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CAGCTGGAGCGTCTCGEGGAGCTGGCCGGGCEGCGGCGATGGATCGCCGGGCGCCTCGCT 60
CGGACGCTGGCGGAGGTGCCGCAGGTGCGGCTGGCCGACGTGCCCGAGGACGTCCTCCAC 120
CCCTACCACCTGTTCACCTTCTTCGTCCGGCCGGGACAGGGCGTGAGCCGCGACGAGGTC 180
ATCCACGCCCTGGCGGACGCCGGEGTCCAGGTGCAGGTGCGTTACTTCCCCTTGCACCTG 240
CGCCCCGAGT GGCGGGGT CGGGGCCACCGGCTCGGCGAGTGTCCGGTCACCGAGCGGCTC 300
TGGTTCCACGAGCAGGTCACCCTGCCCTGCTACCCGTCGATGACCGACGGCCAGGTGGAG 360
CACCTGGTGCTGGCCCTGAAGTCCGCGCTCACCGGACGGCGGGACACCGGCGAGCGCEGC 420
RBS sanK—
ACGTCGAGTTACGAGGAGGCCCGGGCATGACGGAATCCTATGACGTGGTGGTCGTGGGAG 480
M T E 5 Y D V V V V G
Apal
GCGGGCCCGTGGECCTEGECCACCECCT GGCAGGT CGCCGARCGCGGCCACCGGGTACTGG 540
G 6 P V G L A T W Q VA E R G H R V L
TCCTGGAGCGGCACACGTTCTTCAACGAGAACGGGGGCACCAGCGGCGCCGAGCGGCACT 600
Y L ERHT FVFAEWDNUGG GT S GAZETRH
GGCGGCTCCAGTACACGCAGGAGGACCTGTTCCCGCCTGACGCTGGAGACCCTTCCGCTGT 660
W R L Q YT Q¢ EDULF RLTULETTULPL
GGCGCGCGCTGGAGAGCCGCTGCGAGCGCCGCCTCATCCACGAGATCGGCAGCCTCTGGT 720
W R A LE S RCERIRIULTIMHETIGSULW
TCGCGGACACCGACGTCGTCACCAACGAGGGCCAGATCTCGGGGACCGCCGCGATGATGG 780
F 6 D TDV YV TNUZEG QI S G T A AMMM
EcoRV
ACAAGCTCTCGGTGCGCTACGAGTGGCT CAAGT CCGCCGATATCGAGCGGCGGTTCGGGT 840
D KL S VRYEUWTLI KSA AUDTITE R F G
TCCGCGGCCTGCCCCGECACTACGAGGGGTTTCTCCAGCCGGACGGCGGGACGATCGACG 900
F R G L P RHYEGF L Q P D G G T I D
TCAGGGGAACGCTGGCGGCGCTGTTCACCCTCGCCCAGGCGGCCEGGCTGCACCCTGCGCG 960
VRG6TULAATLTFTULAQA AAGTCTTL R
CCGGGGAGACGGTGACGGARACTCGTGCCGGACGCGGACGGGGTGAGCGTCACCACCGACC 1020
A G E TV TEULVYV PDADGA ASVYVY TTD
GGGGCACCTACCGGGCCGGCARGGETGGTGCTGGCCTGCGGCCCCTACACCAACGACCTGC 1080
R G T ¥ RA G KV VLV C G P Y TN NUDL
TGGAACCGCTGGGCGCGCGCCTCGCGTACTCGGTGTACGAGATGGCCATCGCGGCCTACC 1140
L E P L GARULATY SV Y EMABATIA BAA AY
GGCAGGCCACGCCGGTGACGCAGGCGCCGTTCTGGTTCGCCTTCCAGCAGCCGACGCCGG 1200
R Q A TPV T QAPFWTF FA ATFOGQOGQUEPTP
Saml
AGGACACCAACCTGTTCTACGGGTTCGGCCACARACCCETGGGCGCCCGGGEAGTTCGTGC 1260
E DTN NULUVF Y G F GHNUPWAUZPGETF V
GCTGCGGGCCEGACTTCEGAGGTGGACCCGCTCGACCACCCCTCGGCGGCCACCGGCGTCG 1320
R C G P TVF EV D P LDHUP S A ATG V
Sall
CCGACCGGCGCCAGACGGACCGGCTCTCGGGCTGGCTGCGGGACCATCTGCCCACGGTCG 380
A D R R T D RL S GWULRUDHTLUPTV
ACCCCGACCCGETGCGGACCTCGACCT GCCTGGCCGTGCTGCCCACGGACCCCGRACGGC 1440
D PDPVRTSTCLAVYVTULUZ®PTDUPE R
AGTTCTTCCTCGGCACTGCCCGGGACCTGATGACGCACGGGGAGAAGCTCGTCGTCTACG 1500
Q F F L ¢TARUDTULMTUHGEIZ KTLUVV Y
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VED S TAYDTI $ RLAUPUGQSATL *
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GGGTCGACCGGCTGGTGCTGCGGCACGT GGCCCGAGGATCCCGAGARGGAGGCCGTCCGCE 1800
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Cloning and Function of sanK-a Gene Involved in Nikkomycin
Biosynthesis of Streptomyces ansochromogenes

NIE Li-Ping' 2 LI Wen-Li' TAN Hua-Rong'
U Institute of Microbiology The Chinese Academy of Sciences Beijing 100080
2 Department of biology Liaoning Normal university Dalian 116029

Abstract The chromosome walking strategy has been used in this experiment and a 10kb DNA fragment was cloned
from the cosmid library of Streptomyces ansochromogenes using a partial DNA fragment involved in the nikkomycins
biosynthesis as a probe. The nucleotide sequence of 1.8kb Pvu I1-Sac Il DNA fragment was determined and analysed. The
result indicated that the 1170bp DNA fragment contains one complete open reading frame ORF . The start codon is
ATG at 447 bp position and the stop codon is TGA at 1614bp position the predicted product is a monomeric sarcosine
oxadase using BLLASTX programme. The experiment of gene disruption showed that the gene is closely related to
nikkomycins biosynthesis of Streptomyces ansochromogenes. This gene was designated as sanK .
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