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Evolution of virulence in Colletotrichum species revealed by comparative genomics
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E 5 : Members of the genus Colletotrichum infect many commercially important crops and cause anthracnose disease.

infect diverse hosts and/or adopt a variety of infection lifestyles.
some species have been categorized as endophytes.

underlying the host specificity or the diversity of different lifestyles by sequencing the genomes of different Colletotrichum species.

nome information enables us to relate genomic features to different Colletotrichum species phenotypes.

parative genomic analyses of the Colletotrichum genus.
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Colletotrichum species

Even though most members are identified as hemibiotrophic plant pathogens,

In the past several years, it has been made possible to elucidate the molecular mechanisms

This ge-

In this review, we discuss recent com-
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JHIRH  (Colletotrichum graminicola), 7 77 F BRI R
(Colletotrichum higginsianum) (O’Connell et al. 2012), 7 )
HIRIELIRE  (Colletotrichum orbiculare), A F I RILNE B
(Colletotrichum fructicola) (Gan et al. 2013) &R & T
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B 2) &HIC, RFTOT ) AENT 2R L7z,
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PALIH R O AARITIER ICHHETH D, 4 DL EOBIEF
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@L&%ﬁ(myo&5>&ﬁﬁﬁ®cmo<In =
fld52ET, YUAXFAFOF AV e
LIPUEE R T O ENREL 72 5.
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H#ALZ BT TWE 2 e PRIz ERIZ, BT/ A
fERTIC & o CTHEE B EESF (Carbohydrate active enzymes,
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AT B 7 77 FRBRIERR DT/ L, HAFERE) O A

ST B A ARHRIIRR & D 2 DRy F o fiEHR %
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EYA Y RIEREO T/ AR TOENE LTI, 5k
7yﬂ7“%:—F¢%ﬁE%ﬁﬁcmmmwfﬁ¢b
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