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Abstract To identify the pathogen causing tea brown blight disease, we isolated, purified and cultivated the path-
ogenic fungus from the diseased tea leaves. Its pathogenicity was determined according to Koch’s rule, and the
morphological characteristics of the pathogen were observed. Phylogenetic analysis of multi-locus sequences, in-
cluding rDNA-ITS, actin, calmodulin and tubulin 2, was conducted. The results showed that the conidium of the
pathogen was hyaline, smooth-walled, aseptate, cylindrical, with obtuse ends or narrowed towards the base, gut-
tulate, (11.7—29.5)pmX( 3.9—7.7)pm, and the average was (19.44-4.4)pmX< (5.440.8)pm. Conidiophores
were directly formed from aerial mycelia, hyaline, septate. Appressoria were clavate, irregularly shaped, brown
to dark brown, and solitary. Based on phylogenetic analyses and morphology, the pathogen was identified as Col-
letotrichum camelliae .
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Fig. 1 The disease symptoms of
tea brown blight in the field
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Fig. 2 Morphological characteristics of conidiophores of tea brown blight pathogen under

optical microscope and scanning electron microscope
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Fig.3 Morphological characteristics of conidia and appressoria of tea brown blight pathogen

under optical microscope and scanning electron microscope
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a-d: Controls of leaf, stem and petal; a and c: Inoculation with PDA plugs without mycelia by using cutting method for 10 d; b and d: Inoculation
with PDA plugs without mycelia by using needling method for 10 d and 4 d. e-h: Treatment of leaf, stem and petal; e and g: Inoculation with
the pathogen by using cutting method for 10 d; fand h: Inoculation with the pathogen by using needling method for 10 d and 4 d
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Fig. 4 Disease lesions on tea leaf,stem and flower at different time points after inoculation with strain GZYQ-2016-01
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Table 1 Disease analysis of tea leaf and stem treated

by needling and cutting after 10 d post-inoculation

" s RS-
R R i
Kb Number  Number kEZH/% -
. Mean
Treatment of of Incidence .
. . . diameter
inoculations  lesions .
of lesions
%E{]k((JK) 15 0 0b 0
Sterile water
413 Needling
M Leaf lamina 15 15 100 a 0. 50
2£ Stem 15 15 100 a 0.41
§74J] Cutting
ME Leaf lamina 15 15 100 a 0.54
Z£ Stem 15 15 100 a 0. 45

D [RSEHE G A R/NG PR R 25 5 B3 (P<C0. 05),
Different lowercase letters in the same column indicate signifi-
cant difference (P<Z0. 05).

Colletotrichum sp. FL 2014b LF238

Colletotrichum ti ICMP 4832

Colletotrichum aotearoa ICMP 18537

100 Colletotrichum aotearoa ICMP 18579

99 Colletotrichum psidii CBS 14529

— Colletotrichum clidemiae ICMP 18658
% b Colletotrichum camelliae LF152

70 % Colletotrichum camelliae GZYQ-2016-01
Colletotrichum kahawae subsp. cigarro ICMP 18539

Colletotrichum kahawae subsp. cigarro ICMP 18534

76
Colletotrichum kahawae subsp. kahawae ICMP 17816

46
Colletotrichum jiangxiense LF684

5 ETF rDNA-ITS.TUB2,CAL ACT ZEERF X ER
Fig. 5 The MP consensus tree based on multi-locus

sequences of rDNA-ITS, TUB2, CAL and ACT
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FORE T EAT 9 38 AN P o 255 DA B T vk ) B A
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ACT 4 PMIEHHT R G R B WA E, 45 R RV
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Ay 96 % KW H bk GZYQ-2016-01 Jy C. camelli-
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