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'Classical nitroreductase' is an enzyme involved in the
intracellular metabolic activation of mutagenic nitroarenes (1).
We have already cloned the nitroreductase gene of Salmonella
typhimurium TA1538 (2) and determined the nucleotide sequence
by dideoxy sequence analysis of both strands. Below is shown
the nucleotide sequence of 1690 base fragment which contains
an open reading frame of 651 nucleotides with potential to encode
the nitroreductase. The maxicell technique was used to identify
the nitroreductase and its molecular weight was estimated as
28KDa, which is close to the calculated molecular weight of
23,955. Possible sequence of -35, -10, S.D. and rho-
independent transcriptional termination signal are indicated.
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GATC~CGCCCAAGTCGCCTGGTAAATCAAAAC'TTTACCGCAGCA±.Z~ AI'TACAACcGrccGAA

(-35) (-10)

AAGGGTACrACACAGGAAGAAZ3 ±±±.& AAOcA¶~ArAGGIJAcCGMA
(SD) M D I V S V A L Q R Y S T K A F D P S K K

ACTGACcCGAAGGAAATAACCArCGAACCACCA2CGCCC'TT''G
L T A E E A D K I K T L L Q Y S P S S T N S Q P W H F I V A

CAAGGGAGcAGGGGAG cM[ccxcGAATAC AS~)AGAAcGAAEc[GoGc1cC¶Q
S T E E G K A R V A K S A A G N Y T F N E R K M L D A S H V

X CZAGCSCA___
V V F C A K T A M D D A W L E R V V D Q E D A D G R F A T P

GGAAGCTAAAGCSGCAAATATAAA±Z3.±
E A K A A N D K G R R F F A D M H R V S L K D D H Q W M A K

GCAGGTTrATCTAACGTGCAATC¶-1xGGCGCKOGCGOUsA¶EGGGAcrGcCSCXCCAAGTS1AIGTcGA0GCCGAGGr
Q V Y L N V G N F L L G V A A M G L D A V P I E G F D A E V

L D A E ±FVGGAKAEAGGCTYTACT A GcGGCVAPV GAHAGHGAGGAVETDFANA
L DA E FGL KE KG YTSL V V V PVGH H SV ED FN A

G L P K S R L P L E T T L T E V * -------> <-------******
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LGM ICTT.±T TITTTGAAAT 1080
, : A 2I Si 1170

CCAGCCA -C=ACG 1260
A¶~GCGATATACCACGGAGCAGC~AACAAACCC2GAAAAGA~GCGCAAGCCAACGGOGAAGAGI'GGI~I'ITACCG 1350
AT-2GGCT =33GGCAGCARAACAATAGCGCOGCGAAACTGA¶L~3CACCGICA~± ± _ _±~± OO~±ATGACC 1440

ACaC 1620
CAGS:(X7IGGhalTAlCGACCATATCAlX:GIAAaSCCAACGOOGtZG 1690
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