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Fig. 1 Example of 23 OTU profiles of 205 clones digested with Msp , Hae and Taq , against DNA marker (Promega).
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Table 1 Fungal identified using RFLP and sequence analysis

RFLP OTUS Accession no. Reference Reference Accession no. Identity /%
Hgf01 EU030387 Uncultured fungus clone D5 AF504849 98
Mortierella gamsii DQ093723 99
Hgf02 EF685277 Uncultured fungus clone D5 AF504849 96
Mortierella gamsii DQ093723 96
Hgf03 EU030388 Uncultured fungus clone D5 AF504849 98
Mortierella gamsii DQ093723 99
Hgf04 EU030389 Mucor hiemalis AJ876490 99
Hgf05 EU030390 Mortierella cf hyaline AY 157495 98
Hgf06 EU030391 Trichosporon pullulans AF444418 98
Hgf07 EU030392 Uncultured soil fungus clone 53-4 DQ420919 99
Vouchered mycorrhizae clone EF026054 97
Hgf08 EU030393 Rhinocladiella atrovirens AY 040855 98
Hgf09 EF685278 Cephalosporium lanoso-niveum AJ292395 97
Hgf10 EU030394 Trichosporon pullulans AF444418 99
Hgfl1l EU030395 Uncultured fungus isolate dfmo0725_03 AY 969835 98
Mortierella sp. EF031107 88
Hgfl12 EU030396 Uncultured fungus clone OTU37 EF521239 98
Mortierellales sp. EF031099 99
Hgf13 EU030397 Trichosporon porosum strain AF414694 99
Uncultured basidiomycete AJ876496 99
Hgf14 EU030398 Uncultured fungus clone OTU37 EF521239 98
Mortierellales sp. EF031099 99
Hgfl5 EU030399 Uncultured fungus clone OTU37 EF521239 98
Mortierellales sp. EF031099 99
Hgfl6 EU030400 Trichosporon pullulans AF444418 98
Hgf17 EU030401 Trichosporon pullulans AF444418 98
Hgf18 EF685279 Rhodiola angusta AM039927 96
Hgf19 EF675597 Uncultured soil fungus clone 14-1 DQ420852 84
Mortierella cf. hyalina AY 157459 84
Hgf20 EU030402 Trichosporon porosum strain AF414694 99
Uncultured basidiomycete AJ876496 99
Hgf21 EU030403 Trichosporon pullulans AF444418 98
Hgf22 EU030404 Uncultured fungus isolate dfmo0725_03 AY 969835 98
Mortierella sp. EF031107 88
Hgf23 EU030405 Uncultured fungus clone TO20 OTU196 EF434144 98
Mastigobasidium intermedium strain AF444630 92
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Table 2 Fungus identified using traditional culturing methods
2 and sequence analysis
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Fig.2 A Neihbor-Jioning tree generated for fungal ITS sequences using a CLUSTAL W alignment with the optimality criteria set for
Distance in PHYLIP 3.66. Numbers at nodes indicate bootstrap values for each node out of 100 bootstrap resampling (vaulaes below 50
are not shown).
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Fig. 3 Comparison the fungal isolated by conventional and molecular techniques. A neihbor-jioning tree generated for fungal ITS
sequences using a CLUSTAL W alignment with the optimality criteria set for Distance in PHYLIP 3.66. Numbers at nodes indicate
bootstrap values for each node out of 100 bootstrap resampling (vaulaes below 50 are not shown).
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Analysis of fungal diversity in intestines of Hepialus gonggaensis larvae

Hewei Yu, Zhongkang Wang, Li Liu, Yuxian Xia, Youping Yin*,
Qing Yuan, Yueqing Cao, Guoxiong Peng

(Key Lab of Genetic Function and Regulation, Bioengineering College, Chongging University,
Chongging Engineering and Technology Center of Fungal Insecticide, Chongging 400030, China)

Abstract: [Objective] Studied fungi diversity in the guts of larval Hepialus gonggaensis using culture-independent and
traditional culturing methods. [Methods]For the culture-independent method, the total DNA of fungus was extracted from
the intestinal contents and internal transcribed spacer (ITS) regions were amplified with fungal universal primers. A
near-full length ITS gene library was constructed. Subsequently, the fingerprints of the microorganisms were analyzed by
isolated plasmid and digestion with Msp , Hae and Taq enzymes, respectively. Restriction fragment length poly-
morphism (RFLP) analysis based on the fungal ITS sequences indicated that the library established includes 23 opera-
tional taxonomic units (OTUS) and a phylogenetic tree depicted the linkage of the isolated fungi. [Results]Abundant fungi
were in the intestines of H. gonggaensis larvae, but their abundance was very different. The dominant fungi belonged to
Mortierellaone and Trichosporon and accounted for 46.34 % and 39.02 % of the total ITS clones, respectively. Only three
genera of fungi were identified from eight isolated fungal populations by traditional culturing methods. [Conclusion] We
could get more information by combined traditional culturing and molecular biology methods.
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