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Isolation and identification of the pathogens causing soybean pod fungal
diseases in Jiangsu province
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Abstract: Soybean pod diseases caused by fungi directly affect the yield and quality of soybean seeds and fresh
pods. In this study, 112 pathogens were isolated and purified from 78 diseased pods collected from soybean growing areas in
Nanjing, Huai’ an, Xuzhou, Nantong and Yancheng. By comparing ITS and TUB2 sequences, 112 species of pathogens
were classified into five genera of Deuteromycotina: Fusarium spp., Colletotrichum spp., Diaporthe spp., Nigrospora spp.
and Lasiodiplodia spp. Among them, Fusarium spp. accounted for the highest proportion (65.18% ). One pathogen from
each genus was selected for morphological observation and Koch’ s rule validation, and molecular biological identification

and phylogenetic analysis were carried out. The results showed that the five isolates belonged to Fusarium proliferatum , Col-

letotrichum  truncatum, Diaporthe longicolla, Nigrospora

W s B #:2024-02-06 sphaerica and Lasiodiplodia pseudotheobromae , respectively.
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Fig.1 Symptoms of soybean pod diseases
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Fig.2 Proportion of pathogens from different genera (A) and different sources (B)
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Table 1 Numbers of pathogens
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X718 ¢ IAN A
XZ16 IV Seg 95 N
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NTI R 3R
NT2 {6 f)s I8
NT5 )R i
NT8 IR [ g
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NJLH15 52 TIH (F. proliferatum ) T AE—L ,
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SCREEH 100% , H HADJ20 MIESFHES C. trun-
catum“ﬂjlf')r%t’*ﬁ{u, BRIHCRE HADJ20 285E 0 C. trun-
catum B 51,

YCBHS8 MY B V&AL KW 0 J5 32 872 iR
CRuNe = e WS S L 2 e L e i ]



1806 L A b %= MR 2024 4F 40 % 45 10 M

A BRI ILIE T VIS s B B IR LS I VR 25 5 C o A AR T 7 B A s D . JRE T T
4 JRIFE NJLH15 5 R R B2 RHE
Fig.4 Culture characters and morphological characteristics of pathogen NJLH15
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Fig.5 Culture characters and morphological characteristics of pathogen HADJ20
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Fig.6 Culture characters and morphological characteristics of pathogen YCBHS8
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Fig.7 Culture characters and morphological characteristics of pathogen NJJP19
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Fig.8 Culture characters and morphological characteristics of pathogen NT1
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Fig.9 Verification results based on Koch’s postulates
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