5 33 %5 40 B8 F IR (A KA FIR) Vol.33,No.4
2019412 A Journal of Xichang University(Natural Science Edition) Dec.,2019

doi: 10.16104/j.issn.1673-1891.2019.04.004

LS PR A HA N A s A sE i

HORLERAE, AR BN R B KRLEY

(1.7 B2 B T4 2 5 S0 28, DUJIT B 6150005 2. UM KA anRloff e, DUJIT AR 610000)
WE:NAETARTIRLALBEIFRG—FRFEEFALA, AXLHENB NS LEIRITRRBRAGIAELEET A
AR SRR AR T AN I RIR R E T ORI T Rk AR A RFALE, EAMA
RAKBLR7) Rl 3B B R R B R AR R AR5, T AR R5] £ F R L5 ik D43 s e o) %
RO XA A T He S B R R R R AT R RAR K B A TR TR, A B E MR K AR BT RA
KER: LAENEESH; FALA BT
PE £ S :5435.32 XHRRER A XEHS:1673-1891(2019)04-0016-04

Research Progress of Obligate Parasitic Fungus Synchytrium Endobioticum of Potato

QING Yuan', LI Peihua', FANG Zhirong', QU Jipeng', YAN Lang', ZHANG Yizheng"*
(1. Sichuan Key Laboratory of Potatoes, Xichang University, Xichang, Sichuan 615000, China;
2. School of Life Sciences, Sichuan University, Chengdu, Sichuan 610000, China)

Abstract: Synchyirium endobioticum is a lower obligate parasitic fungus causing potato wart. In this paper, the
distribution, harm, biological traits, pathogenicity and determination, current molecular biological studies, disease
prevention and control of potato wart in China and abroad are reviewed. Because of no reports so far about the
progress of the whole genome sequencing of the potato obligate parasitic fungus, we raise the prospect for stepping up
researches on the genome sequencing of the pathogens originated in different places and understanding genome

sequence differences and their relationships to disease—resistant potato varieties, which could contribute to the

disease—resistant genetic researches on potato wart and to the potato breeding work.
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