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Qiagen /A l); TruSeq™ DNA Sample Prep Kit %
IR R (35 umina 23 &) ; AxyPrepDNA #E
JEE I iR & (36 - Axygen Biosciences 4 Fl),
GeneAmp® 97001 7! 5 4 i 4 2 )5 i (polymcrize
chain reaction, PCR){¥ (3% ABlI A #))
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AT-3)iEAT PCR 34, {fi fii@ F 514 1737F
(5'-CTTGGTCATTTAGAGGAAGTAA-3)#l 2043R
(5-GCTGCGTTCTTCATCGATGC-3) ¥ 1 H



TR | kY, 2019, 59(9)

1707

ITSL KIRCE, ¥t PCR P=41aE 1T 196 B NE BRI
HL YK ARG %ﬁﬁ%%ﬁ%DW\@%ﬁﬂ%
(TIANGEN) =1kt H 1 4575 ﬁﬂ% Qubit ZHEE
RGN S = P A TR E B, S RIS Tﬂﬁé
sm PCR I F= 4y, *ﬁ@m@i()ﬂ' T,
IlluminaHiseq 2500 F#LIF
14 RPN IAERAEYE RS

M4 PE reads 2 6] 4] Overlap % & , il i B2 |
g KBRi G 3 ALK Hiseq P45 310
Xt 3 SV B DF R BUARAR P 51, HEA T A 56
R AR AR RIEARSE, R n 2K ot, B
FARALIT N, M 4328245 B E i Z R S it
Gl — B A3t Py AR R W B D 2R L
T HEHEAN ] B 2 (B &)y o) 04 Y A B A W AE )
Foft A T (R 95 4L B S 23540 ) 76 1 22 5 (L
R H % =R R R R 72 AR) -

2 SR

21 WFPHHELET

Wit gt I B s R e A . ARSI . AR
75 SE B BB, HEAT R IEAL 5 A5 ) & 900
WA FHNIERE R 56094-62104 4%, X474
KR 421-429 bp, Hrh, ARUFIKEERLE
410440 bp 741 5 A RO 91 S AL 96.81%., fifi
FHl QIME #f4: i) UCLUST XL S ESITE 97%
FIAR LR K R HEA TR IS, HEIM ARS8 OTU 4>
B, #E 9T%MIMLIKFE R4 OTU MIBURILEN
181421, H A a AT OTU £ (-1 231) % L
gl B (P 362K I AT 4 bl ] 1 A X 22 S A
AN, HIRIEI MBS AT, P A AR N
A AN ARXS R 5, TR P A A T
BTN U

T 1L ITEBESFHHERENFISH LR TH=E

geit

Table 1. Numbers of valid sequences and OTUs in

different samples
Sample Valid sequences AvgLen/bp OTUs
Adult 1 59336 427 280
Adult2 61013 429 233
Adult3 61571 428 181
Larval 58583 421 421
Larva2 56094 426 367
Larva3 58251 426 299

FIF Nlumina HiSeq2500 X i H4h it i ag i
P S A P Y BB EA T AT, R R
LA TN RS AL . ARSI PRy 2 4,
BN 3 AT, KRG WG A7)
¥k 73016 4%, JFAEH R B 233 bp, A
Usearch ZXPRIGABLEE R T 97%I0 1751 R 40
TR AL OTU Sl Rl 1l 7 HUk
A EE OTU Sk 552 F, 4 i rh L OTU 521
Flr, SILTERICY 817 Fh, WM SR ¥R A
256 F o A U A B D RN R R OC ) 2
I, ARGy R P BRI B AR 22

22 ZEAAEEUMT

FAREAR ZREE (Alpha Z2RE04) AT LA 1o 22 Fh
w5 hR(Chaol, Ace. Shannon. Simpson)k sz ik

DA: OTUs proportion of the adult;
DL: OTUs proportion of the larva.

1. Venn
Figurel. Venn diagrams.
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Table 2. Bacterial community diversity of different

samples
Sample ACE Chaol Simpson Shannon Coverage
Adult1 294.0460 294.1710 0.3202 1.7240 0.9994
Adult 2 278.9295 279.2222 0.4247 1.2926  0.9989
Adult 3 209.2419 207.0909 0.4808 1.1661 0.9993
Larval 424.8748 427.0241 0.1245 3.7506  0.9997
Larva2 384.3405 387.2174 0.2993 25208 0.9993
Larva3 305.0892 314.5455 0.3555 2.0488 0.9996
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Figure2. Bacterial community composition at family level in different groups.
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Figure3. Bacterial community composition at genus level in different groups.
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Figure 4. Fungal community composition at phylum
level in different groups.
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Figure 5. Fungal community composition at genus
level in different groups.
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Figure 6. Microbial community heatmap analysis at
phylum level for different groups.
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Microbial diversity in Martianus dermestoides at different stages
based on high-throughput sequencing technology

Changwen Wang, Liu Fang, Yunjiang Liang, Shichen Huang, Weiwei Dong’
Agricultural College of Yanbian University, Yanji 133002, Jilin Province, China

Abstract: [Objective] To analyze the composition of endosymbiosis microbes of Martianus dermestoides at
different stages, we took adult and larva as the research objects. [M ethods] By the extraction of endosymbiosis
microbes of Martianus dermestoides and high-throughput sequencing analysis, we obtained the composition and
changes of microflora in different samples. [Results] At different insect stages, the endosymbiosis microbes
abundance and diversity of Martianus der mestoides changed greatly with the development of the insect, the number
of bacteria in the adult was relatively small, and the diversity was significantly lower than that in the larva.
Different insect states had also significant differences in the composition of several specific microorganisms.
Among the adult, Vagococcus and Lactobacillus were dominant bacterial genus; Lactobacillus in larvae was the
dominant bacterial genus. The change of fungi was not obvious, and Saccharomyces spp. was dominant.
[Conclusion] Our findings provide related information of biotic resources of Martianus dermestoides. Meanwhile,
the result can also furnish the theoretical basis for the development and utilization of Martianus dermestoides
endosymbiosis microorgani sm resources.
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