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A 4.3 kb EcoRI fragment of Bacillus circulans DNA was
inserted into pUC19 and cloned in Escherichia coli. The insert of
the resulting chimeric plasmid, pBCX-549R3, was subcloned and one
subclone, pBCX-600, was subjected to dideoxy-sequencing from both
strands (1). The sequence has an open-reading frame for a protein
of 213 amino acid residues. Partial N-terminal peptide sequence
analysis revealed that the protein consists of a 28-residue
signal peptide and a 185-residue mature enzyme. A comparison of
its primary structure with that of other xylanases showed more
than 50% homology (2,3). The 5'-flanking sequence contains a
modified promotor sequence (boxed) and two pairs of tandem
repeats (underlined) resembling some animal virus enhancer
elements (4). The 3'-flanking sequence contains a pair of
inverted repeats (arrows) which have been proposed as transcrip-
tion termination signals (5).

GAATTCGGTGATGATGGATTCGATGCGCTTTAGT TCTGAGGTGATCACGT TGAAGTAAAGGGCGTAGTCTCCCTCGACACTCCCTTTCAGAAGCTGAATG 100
AAGCCTTTAAGAGCAGTCATCGGATTTCTGATTTCATGAGCAATACCGGCTGCGAGT TCGCCGACAACATGAAGGGTATCTGATTTCGCAGGCGCTCCTC 200
CAATTCTTTTCGCTCTGTTACGTCTTTAAAGATAGCCAAGTTCATATTTTGAATAATATTCCGT TTAAATGAGAAT TCGTGGTATTATACTGAAGGGGAC 300

GATCAAAAGCTTTGGCGT TAGTAATTARAAATGTILTTAAATISTATACGAGTGC TGCC TCAAAGTTGGAAAAAATATTATAGGAGGTAACAT ATG TTT 397
AAG TTT AAA AAG AAT TTC TTA GTT GGA TTA TCG GCA GCT TTA ATG AGT ATT AGC TT6 TTT TCG G6CA ACC GCC TCT 472
GCA GCT AGC ACA GAC TAC TGG CAA AAT TGG ACT GAT GGG 6GC 66T ATA GTA AAC GCT GTC AAT GGG TCT GGC GGG 547
AAT TAC AGT GTT AAT T6G TCT AAT ACC GGA AAT TTT GTT GTT 66T AAA GGT TGG ACT ACA GGT TCG CCA TTT AGG 622
ACG ATA AAC TAT AAT GCC 6GA GTT TGG GCG CCG AAT GGC AAT GGA TAT TTA ACT TTA TAT GGT TGG ACG AGA TCA 697
CCT CTC ATA GAA TAT TAT GTA GTG GAT TCA TGG GGT ACT TAT AGA CCT ACT GGA ACG TAT AAA GGT ACT GTA AAA 2
AGT GAT GGG GGT ACA TAT GAC ATA TAT ACA ACT ACA CGT TAT AAC GCA CCT TCC ATT GAT GGC GAT CGC ACT ACT 847
TTT ACG CAG TAC T6G AGT GTT CGC CAG TCG AAG AGA CCA ACT GGA AGC AAC GCT ACA ATC ACT TTC ACG AAT CAT 922
GTG AAC GCA TGG AAG AGC CAT 6GA ATG AAT CTG GGC AGT AAT T6G GCT TAC CAA GTC ATG GCG ACA GAA GGA TAT 997

CAA AGT AGT GGA AGT TCT AAC GTA ACA GTG TGG TAA CAGATCATCCTTAATCAGGGGTAGCTAACGGGCTGCTGATCGTTCCTTGAGA 1085
AMMTGATTATTAMATCGTTAGTMGGGTTAMGGTTGTTTTCTACTAGGTGMCG@CTTGCMTTGCTGGAGGTAGGGTATTCTCCA 1185
TCTGGTTTTATAACTTTTCCTATAGGTTAATAGAATGGTATT TAAATGAGAATGCTACAATT TT TTCTAGTCAGCGCTTGCTCACAACAGACACCTTTAC 1285
ATAACTCTTCTTTATCAAACATAAGCCTTATTCAAAATAAAAATATCTAGTAGT TGACCTGCAG 1349
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