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Abstract
strain of yeast was isolated from Jiaozi by streak plate method. Morphological characteristics and 18S rDNA analysis revealed that it was named as

[ Objective | To screen better fermented aroma strains from Jiaozi, and to enhance the flavor of fermented flour products. [ Method ] A

strain FNOO1. The major volatile compounds produced by the strain were identified by gas chromatography-mass spectrometry, which were esters,
alcohols and acids. They included ethanol, ethyl acetate, butanol, ethyl butyrate, butyl acetate, butyl butyrate, phenethyl alcohol, butyrate and
acetic acid. Among them, relative content of ethanol was as high as 20.33% , those of ethyl acetate, butanol and butyl acetate were 14.52% ,

14.51% and 13.90% , respectively. [ Conclusion] Strain FNOO1 was used to provide a rich aroma of fermented products.
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Fig.1 Colony morphology and propagation mode of FN001
2.2 18S rDNA ®EER  BEE AW A PR AR, Gy
AL RL T T AZBE R P e SRR X 23 A7 (ITS 7 51)) (B H
PR3 A A0 UL A 25 DA A 55K RO A% 2 ) B 0 2K 07
W AR 5 S H B R EUE FNOOT T 18S rDNA
I, PCR 44z LK 2.

BT FNOOT ELE 9 H£7 51 : TTTACTACTTGGTAT
AACCGTGGTAATTCTAGAGCTAATACATGCTAAAAACCCCG
ACTGTTTGGAAGGGGTGTATTTATTAGATAAAAAATCAATGC
TCTTCTGAGCTCTTTGATGATTCATAATAACTTTTCGAATCGC
ATGACTTCGTGTCGGCGATGGTTCATTCAAATTTCTGCCCTA
TCAACTTTCGATGGTAGGATAGTGGCCTACCATGGTTTCAAC
GGGTAACGGGGAATAAGGGTTCGATTCCGGAGAGGGAGCC
TGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCG
CAAATTACCCAATCCTAATTCAGGGAGGTAGTGACAATAA
ATAACGATACAGGGCCCATTTGGGTCTTGTAATTGGAATGA
GTACAATGTAAATACCTTAACGAGGAACAATTGGAGGGCA
AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGC
GTATATTAAAGTTGTTGCAGTTAAAAAGCTCGTAGTTGAACT
TTGGGCTTGGTCAGCCGGTCCGCTTTTTTGCGTGTACTGGTCC
TGACCGAGCCTTTCCTTCTGGCTAACCTGTCTCTCGGGGCAG
GCGAACCAGGACTTTTACTTTGAAAAAATTAGAGTGTTCAAA
GCAGGCCTTTGCTCGAATATATTAGCATGGAATAATAGAATA
GGACGTTTGGTTCTATTTTGTTGGTTTCTAGGACCATCGTAAT
GATTAATAGGGACGGTCGGGGGCATCAGTATTCAATTGTCA
GAGGTGAAATTCTTGGATTTATTGAAGACTAACTACTGCGAA
AGCATTTGCCAAGGACGTTTTCATTAATCAAGAACGAAAGTT
AGGGGATCGAAGATGATCAGATACCGTCGTAGTCTTAACCA
TAAACTATGCCGACTAGGGATCGGGTGGTGTTTTTTATATAC
CCACTCGGCACCTTACGAGAAATCAAAGTCTTTGGGTTCTGG
GGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACG

GAAGGGCACCACCAGGAGTGGAGCCTGCGGCTTAATTTGAC
TCAACACGGGGAAACTCACCAGGTCCAGACACAATAAGGAT
TGACAGATTGAGAGCTCTTTCTTGATTTTGTGGGTGGTGGTG
CATGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGCTTAATTG
CGATAACGAACGAGACCTTAACCTACTAAATAGTGCGATTA
GCTTTTGCTGATTTTGACACTTCTTAGAGGGACTATCGATTTC
AAGTCGATGGAAGTTTGAGGCAATAACAGGTCTGTGATGCC
CTTAGACGTTCTGGGCCGCACGCGCGCTACACTGACGGAGC
CAGCGAGTAATAACCTTGGCCGAGAGGTCTGGGTAATCTTG
TGAAACTCCGTCGTGCTGGGGATAGAGCATTGCAATTATTG
CTCTTCAACGAGGAATTCCTAGTAAGCGCAAGTCATCAGCT
TGCGTTGATTACGTCCCTGCCCTTTGTACACACCGCCCGTCG
CTACTACCGATTGAATGGCTTAGTGAGGCTTCCGGA .
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RNA FEH W5 791 5 PG SRIEIRR X 1,5. 8S M & RNA 3
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FEH R RARS3 2 856, 54543 2 856, 257t 100% , E {50. 0,
PR 100% LS5 KRR N S5 B v DU RS ( Wicker-

hamomycesanomalus)
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Fig.2 Plastic figure of PCR amplification
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Table 1 Aromatic compositions and their relative contents in the yeast fermentation after 72 h
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Type Name of Molecular molecular percentage OL.iOI"'
compound formula weight content // % description
[iEes a2 C,H,0 46 20.33 HAFRIRAWR , WO, I A B =E Bk
Aleohols (5 Fi) TH C,H,0 74 14.51 AR
S C,H,,0 88 5.03 A AP
S C¢H,,0 102 0.42 EHERL, A TR A R AR
KO CyH,,0 122 2.03 BA TR
BEE Esters(11 #)  ZRRZMH C,H, 0, 88 14.52 AR ZUR B SR, 1 R O R I
TR CgH, 0, 116 10.17 FAT KR AR
L TR CeH,,0, 116 13.90 IGNISES N
LIRS C;H,,0, 130 0.97 B AR BT BRI, A S AAE AL A BRI R 1k
v - TR C,H,0, 86 0.25 AR ISR
TR THE C4Hyc0, 144 8.06 AKRER
T RS %M CyH30, 158 0.58 BAT AR AR
T -2 - WET TR CyH,,0, 158 0.25 EPEKRE R, RRFE TR A
KR H i CyH, O, 152 0.11 To s IR B EIRR , A 2 LI RRR SR, BRI B
LA C,H,,0, 164 0.39 RO, BB A B I R S, R I R
3 - KN LR €, H,,0, 178 0.19 LE KRR 2 AL S
B¢ ACids(2 Ff) 4R C,H,0, 60 3.22 HATRRIRAUR, WOH, A RRO-E Bk
TR C,H,0, 88 3.28 TR MEI AR, BRSCHUS R, 15 SRR
HoAlh Others H C;H, 0, 92 0.53 A R
B — — 0.56 —
R CsHy0 120 0.17 BARMNE FRES, MRE A ACRIRTE S
LHEAEZF C;H, 0, 140 0.53 AIFERW A AR, I TR USRI TR
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momycesanomalus . 4T RAREE IR0 T & 0 & B R
TR, TR T GC = MS 3B, 4 17 B ik 2 WA 1k
TEM T AE RS R R o G5 SRR, TR A A R
BT RZ R R IR , HLBR2E FRE AR X A 43 & ey
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