG
GCTGTGACTGCTATCGAGAA
AlaValThrAlalleGluly

AGGGGCTGCGGGAGGTGGGC
1nGlyleuArgGluValGly
CACCCTGCCCAAGATCACCA

1ThrLeuProlysIleThrS e

GCCGTCTGGGCCTTGAACGT
TTTGATCTGGCCTCCGAAAT
CCGCGGCGGCTCAAACCAAA
ACTGAGAGTGTTGACCTAGE
TAAACTTTAAAGACCAAGTA
GTCTGCTGGACGCCTTACCT
GGGCAACCCAAGAGCGGATT
TTTTGACACCACAACGTTGA
ACCATACCTAGCTGCAAGGG
TAGGGAACACCGAATCAGTT
TACAGATGCAGTAGCTGGCA
TTGGAGCTTGGAAAGTGTGT
ATCCATGAGACCAAGGAGTC
GGGGCAGCAGAGTCCTTCTG
TCACCTGTAGTCCCCGCATC

GTGTGAACACTGTGGGGGCA
lyValAsnThrValGlyAla
GTTCGTAGGTATGTTCTGTG
sPheValAl=Intron 8

TTCTCCCTCCTCAGCCTAGA CCATCTCATGAAAGGAAACT AAAGCCAGTCAGTGGTAAAC GCAAAAGCTGCTCGAGAAAA
ATAGCAGGGAGGACAAACTA GTTTTATAAGTGCCAGTTTT GAGCTTTCTGGTAGCCAGAG TCAAAAGGGAAAGGGCCAAG
TTAGCCTGGGAGATGGTCAA AGGAACGAGAGTAGTGCACA CTGCCATTAATAACTTCAGC TTGCTACACCACTAGAGAGC

Exon 2
GTAAGAACA TACTGAGTTTGTTTTAAAGC ATGTGTGGGGTTGGGATATG

ACAI
C CATTTGGCCCATTTTGIGTIG
GCCCGGGTTGGTTCCTGAGG
AGCCCCTCCCTCTGAACTTT
TGATTTGGTGTCCTTTCCTT

3
AECCATGGCTGCCCAGGAGT
MetAlaAlaGInGluS
AGCTCTCAGCCCTCTGGCTC
SerSerGInProSerGlySe
TACCTGACAGCTGTAGAGGC

AACCTGTCTCTAAGGAATAA
CCCGCAACCCCATGGTGGT
ATTCAAAATAAGTAAATATT
GCGAGGGGCTGTAACTCCAG
TCTTTTTTTTTTCTTTTTAA
AGATGGTTGTGAGCCACCAT
AAAGCACATCCTAAATAAAT
ACCCTACAGACTGACACCTG
TCCAGTGGTGAGGACGTGTC

CTCTTCAGGTGAGTGCCCAG
sSerSer Intron 4
CAACAACACATCCATTCGTA

CCTTCCTGATACACCCTCTC
uLeuProAspThrProSer?
AGCACCACACCTGCCCTCAC
SerThrThrProAlaleuTh
TGGCGGGTGGAGGTGGGGGG

TGGCCAAGGCTCTGGAAAAG
euAlalysAlaleuGlulys
ATGTGTGGTCTCTGCICATG

CAAACTAACTAGGGAACGCA
GGAATGAGCATCTAAGGATG
GGTGGGGGGGTGGGGTCTTG
TAGCTGGTATCTTTGACCAG

GCTGAAGGAGACACTGAGCG
uleulysGluThrLeuSerA
TGGGAGGATGTGCCCATCAT
TrpGluAspValProllell
GGTGAGCCCGGGGCACCTCT
Intron 7

GAGTCCGTTCI TTATGTGAC
GTGCCAGACCCTGGCTGGTC
CTGAGCTCTAGTTCTATTTA
CTCCAAAGTGGCTGCTT TG
GAGCTGCTCCCCAGCTGACA
AAGCTTTTTGGCACACGGTA
GTACTGCAAACCCATAGTCT
ACTCTCATAGACCAACCCTC
AGGCAGGGCAAGGTTCAZAC
AAAAGACTCTTCCATATTTT
CTCAAGCAGCCATTTTTGGA
GACAGACACCTGATACTTTA
CCTCTGGGAGTCTCCCTGGA
GTATCTGAATCAGGCCAGTT
TCACGTGCACCCTTCTACCT

CAGACCCTGAAGCTGTTTTA
GInThrleuLysLeuPheTy
GGATCTTTTTGTCCTTGATT

CATGAACCTGGTTAACCATG
ATGAGGTGATCTCTCTGGGC
AACCTTCTCAGGGGCCCAGG

Exon 9 .
AACCCCAAGCACAGACTGTA GAAACCGAGACTGGGTTCAG AACAAACAGTCCTGGCCACA GTGACTGACGAGAGCTGACG AGCCCCCTCCCCTACAGACG

spA
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ATGAGAAGATCCTGGTGGAG CCCGCGTGTGGCGCTGCCCT GGCTGCAGTGTACAGCGGTG TGGTGTGCAGGCTGCAGGCT GAGGGCCGACTGCAAACCCC — 6900
spGluLysIleleuValGlu ProAlaCysGlyAlaAlale uAlaAlaValTy. SerGlyV alValCysArgleuGlnAla GluGlyArgLeuGlinThrPr

ACTGGCCTCGCTGGTTGTCA TTGTETGTGGTGGCAGCAAC A1CAGCCTGGCACAGCTGCA GGCACTCAAGGCACAGCTGG GCCTGAATGAGCTACTCAAG 7000
olLeuAlaSerLeuValVall 1eValCysGlyGlySerAsn IleSerLeuAl J1nLeuGl nAlaleulysAlaGlinLeuG TylLeuAsnGluLeuleulys

TGATATCTGCTGCTGCCCTG GCCACCCTGAGGGGTCACCA GCACCCCTGAGTAGGCTGGG TGGGCGTCCGCCTGACAGTG GCCCACCCTCCTTTATCCAT 7100
GTTTATAATATGCACTTTTT CATTGTAAATAAAAATTAAT ATATATATGTTTATAAAGCA AAGATCTTTTGAGCTTTGTT ATTGACATGGGGTCTATGTG 7200
CAGCCCAGGCTGGCTTCAAA CTGGAGATCCAAGCTTGGGT GAGGTCGACTCTAGAGGATC GATCCCCGGGCGAGCT 7276

Fig. 1. Nucleotide sequence of the rat serine dehydratase gene and its
deduced amino acid sequence. The transcription start site is numbered +1

(1. The alternating GT sequences and alternating purine/pyrimidine
sequence are underlined.
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