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Study on Molecular Identification of Endophytic Fungi in Amomum
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Abstract: Objective To observe the species of endophytic fungi in Guangdong Amomum wvillosum Lour. and
Yunnan Amomum villosum Lour., and to compare the difference in composition of endophytic fungi in Amomum
villosum Lour. from the two habitats of Guangdong and Yunnan. Methods The PDA culture media was used to
isolate and cultivate endophytic fungi from the stems and leaves of Guangdong Amomum villosum Lour. and Yunnan
Amomum villosum Lour., and then the colonization rate and relative separation frequency of endophytic fungi in
Guangdong Amomum villosum Lour. and Yunnan Amomum villosum Lour. were analyzed. For the achieved strains,
after identification and classification were carried out for morphological characteristics, DNA was extracted and
sequenced to confirm the taxonomic status of strains. Results The colonization rates of endophytic fungi in
Guangdong Amomum wvillosum Lour. were 26.67% in stems and 54.44% in leaves, and colonization rates of
endophytic fungi in Yunnan Amomum villosum Lour. were 15.56% in stems and 43.33% in leaves, Chi-square test
showing that the difference was significant (P < 0.05 compared with Guangdong Amomum villosum Lour.). The
predominant endophytic fungi in Guangdong Amomum villosum Lour. was Colletotrichum, moreover, Alternaria,
Aspergillus, Botrytis, Corynespora, Fusarium, Macrophoma, Trichoderma were also isolated. The predominant
endophytic fungi of Yunnan Amomum wvillosum Lour. was Alternaria, moreover, Trichoderma, Fusarium,

Schizothyrium, Glomerella, Colletotrichum were also isolated, of which Colletotrichum, Fusarium, Alternaria
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and Trichoderma were common strains in Guangdong Amomum villosum Lour. and Yunnan Amomum villosum Lour..

Conclusion Guangdong Amomum villosum Lour. and Yunnan Amomum wvillosum Lour. have more species of

endophytic fungi with significantly different composition, and are of different predominant endophytic fungi.

Keywords: Amomum villosum Lour.; endophytic fungi; molecular identification; Guangdong; Yunnan
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Table 1 Comparison of colonization rates of endophytic
fungi in Guangdong Amomum villosum and

Yunnan Amomum villosum (v+s)
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Figure 1 PCR electrophoretogram for endophytic fungi strains isolated from Guangdong Amomum villosum and

Yunnan Amomum villosum
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Figure 2 Morphological features of cultured
Colletotrichum sp. and Alternaria sp. in Guangdong
Amomum villosum and Yunnan Amomum villosum
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Table 2 Molecular identification results of endophytic fungi in Guangdong Amomum villosum and

®2 MEVHNEHRRSTEESR

Yunnan Amomum villosum

PO RN B (%) TR hZlkss AT bR — (%)
IR 20.45 G5 KM513611.1 T i A 5Z 5 F C.boninense strain JS6 99
15.21 G6 KX347456.1 ISHIR S AL E A Cacutatum strain KGL6 100
14.24 G10 KJ676455.1  HURFIEAE G C.dematium isolate CgloTIN10 100
12.76 G13 KP900300.1 SR EALIZ 5 C.destructivum strain JS1-SAS12 100
4.43 G21 KP900262.1 BEME AR Alternaria sp. strain HE2740 98
6.21 G23 KP900277.1 258 Aspergillus sp. strain SS1-CJS5 99
7.89 G26 KP900235.1 W& Botrytis sp.strain FL1-CJL1 99
5.23 G28 KY053482.1 FEJUTE T Corynespora sp. strain QD-LS 99
4.78 G29 KP900280.1 B JJ W& Fusarium sp.strain SS1-MS8 99
4.96 G36 HM535385.1  JKHRE Gibberella baccata. isolate J-4 100
2.23 G38 KX655595.1 KEEEHE Macrophoma sp.isolate AC47 99
1.61 G40 KF923863.1 KELIE Trichoderma sp.isolate UOMX 99
PNt} 22.35 Y2 KC505579.1  #%4& )8 Alternaria sp. strain HE2740 99
15.23 Y3 MF061788.1 E RS U S FD A.cinerariae strain SCAU126 99
14.89 Y8 MF135524.1  RfUFEA& LG A.macrospora strain SCAU161 100
7.23 Y10 MG132075.1 KB Trichoderma sp.isolate UOMX 99
15.14 Y11 KC505580.1 % JIT&JE Fusarium sp.strain SS1-MS8 99
8.98 Y12 KJ608191.1 Z4)5 1 )& Schizothyrium sp. isolate UTARA1 99
9.78 Y14 MG132075.1 INNSETE Glomerella sp.strain EF-261 99
6.40 Y16 KP033159.1 Hl#5A0)8 Colletotrichum sp.isolate GBJ8 99
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