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We have cloned the IMP dehydrogenase gene from a Bacillus ~ nucleotide 123 —128 coincides with the consensus sequence of

subtilis guanosine producing strain?. B. subtilis —35 region. Proposed —35 and —10 regions are
Here, we report the nucleotide sequence of the Xbal-Hincll underlined in the figure.

fragment (1.85 kb) on which the gene is located 2. The

fragment contains an open reading frame of 1,539 bp encoding REFERENCE

513 amino acid residues. The deduced amino acid sequence of CES

the gene is 52% homologous to that of the Escherichia coli guaB 1 ﬁaﬁmfy %?33’23’;%"(3 g‘;’d‘;x Doi,M., Akiyama,S.
: 3) Y. io/Tec gy 4, 225-228.
encoding IMP dehydrogenase®. 2. Miyagawa, K., Kanzaki,N., Kimura,H., Sumino,Y., Akiyama,S. and

A good Shine:-Dalgamo sequence is located 10 bp upstream Nakao,Y. (1989) Bio/Technology 7, 821—824.
from the putative start codon. The sequence TTGACA at 3. Tiedemann,A.A. and Smith,J. M. (1985) Nucl. Acids Res. 13, 1303—1316.

TCTAGAAATTTCTGGGTTGATTCAACGGAGTAAAATAGCGCTAAGTCTTTCCACTCATGATATGTCATGTATATTTCTTAATCCTTTCCGTTATCTAAAT 100
ATTTCAACTCTTTCccGCTTcCIIQAQATOCTCTTGGCTAGTTGAIAAIQIACATATAATATTTTGCC______AQQQQGATTTACTAATGTGGGAAAOT 200
MOWE S
H
AAATTTTCAAAAGAAGGCTTAACGTTCGACOATOTOCTOCTTOTGCCAGCAAAGTCTGAGGTACTTCCGCATGATGTGOATTTATCTGTAGAACTTACAA 300
K F S KEGLTTFTDTODVLLVTPA AT KTSTETVTLTPHDVDLSVETLT
- - - * % * % %X % %X % %X % % % % * * % % x x % * *
AAACGTTAAAGCTAAATATTCCTGTCATCAGCGCAGGTATGGACACTGTAACAGAATCAGCAATGGCAATTGCAATGGCAAGACAGGGCGGCTTGGGCAT 400
K T L KLNTITPVTISAGMTDTTVTTEST S AMATIAMARET GG GTLGI
* * * %® =* % * % * %X ® % X =% x % % ® * % % *
CATTCACAAAAATATGTCCATTGAACAGCAGGCTGAACAAGTTGATAAAGTAAAGCGTTCTGAGCGCGGCGTTATCACAAATCCCTTCTTTTTAACTCCT 500
I HKNMSTITEG QO QAEG QUVDIE KT VYVZEKRTSTETRTSGV YVTITNTPTFTFTLTP
* % % % % * = % x x % * x % * * % * * *
GATCACCAAGTATTTGATGCGGAGCATTTGATGGGGAAATACAGAATTTCCGGTGTTCCGATTGTAAATAACGAAGAAGACCAGAAGCTTGTTGGAATTA 600
D HQUVFUDATETHTLM MG EKTYRTISGVYVPTIVNNETETSDTG QI KTLVGTI
* * * * *x % x % X %
TTACAAACCGTGACCTTCGTTTTATTTCTGACTACTCAATGAAAATCAGCGACGTCATGACGAAAGAAGAGCTAGTTACTGCATCTGTAGGAACTACTCT 700
I T NRUDTLTRTFTI S n Y S M K I s DV MTI KETETLTVTAS L
* * * * x % £ %- % % * % % *
GGATGAAGCTGAAAAGATTTTOCAAAAACATAAAATTOAAAAGCTTCCTCTCGTAGATOACCAGAATAAATTAAAAOGTCTTATCACAATTAAAGACATT 800
D EAETKTITLG QT EKTHETEKTITET KTLTPTLTVHDDGQNT KTLTZEKT GTLTITTITZKTDI
* % x % % * *® * % x %
GAAAAAGTCATTGAGTTCCCGAACTCATCTAAAGACATTCACGGCCGCCTGATCAGTTGGCGCGGCAGTTGGTGTAACTGGCGATACAATGACTCGCGTCA 900
E KV I EFPNTSSIKTDTIHTGRTILTIVSGAAVGVTGTDT
* * ¥ * =% * 2z % * % %X % % % % %

AAAAGCTTGTTGAAGCCAATGTTGATGTGATTGTTATCGATACAGCTCACGGACACTCTCAAGGCGTTTTAAACACAGTTACAAAAATCCGTGAAACGTA 1000
K K L V E A NV DV IV I DT A AHGHSQG VYV LNTUVTIKTIRETY
* % * x % % * % * % % % * % % * *
TCCCGAATTAAACATTATTGCTGGAAACGTGGCAACAGCTGAAGCGACAAGAGCGCTTATCGAAGCTGGAGCAGACGTTGTCAAAGTTGGAATAGGGCCT 1100
P E L N I I A G NV AT AE AT RALTIEA AWGADV VKV G111 G P
* * * % * X £ ¥ % % * % % . %X % % * % % ¥ % % %
GGTTCAATTTGTACTACACGTGTTGTAGCCGGGGTGGGTGTTCCGCAAATTACAGCAATTTATGATTGTGCGACTGAAGCAAGAAAACACGGCAAAACAA 1200
G § I CTTU RV YV AGVY GV P QITA ATIZY D C AT EARKH 0 K T
* * X x X % % * * X % ¥ ¥ % X % %
TCATCGCCGACGGTOGGATTAAATTCTCTOGCGATATCACTAAAGCATTOGCAGCCGGCGGACATUCTOTTATOCTCGGAAGCTTGCTTGCAOGCACATC 1300
I 1 A DG G I KF S G D ITI K AL AAGG GHA AV ML G S L L AGT S
* * % x % % * * % % % x % * % % * x % x % *x % x %
AGAAAGCCCTGGTGAAACTGAAATCTACCAAGGCAGAAGATTTAAGGTATACCGCGGCATGGGATCAGTTGCTGCAATGGAAAAAGGAAGTAAAGACCGT 1400
E S P G ETEI1I Y Q GRRVFIKUV Y RGMGS YV A A MEIKGS K DR
* x *x % % * * % % * * % % * % = * % * x % x %
TACTTCCAAGAAGAAAACAAAAAATTTGTTCCTGAAGGAATTGAAGGACGCACACCTTACAAAGGGCCAGTTGAAGAAACCGTTTATCAGCTAGTCGGAG 1600
Y F Q E ENIKIKTFV P EGTIEGRTUZPYIEKSGZPVETETVY QL VG
* x % *- - % * % % %*X * % X % * x ¥ * Ed *
GCCTTCGTTCTGGTATGGGGTATTGCGGGTCCAAAGATCTGCGTGCGCTAAGAGAAGAAGCTCAGTTCATTCGCATGACTGGCGCAGGACTTCGCGAAAG 1600
G L R S G ¥ G Y CG S KDULU R ALR RETEA AGQTFTIWRMMTGA AU GTLTRE S
* * x x * % * * % * * Ed x x x
* %
CCATCCGCATGACGTACAGATTACAGTGCATCGTAATAAGGCGCTTCCTGGTCTATTTGGTTCTCATCAGAAAAAAACAGGATTTGTGTATGATGAATGT 1700
H PHDV QITVHRNIEKALUPUGLUFUGSHAQIKT KT GGFPFVYDTESTC
* * x % * % * C
TGTCAATCCGGCTTTTTTTCATCGGATTGATGGTGGAAAGCGTACAGCCCGATAAAGCAAATACTATTATCAGCATGGGGAATACCGCGCGATATCGCAT 1800
C Q S @ F F 8 s »

CTATCTTCTCCTCTGTATAAACAGTAGTT 1829
* indicates amino acid residue identical with that of E. coli IMP dehydrogenase.

- indicates presence of one extra amino acid residue in E. coli IMP dehydrogenase.
N and C indicate N-, and C-terminal amino acid residues of E. coli IMP dehydrogenase, respectively.



