BXF-109

5

N H I

:I—
hY H
K A K E

HFEMREDRER (FHARBAEEBIBE) HRUARBES

ERE2 54 5 H 2 9 HELE

HPEEERS 12101
MEIER : BKERIBE SR

T : 2011~ 2012

EEES 23658058

MEREL (F1X) MEMMRRNEETZOEBREMRAR

2 iEREL (FE ) Development of core techniques for microbial endosymbiosis engineering

MERAERE
AH BT (OHTA  HIROYUKI)
RPKF - RFED - B
HREES : 80168947

WFZER R OBEEE (Fn30)  AAFZEIE. SRR EHII A AR 2 WA S CF A3 AEIR 2 1
HT 2B OBEENET5, £, NEMBERARIREN O NAEMEZRE LT, ME
BRI HETRIREZHRS 2 5 EEHE Lz, £/, HERIRE Mortierella elongata \Z
WNAET DME DT ) LMEFTIZRII L, BB HROBEF 2RO TWDREEH LT LT,
AN IEAED XA T =X 8L LT, MEMOZ 0 X 5 iR R O KRB RE ST,

WFZER S DOBEE (L) : This study aimed to develop a new technique for the internalization
of a useful bacterium into fungal cells, contributing to microbial endosymbiosis engineering.
To provide a bacterium-recipient fungus, a technique of making an endobacterium
(EB)-free fungus from an EB-possessing fungus was invented. Further, an EB fraction was
successfully recovered from an EB-possessing soil fungus, Mortierella elongata and its
genome sequence was determined. Biosynthetic pathway prediction revealed the lack of
sulfur metabolism pathways, suggesting the strict dependence of this endobacterium on
the fungus.
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