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Identification and characterization of a new DNA double strand break
repair pathway in enterohemorrhagic Escherichia coli

MEREL (T

HERERE
KR ME+E (OOKA TADASUKE)
BIFKE - BEFE - B
MEEEZES . 50363594

WFZep O (FnS0) - B I RIBE IS W T R 5 v AR Y v O—FE T 54 ARSI
(IS)?D excision ZfE4 2 H A+ & L C.IEE (IS excision enhancer) % [6& L 72, £7-.
N5%E R R 0157 (23617 5 IEE OEREMRMT 226 £ DFUGN IS3 IZ = — RE T
LEBHA L OMAERICEIVEZSZZEZHLNI L, AT, ZOIEE OFEa r
23, BE HIIMAME KRG 720 Cre < SRREBIR 2 48 2 7o bk 2 R HFAE L, BIE K BHE
IZR Y BRSO AR LT Z LA BN L,

HFFER S OB (#30) : We identified a new factor that promote the excision of insertion
sequence element (IS) in enterohemorrhagic Escherichia coli, and named the protein as
IS-excision enhancer (IEE). From the functional analyses, IEE promote the excision of IS3
members from the Escherichia coli 0157 genome by combined action with IS transposase.
In addition, homologs of IEE were widely distributed in a variety of bacterial species by
horizontal gene transfer.
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