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Abstract; [Objective] This study investigated the similarity of endosymbiotic bacteria among eucalyp-
tus, Leptocybe invasa and Quadrastichus mendeli and clarified the role of endosymbiotic bacteria in the in-
vasion of L. invasa to provide basis for understanding invasion and outbreak mechanism of L. invasa.
[Method] The petiole and vein of DH201-2 (E. grandis X E. tereticornis) , tissue without emergence holes
gall,larvae and female L. invasa from Nanning,as well as Q. mendeli and female L. invasa from Sichuan
were collected for analysis. The endosymbiotic bacteria of eucalyptus, L. invasa and Q. mendeli were ana-

lyzed and compared using Illumina HiSeq 2500. [Result] A total of 24 phyla, 55 classes, 126 orders, 225
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families and 497 genera were detected from eucalyptus, L. invasa and Q. mendeli. The Alpha diversity

showed that the abundance and diversity of bacteria in eucalyptus DH201-2 and gall tissues were the high-

est. The endosymbiotic bacteria of L. invasa adults and larvae had certain similarity and the endosymbiotic

bacteria of L. invasa and Q. mendeli was also similar. Proteobacteria was the dominant phylum in all sam-

ples,Methylbacillus was the dominant genus in DH201-2, Streptococcus was the dominant genus in gall tis-

sues,and Rickettsia was the dominant genera in L. invasa larvae,adult and Q. mendeli. [Conclusion)] The

endosymbiotic bacteria had certain similarity among eucalyptus, L. invasa and Q. mendeli,indicating close

relationship in endosymbiotic bacteria among them.
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Table 1  Sequencing statistics of 6 samples among eucalyptus, L. invasa and Q. mendeli

FeA ﬁ?ﬁf?ﬂﬁ ﬁﬁfl%i/% OTU % Q)% Qu/%
Sample Effective Tags Effective rate OTU number

NLI 147 402 86. 80 246 96. 28 93. 05

SLI 147 931 85. 81 238 96.02 92.55
SQM 63 497 81. 47 414 95. 88 92.16

YC 176 490 88. 15 390 97.63 95.33

ZW 162 958 81. 50 736 97.51 95.04

77 165 857 82.96 594 97.50 95.03

41t Total 864 135 84. 45 1102 / /

TE Qoo Hl Qo 7R AT 91 Hh Bl B T (LK T 20 1 30 AYBRSEJT o5 A9 1 40 HE o NLL B 7 A% A A S8 0/ 06 M A it 5 SLLLL DU 1] e A4 A5 982 4 /)
B O B it 5 SQML U 1 i PG B /) e o 5 Y C. Al Y S /N e 40y e 5 ZW . B DH201-2 A7 R 32 ik s 22, T8 31 A L BBt g 2 41

T

Note:Qz and Qs indicate the percentages of base quality value greater than 20 and 30 in effective Tags. NLI. Female adult of L. invasa in

Nanning; SLI. Female adult of L. invasa in Sichuan; SQM. Q. mendeli in Sichuan; YC. Larvae of L. invasa ; ZW. Petiole and main vein

of DH201-2 ( E. grandis X E. tereticornis ) ;ZZ. Tissue without emergence holes gall. The same below.

NLI SLI

27 | 211 ‘ 203

Pl A P AR — A R A R T 0 0 9 M AUR A A Z [ B9 OTU A, B0 JE 3823 Y
BRI R A OTU D4 B Sk 5 BEAR 2 AU R A 44

Each circle represents a sample. The number of circles with overlapping parts represents the number of OTU shared between

samples and the number without overlapping parts represents the number of unique OTUs of samples.

The labels outside the circle represent the names of samples
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Venn profile of OTU of bacteria in 6 samples of eucalyptus,L. invasa and Q. mendeli
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Table 2 Number of species at each classification level of 6 samples among eucalyptus, L. invasa and Q. mendeli

BeA A A %0 Number of bacteria
Sample "] Phylum 4 Class H Order F} Family J& Genus
NLI 11 19 43 78 148
SLI 11 17 40 73 131
SQM 15 30 69 118 235
YC 14 28 64 107 226
W 23 45 101 179 381
77 18 41 88 149 317
41t Total 24 55 126 225 497

H & 2-A AT TR B AR JE T (Pro-
teobacteria) . J& B B [] (Firmicutes) ., 8l #F & ]
(Bacteroidetes) Fll £k # ] ( Actinobacteria) 7F i &

FEAR R, o A JE 1 ] (Proteobacteria) J&
HREAR M EE T, 78 SLILNLIL, YC.SQM #E A
AT E R4y SR T 98, 22%,95. 43%,86. 25%
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Fig. 2 Composition and structure of intestine bacteria in eucalyptus, L. invasa and Q. mendeli at

phylum (A) and genus (B) levels
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Fig. 3 PCA analysis of internal bacteria among eucalyptus, L. invasa and Q. mendeli

REM G REW . ZW R 22 o — 3 3. T

NLI.SLI.YC fl SQM 7 5 — 43 % b, 156 0H #i #f



98 P JE AR MBI A2 4R (A SRR 2 B

5 50 &

O /) 8 4y 1R | A T T 0N B A P TR A
Hay 0 A B A A — E W ARRLYE (18T 4D

|: NLI
SLI

YC

SOM

ZW

V4

0.04
PR 4 G- A Sl B A0 /) W - T I /N B 1R
M) UPGMA 431 45
Fig. 4 UPGMA analysis of internal bacteria among

eucalyptus, L. invasa and Q. mendeli.
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