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Table 1 Collection details and GenBank accession numbers of isolates used for phylogenetic analysis in this study

HEFIERS
Tk 173 AE GenBank accession numbers
Species Isolates Hosts
ITS TUB2 ACT GAPDH CHS-1

CH-1 Ailanthus altissima MW380421 MW387023 MW387025 MW387027 MW387029
CH-3 A. altissima MW380422 MW387024 MW387026 MW387028 MW387030

Colletotrichum aenigma ICMP 18608 Perseaamericana JX010244  JX010389  JX009443  JX010044  JX009774
C. aeschynomenes ICMP 17673 Aeschynomene virginica JX010176  JX010392  JX009483  JX009930  JX009799

C. alatae ICMP 17919 Dioscoreaalata JX010190  JX010383  JX009471  JX010190  JX009837

C. alienum ICMP 18691 P. americana JX010217  JX010385  JX009580  JX010018  JX009754

C. asianum ICMP 18696 Mangiferaindica JX010192  JX010384  JX009576  JX009915  JX009753

C. clidemiae ICMP 18706 Vitis vinifera JX010274  JX010439  JX009476  JX009909  JX009777

C. fructicola ICMP 18581 Coffea arabica JX010165  JX010405  FJ907426  JX010033  JX009866

C. fructicola ICMP 18613 Limonium sinuatum JX010167  JX010388  JX009491  JX009998  JX009772
C.gloeosporioides ICMP 17821 Citrus sinensis JX010152  JX010445  JX009531  JX010056  JX009818

C. horii ICMP 12942 Diospyros kaki GQ329687  JX010375  JX009533  JX010001  JX009748

C. kahawae subsp. cigarro ICMP 18539 Olea europaea JX010230  JX010434  JX009523  JX009966  JX009800
C.kahawae subsp. kahawae ICMP 17816 C. arabica JX010231  JX010444  JX009452  JX010012  JX009813
C. musae ICMP 17817 Musa sapientum JX010142  JX010395  JX009432  JX010015 X009815

C. nupharicola ICMP 18187 Nuphar lutea sub sp.polysepala  JX010187  JX010398  JX009437  JX009972  JX009835

C. queenslandicum ICMP 1778 Carica papaya JX010276  JX010414  JX009447  JX009934  JX009899

C. salsolae ICMP 19051 Salsola tragus JX010242  JX010403  JX009562  JX009916  JX009863
Colletotrichum siamense ICMP 12567 P. americana JX010250  JX010387  JX009541 JX009940  JX009761
C. ti ICMP 4832 Cordyline sp. JX010269  JX010442  JX009520  JX009952  JX009898

C. theobromicola CBS 124945 Theobroma cacao JX010294  JX010447  JX009444  JX010006  JX009869

C. tropicale ICMP 18672 Litchi chinensis JX010275  JX010396  JX009480  JX010020  JX009826

C. xanthorrhoeae ICMP 17903 Xanthorrhoeapreissii JX010261  KC790913  KC790635  JX009927  JX009823
Glomerellacingulata f. sp. camelliae  ICMP 10643 Camellia x williamsii JX010224  JX010436  JX009540  JX009908 X009891
C. boninense ICMP 17904  Crinum asiaticum var. sinicum ~ JX010292 HMS585421  JX009583  JX009905  JX009827

g ® § X

A WKL ; B: W%TI; C: /A4, D-E: MM, F. F#x
A ASREIRM A B: BRE CH-1 R &G 6 KGR, C: Y%, G FEMAT; WHIR=10 ym

Wk CH-3 4580 ST 6 RIGHER A: Upper view of colony on PDA; B: Revers view of colony on PDA;
A: Diseased leaves collected from the forest; B: 6 days after inoculation with C: conidia; D-E: appressoria; F: perithecium and asci; G: ascospores; Scale
Colletotrichum fructicola isolate CH-1; C: 6 days after inoculation with C. bar=10 um.
Jructicola isolate CH-3. B3 RERERRREAEFESEHE

B2 R#BRERFER Fig.3 Morphology and cultural characteristics of

Fig.2 Symptoms of anthracnose on Ailanthus altissima Colletotrichum fructicola from Ailanthus altissima
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« CH-1
« CH-3
Colletotrichum fructicola ICMP 18581
Colletotrichum fructicola ICMP 18613

Colletotrichum nupharicola ICMP 18187

|: Colletotrichum aenigma ICMP 18608
Colletotrichum alienum ICMP 18691

Colletotrichum musae ICMP 17817

I~ Colletotrichum siamense ICMP 12567
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0.020
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Note: Bootstrap values > 70% (1000 replication) are given at the nodes. C. boninense was used as outgroup.
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Fig. 4 Phylogenetic tree based on sequences of Colletotrichum isolates from Ailanthus altissima and
related species using maximum likelihood method
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Identification of the Pathogen Causing Anthracnose on Ailanthus
altissima in Henan Province, China

WANG Shu-he, ZHANG Jia-zheng, HE Jin-he

(College of Horticulture and Plant Protection, Henan University of Science and Technology, Luoyang 471000, He'nan, China)

Abstract: [Objective] The aim of the study is to identify the pathogen causing leaf anthracnose on Ailanthus altis-
sima in the Tianchishan National Forest Park in Songxian County of He'nan Province, China, so as to provide refer-
ences for the prevention and control of the disease. [Method] Pathogenic fungi were isolated from diseased leaves of
A. altissima using tissue isolation methods. The isolates were purified in potato dextrose agar (PDA) by single spore
culture. Species identifications for the pathogens causing anthracnose on 4. altissima were carried out using morpho-
logical characterization, phylogenetic analysis, and pathogenicity assays. [Result] A total of 11 Colletotrichum spp.
isolates were recovered from the samples by tissue isolation methods. Colonies were white to gray in color with cot-
tony mycelia and darker underneath on PDA, conidia cylindrical, hyaline, smooth-walled, aseptate. Two representat-
ive isolates (CH-1 and CH-3) were selected for pathogenicity tests and phylogenetic analyses. Both the isolates CH-1
and CH-3 were able to infect 4. altissima in wounded inoculations. A multi-locus phylogeny was established based
on five genomic loci ITS, ACT, TUB2, CHS-1 and GAPDH. The phylogenetic tree showed that the isolates CH-1 and
CH-3 from A. altissima clustered into a clade with high confidence (bootstrap value, BP=99%), together with Colleto-
trichum fructicola. [Conclusion] Based upon morphological characteristics and multi-locus phylogenetic analysis,
the isolates CH-1 and CH-3 were identified as C. fructicola. This study represents the first report of C. fructicola on
A. altissima in China.

Keywords: Ailanthus altissima; Anthracnose; Colletotrichum fructicola; identification
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