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Hunting of antibacterial agent, 2nd. Development of novel antibacterial agent
which drives multiple-drug-resistant bacteria away.

TSUBOUCHI, TAISHI

3,700,000

MRSA VRE
Yut-A
4 MRSA/VRE

MRSA 6
MRSA/VRE

Streptomyces sp. Yut-A, which isolated from marine environment using
electrical device, is capable to produce antimicrobial substance for methicillin-resistant
Staphylococcus aureus (MRSA) and Vancomycin-resistant Enterococcus sp. Strain Yut-A produces four
kinds of substances which have the antimicrobial spectrum. We performed some characteristic analyses

for chemical compound shows the highest effective titer and productivity among them. Additionally,
complete genome sequence of the strain Yut-A was decoded. Therefore, it is hoped that this substance
is developed to a novel antimicrobial agent against multiple-drug-resistant bacteria.

MRSA VRE



¥ XL C—19, F—-19—1, Z—19 (Jtm)

1. WFEBRAE SO &
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WEARFE | ZAR SN RE ORAE Clid, 5% HE 25 U 0 i, mERE I X 2 F/eE
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GERES L) L LT~y B 745, SRR - TR T 5 &
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flix DERMERFT 21T o7& 2T A, Ligand-Analyte HHAAEH OFEENBE I LD,
Kassoei. YKiissoes, TH D, B =0T L 722, 7/ 78 —LC TOMITIZIZE L Rdo Tz,
ZOTDFHEHER L, e T A — AT K D ERIR o E BT L Lz, MICOD 1%
TRWH ) B CALER L 7= MRSA & HELLFH MRSA O MG 2308 L, 2 oo BARIKEI 217\,
gel-imaging TZ&ILE (D) ZHHH., 1log2M)B 2€ or 2% 7T v 7 LTmEZASDODDAR
N AMERIZZEN 5T~ FEHE L LT nembrane protein (IZ% < HERANRHEALZ L0, 4%
PiEMEOERAR T E LTE 2oz (FHR),

#  Product Description aa_length Query E-value A
cover

@ membrane protein Uncharacterized membrane protein 607 86.5 3e-59 Dw

@® membrane protein * from aa similarity 374 91.1 1e-111 Dw

© membrane protein Integral membrane protein, interacts with FtsH 214 93.8 2e-164 Dw

O DNAgyrase B subunit  DNA gyrase subunit B; Validated 640 84.9 4e-57 Dw

© membrane protein Leucine-rich repeats of kinetochore protein 1031 77.3 6e-51 Up
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< Sequence raw data>

Mean Subread length N50 Total number of bases [bp] Number of Reads
4,408 7,395 1,225,157,355 277,896

< de novo assembly >

Contigs Total Length [bp] N50 Max length Min length Avg length
3 7,794,585 7,640,199 7,640,199 54,075 2,598,195
Contigs # Length [bp] G + C content (%) Circular Depth
1 7,640,199 71.6 No 124
2 100,311 70.5 Yes 153
3 54,075 71.6 Yes 221
<ORF>
Complete Partial Total ORF CDS RNAs rRNAs tRNAs

6,926 0 6,926 6,843 85 18 67
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