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Abstract: Fungal diversity of wheat @uof Shaoxing rice wine was studied by conventional dilution plate method and a cul ture—
independent method RISA (ribosomal intergenic spacer analysis), combiningwith sequencing. Sixteenkinds of filamentous fungi
were separated fromwheat Quand identified by internal transcribed spacer sequencing technology. Among all cultures, Absidia
corymbitera, Rhizopusoryzae, Rhizomucorpusillus, Aspergillus oryzaeand Aspergillus fumigatusweremajor fungis inwheat Qu
The results of RISA fingerprint analysis showed this cul ture—independent method could be used to study fungal diversity of wheat
@u. Different kinds of wheat @ufrom three rice wine factories were compared by RISA fingerprint analysis method. The results
showed the main fungi inwheat ¢ufrom three districts were different obviously, and proved that regional environment factors
influenced the wheat @ufungal community significantly.
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Fig.2  Percentage of fungal clones obtained from wheat Qu
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Table 1

ESL7S K (bp) @ ESOEAES Wz
J7Q-1 856 99 Absidia corymbifera EF136359
J72Q-2 678 99 Rhizopus oryzae EF136360
J7Q-3 627 100 Rhizomuicor pusillus EF136361
J7Q-4 595 100 Aspergillusoryzae EF136362
JZQ-5 597 100 Aspergillus fumigatus EF136363
JZ7Q-6 566 99 FEmericel lanidulans EF136364
J7Q-7 599 100 Aspergillusniger EF136365
J7Q-8 573 100 Penicilliumthiersii EF136366
J7ZQ-9 590 98 Penicilliumoxalicum EF136367
J7Q-10 568 99 Aspergi1lus sydowi i EF136368
JZQ-11 509 100 Issatchenkiaorientalis EF136369
J7Q-12 382 100 Clavisporalusitaniae EF136370
J7Q-13 569 100 Alternariaalternata EF136371
J7Q-14 570 100 Alternariamali EF136372
JZQ-15 552 100  Cladosporium cladosporioides EF136373

JZQ-16 550 100 Cladosporium oxysporium EF136374
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Table 2 Alignment of sequenced clone to its most similar
GenBank sequence from RISA fingerprint of the three factories’

samples
ik ITS F ¥ P AU RHALLEE Mt
K (bp) (%)
AT R
la 853 99 Absidia corymbifera
1-b 776 99 Saccharomyces cerevisiae
1< 628 100 Rhizomucor pusillus
1-d 597 100 Aspergillusoryzae
le 565 99 Fmericel lanidulans
B J 2 ke
2a 855 99 Absidia corymbifera
2-b 771 99 Saccharomyces cerevisiae
2c 678 99 Rhizopus oryzae
2-d 628 100 Rhizomucor pusillus
2e 597 100 Aspergillusoryzae
2f 565 99 FEmericellanidulans
2-g 529 98 Candida tropicalis
2-h Zali R fie Il
24 382 100 Clavispora lusitaniae
C ) Z Ml
3a 853 99 Absidia corymbifera
3b 776 99 Saccharomyces cerevisiae
3c 628 100 Rhizomuicor pusillus
3d 597 100 Aspergillusoryzae
3e 565 99 FEmericel lanidulans
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