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THSGETRWAER, WL RAKIFE. H Hindll K, Kpal; S, Smal.
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BERENT L JMBX 09 7 36 PBAISOEa fil pBA150Eb &-H & T —F i 256k 2 9 T 3088, 4 91 M13 / pUCH)
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B.polymyxa Wﬁ—ﬁﬁﬁfﬂa—ﬁﬁ}ﬁfﬁm—"l\ﬁﬁ%ﬁ,ﬂﬁﬁﬁiﬁﬂ*ﬂﬁfﬂlﬁﬁﬁﬂm. Bacillus firmus
I B8 W3 W B BT Bacillus polymvxa 9P % 862 B2 1R 7% 49 (B dGi 4, TR A ALE0 B A5 I T AL,
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1. Baciflus firmus; 2. Bacillus polymyxa 72; 3. Bacillus polymyxa ATCC8523; 4. Bacillus circulans:
5. Clostridium thermosulfurogenes; 6. Bacillus cereus BQIO—Si;' 7. Bacillus cereus var. mycoides;

8. Barley; 9. Soybeen.
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ETHENBHBFA D R A GenBank / DDBJ / EMBL BXH B FRIFEH B, A5 4 ABO00264,
23 FREBMp-ERRBERTFIILR

M Bacillus firmus p-ERHEHNBETRFAREIFIHOBELRFIFEC #IiE 0 REDERNP-
ERECUAEAEYRRA- RN EERFAHTT RE. B Bpobhmyxs 729 B
polymyxa ATCC85237) ¥ 4 % A H B (Bacillus circulans) ®). % % B AR 3F a5 & (Clostrudium
thermosulfurogenes) ™. W5 IR 3 HUIT 8 (Bacillus cereus) BQI0-S1"", Bacillus cereus var. mycoidest,
FEUR K Z U F B 5 98%. 98%. 82%. 54%. 49%. 50%. 36% F1 36%. M 2% LR 9 Rhp-1¥
BB e R B RE. Bacillus firmus -RBMIA0-TERBRBFIEY 1| TRFE.
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SEQUENCING OF A B~AMYLASE GENE FROM BACILLUS FIRMUS

Chen Wei He Bingwang Lou Xiaodong Guan Fei Ye Chen
(Mstitute of Microbiology, Chinese Academy of Sciences, Beifing 100080)

Abstract The gene encoding a P-amylase from Bacillus firmus 725 was sequenced.
The sequenced DNA of 2012 bp contains one open reading frame of 1406 nucleotides
without a translation stop codon. The deduced aminc acid sequence homology with
those known bacterial and some plant p-amylase was 98% for Bacillus polymyxa 72,
98% for Bacillus polymyxa ATCC8523, 82% for Bacillus circulans, 54% for
Clostridium thermosulfurogenes, 49% for Bacillus cereus BQ10-S1, 50% for Bacillus
cereys var. mycoides, 36% for bardey, and 36% for soybeen Eleven well-conserved
regions were found among the amino acid sequences of the nine P-amylases,
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