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Abstract: To investigate the effect of theaflavin on the microbial composition on the surface of large yellow croaker (Larimichthys crocea)
in low-temperature storage, microbial composition and changes in different samples were obtained by microbial extraction and high-throughput
sequencing analysis after soaking the refrigerated and frozen yellow croaker with 0.3 mol/L theaflavin and 0.3 mol/L V¢ solution. The results
showed that the effective sequence range was 22879~55910, and the operational taxonomic unit (OTU) range was 28~49 in large yellow croaker.
The number of OTUs in the frozen large yellow croaker after Ve soaking was the lowest. The Chaol value, Shannon index, and Simpson index
of refrigerated and frozen large yellow croaker treated with theaflavin were significantly changed compared with the blank group, among that
Shannon index decreased by 17.80% and 13.79%, Simpson index increased by 50.80% and 71.72% respectively, indicating that theaflavin had a
significant effect on the colony diversity and richness of bacteria on the surface of large yellow croaker. The surface colony distribution of the
large yellow croaker was changed, the relative abundance of Myroides, Psychrobacter and Flavobacterium on the surface of refrigerated large
yellow croaker treated with theaflavin decreased from 20.55%, 11.02% and 7.38% to less than 1%, and the growth of Acinetobacter was
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inhibited by theaflavin treatment. Taken together, theaflavin had a good antioxidative effect on the microbial composition on the surface of large

yellow croaker with high-fat content, which could inhibit bacteria growth and prolong the storage time of large yellow croaker. The research

provides a basic reference for the quality assurance of large yellow croaker and the development of compound biological preservative.

Key words: large yellow croaker; high-throughput sequencing; microbial

K&t (Larimichthys crocea) & E/KFRAE ™
Sl AR DAL e —, FLA BTG,
wHEREERS, HEESER, SHFEERLHL
WETR, BRAESEEE, ReabiE%erkl), T
%2 w2, Kk LA K 5 & ik 74%,
EAMREAKD, e, . B B, B
AVLIREE, SomaSBRMIRIE, T RCHTEE RN,
SOMATH S B, SRR A R RS A B
Sz R E I (Specific spoilage organism,
SSO) H. b KB 1 A B WO 17K it (I g
WA EELR FUICIR AR, (H— kiR A
VOB OREE AN RE IR BT /K™ R B 4], HoORB
Ll VRS 2 L VBRI B IR B 45 % 1 i) e
ORI, BT L, 3R o e ) IR AT A 37 X
SHEHEFRIE TR a Sk A E ", B,
A KHOK = i BT 3 A A= W DR 57 35 - Bkt
ITEREE . AEVIIREETRE TR WA CEYrh R L)
IR AP TR BUE SRAT IR AR 2 42 1
TR, IR 4. L. B, 513
FEA 7R ity 0 Al FH R SE A 7 it DR BT Bz
= WAV R 2. SURNE. FLIREERR
HE AR, J R AL A AN,
EAMUBAHENLNE, IEE R NEE RIS
P, BRI, AR T R
A RVE TR, BT BT HE FRNME, WHTAE
PR, AT, SRR R AR
A AT AR R EUE A, (R, T Aes
2o RO A AR R T M A . A 2 58
T ER SR ORI R T AR S PR AT

AR, RFERHERRRGE AR, T /1%
SIS B R, B NI A it SR L
DNA AT, M TG00 St & B R A
B EE SN ARV BE B Ak S A S BR A Py B
JEZ AV THOR, il &I B BE 5 58 b s
FEm AR RERRAAE, AT LRI SEExs JU A T
DNA F3F I, 54 1 1 46 58 i A e A o —
R4 SRR, B DRI PR AR YOR R R,
HENFFHAR T BRI T 2R, i £
FEVE, WVERIGIEMSE . KR AR 55%
SN RS T EEENTHA, W%

28

SFA R ORI R P R E A R RS, BAE
MR B i PR PP R ZE S 2 3 3R DRSO AL S i

==

=i/ o

1 MR5RE

L1 AR5 O

FRPEHT R, TR TA S L R
A, BlEBTR T AMEE R AR AE; LBk
MEg, g TR AR AT B,
AXYGEN A#]; DKY- I A A3 PR, £
FEILE= i ABI GeneAmp®9700 %! PCR 1%, 3
E ABI A7]; QuantiFluor™-ST ¥ 15%¢ %:€ B R4,
2 [E Promega /A 7] ; Nanodrop2000 8 il = 73 Y6 L B
% [ Thermo Scientific /v 7] ; TransGen AP221-02
TransStartFastPfu DNA Polymerase, Jt 54 &AM
RAMRAT]: TruSeqTM DNA Sample Prep Kit 25l 5
7, S£HE Mlumina A F]; AxyPrepDNA &R
AR, E AXYGEN Al; SW-CI-1F RS TAE
&, BNF RS AR AR TG16-WS 2 & =Rl By
O, R ERFAAESA IR AR .

1.2 Rppda 5 aE

W R —HERFRGE PR i Kt 2, SR = FiAS
EAEE 520, HrP AHAE 4 CHMFE R 2% T 0.3
/L FH AR 30 min J5 MR LR TR S, W
HAE 4 CHMFFERRET 0.3 gL L-BiR iR (Vo)
A 30 min 5 MR LR TR S, Bl SPAEA
AEfTARER, ACBRSESS, 20l 3 D4Rt T 5 4:
. BCEFOAFER AR ER T SRR % — 4, T
4 CykfEh 24 h JG, VIBUKHE AR N =4HFEm
R T-18 "CUKFEH 30d Ji5, H/KPUsEARZR, TIHUK
TR .

13 B RIS oA

13.1 K# & k@A hiR i

WL B SRS R B A TR R S, HX
10 g fUS AR E T IHHEEI A, I 9 f5 AR 18
PAEREERK, FEREFREEIRT LA 300 r/min $2HL 60 min
CEID, ARE R AT A I e JC R /KI5



MK EmBHL

Modern Food Science and Technology

2020, Vol.36, No.12

£ 12000 r/min 2514 K B0 10 min, 3525035 H AT
TEVIH T G B A T8 38T
132 KF &R ERENBEFENAT
1.32.1 DNA g

Z BRI ZH DNA BRI, 1R M
Kb BRI DNA, i B s i
FEIUFEE ) DNA SEEEFIREE, FHRIA 1%5 HENEEER
HIK, 5 Viem HE, ACllHhERIEERZ4H DNA 1565
PE.

1322 PCRYH#

fota e 7 X3, & A A barcode MR 514,
HHT PCR 1. £1%F 16S rRNA £ V3~V5 X &,
¥e 2504, FIH S515F ( 5°-GTGNCAGCMGCC
GCGGTAA-3") Al 907R (5’-CCGTCAATTCCT-3")
ST PCR 331 . BRAHRE L PAT =K, B [F—FE
(1] PCR =40 A i F 2% RE AR A rRL A I, P
F AxyPrepDNA #E% [HSCA T & VIR RIUS PCR F=47),
FHH 2935 B b FL KA IIZE Tris-HC e/t 1= o

% 1 PCR I HERIS 4R R
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Table 2 Observed valid sequence and OTU numbers in different groups
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Table 3 Diversity of bacterial community in different groups
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