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Transcriptome and differential analysis of adult male and
female Procecidochares utilis Stone
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Abstract  [Objectives] Procecidochares utilis Stone is an important monophagous herbivore of the invasive weed
Eupatorium adenophorum Spreng, and has become an important biological control of this pest plant. The purpose of this study
was to obtain the P. utilis transcriptome, and investigate the molecular mechanism underlying differences between adult males
and females of this species. [Methods] Illumina high-throughput sequencing technology was used to obtain transcriptome
sequencing and conduct biological information analysis of P. utilis. [Results] A total of 29 147 unigenes with an average
length of 457 bp were obtained. Gene sequences were annotated using seven databases, resulting in the identification of 19 384
unigenes. There were 11 331 differentially expressed genes; compared to adult males, adult females had 2 640 up-regulated,

and 8 691 down-regulated, unigenes. [Conclusion] The transcriptome of P. utilis was obtained, which provides sequence

data to support future research on the sexes of this species.
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M TR 2l AR e H , FIRAENTIA %280
2R BRI R FEE WA T R
2SR 55 5P 2L I K B H AU I 2. ( Rahman
and Agarwal, 1990 ),

P 22 S M R OB B P SR 2R L L 2R
OSFNIE K L, BRIBEARET, &) HURh A SR 2505 22 i
2P B I RIEOY B L, TR DA AR SR i
i (Lietal., 2006; {24, 2008; Wanetal.,
2010 ), BEAN, W4 SCMaAr AR = A i el DIRE
RS2 L AR KOS Fr, HISS S22 2K
o SR LR S AIET R ( Bennett and
Vanstaden, 1986; K& ZEE, 1988; X SUHEEE,
1991; Buccellato etal., 2012), Kk, FFEZ
SRR Z Bz AL, Bl R EE S ES]
T, ARt | AR R O SR 2 I
% 7 ( Rahman and Agarwal, 1990; Fowler
etal., 2000; Z=&J5%, 2006; T 35755, 2013;
= HSEAE, 2017; M, 2017; ZEANERSE, 2019 ),

UTAER, R A I PR R B A5
i ERETFBREZ— (B4, 2012; HHARE,
2012; Jinetal., 2016), i@iL#% St PR R
HEA , AR & X PREEE N . #1135t
AL CoRBUBERIZ AR, 2013 JBURBEEE,
2018 ), ey s T A9 7 VA | N BIE 22 SER Y
RSB, AN 3R 22 SE Mg 40 ML 55 S 2 AL
5 ) BF HL 5 IR 27 FEAE YA B2 AR AL S W R pIL
(Lietal., 2018), #tdIWFoCib R, F245C
g A R Y AR P R R AT AE S (Y
4, 2012a, 2012b; maxsE, 2013 ), AHESEA]
FH Tlumina {07555 AR X136 2 S0 6 I e ol e 1081 7
SR, PHEMAR S, X H I T DR E
REAGYIS o TR) X3 2 SR Bl o | i L 1 25
SRR IR AT T 4387, HRGTI 22 S A ol
25 5 AH AT AL B4 At

1 MREFE

1.1 #KEHR

P 22 SRR 25 P AL R~ A A SR BRI PN R
5 o RAERMI AT A HUB A 52250 22 R, Il
LI AT RIEF, iR 22 S HOPE )R

WA AR A I
1.2 B RNAEZBRS5HEE

B 10 Sk 22 S i e s b R R 43 ) S
1.5 mL B8, A 200 pL Trizol a7 fd 41
JOBE I RNA JEAE RNA 5286k, Feo it s
JEMA 800 uL Trizol i3, SRJFHEATE O, B
Fe. I LTEW, BASEIN A E M TUE RN A
RNA . filli& & RNase Free H,O A f#ITTE , HU 1 pL
CL¥ i 1 RNA M ok i 56 A0 43 o 0% 3t
( NanoDrop 2000 ) Mz vk B . | IR REHEEE L
HL UK 43 AT RNA P i 72 B, 76 B I 154X
( GenoSens 1880 ) H W% RNA Z&ir o A
B BIRE S B LR R A E B R A BR A
A AT Rl Y

1.3 cDNA XEHBSNF

TEARS R mRNA J5, JH %
fiti Oligo (dT) 55-A ) cDNA % 1 4, cDNA
55 2 B A RS 2018 1 RNaseH ZbHEBR 2 RNA
%, SR R AP DNA R A M %42 7€ cDNA
ST BERGE 2 BEA UG, INAG Lk, B 0UsE
DNA sefER|ERH, 8 cDNA IA R B, 37
14 cDNA %, W/EREAHE cDNA SCEFE
lumina HiSeq 7V & _L#E4 700 %

1.4 ERABFEMIIGEERFE

Trinity 25X LS % I F 4 RNA-Seq $id
P 5 A T B ( Grabherr et al., 2011), #
FH Trinity #7415, FEAFELUT =N E5E(1)
¥ RNA-seq 4% A A, WH 2
B SRR KSR A (2) B 1R F
contig HEATHRIE, X F AR I HE5E B A
P& (de Bruijin graph ), fEPERARIIRIE
Y5 5 B R B — 21 A A LR P4 ) S IR 1) A A
SRALAE, SR MR L H AN A AC ) 50 4 A e 4K
PEEr 4Ry ; (3) A4 E (Graph ), iBE A
ANE RO I B, R e ] AR
YY) e K ARSI HLIX 43t 55 2 R 3E
I SRA, AR emiiz fa, i BLAST 4k
PFAE T REAEEE T EX, S IR B RR (s B
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1.5 CDS Fiill5 SSR 4%

FEHA A9t X ( Coding DNA sequence, CDS )
J=48 DNA 3 RNA "ilish e T4, gmisak i
FRERA . BF R 5 NR 25 1% . Swissprot £ [
FEEAT EEXT, DA BT 18 235 5 v 8 UG SR AR 1 T ik
4 12HE ( Open Reading Frame, ORF) {5 8. &
TP 2 5 22 520 unigenes 741,
MISA #1347 SSR 434t .

2 HR59H

21 BRERFIISHMAS
8 2 S S OU R L 1 Sl

V24 SR AR o R R ol R A T SRR Y , 7531
(1 Bt reads MERTHR R 39 150 698 4%, Mk LN
42277032 %k, JRIGEHRISIEZ S, SIS )R
=% S b M B HL R BE B LAY clean reads A
36 800 864 55F11 38 308 428 55, 2 MREZAR Q20 It
BIESAS/ N T 20% , HER R FHERL 2L GC & 153
HIoh 30.45%7F1 29.24%.,

FIF Trinity S4B 5, AR HRORE AR
3 68 467 7% Contig, Mk HEETIRTT 44 166 5%
Contig, HAPHJKES 3124 227 bp Fl 232 bp,
Contig #t— P45 5 29 147 4% unigenes, & 1<
JE4 13 312 286 bp, F-HHK Sl 457 bp, N50 N
503 bp. unigenes A LA TE LI 1,

R1 FZINWRERANFTESIT

Table 1  Statistics of transcriptome assembly for Procecidochares utilis

pk o e ame SERE OO 000wl () N sl (%) Gl (%)
Samples Total raw reads Total clean reads nuzl(; t(e)ltli(ciiesa?n 0 Q20 percentage N percentage  GC percentage
I L Female 39 150 698 36 800 864 3312077 760 98.36 0 30.45
JfE A Male 42277 032 38308 428 3447 758 520 98.36 0 29.24

F2 FEXWRERANFBEHALKRESIT

Table 2 Assembly quality statistics of the transcriptome sequencing of Procecidochares utilis

i Bk BEC BEKE (nt) FHKE (nt) ST MAFERE AN
) Total Total length ~ Mean length Total consensus  Distinct Distinct
Item Sample N50 value .
number (nt) sequences clusters singletons
HESHE MK Female 68 467 15558 079 277 - - -
Contig i Male 44166 10262 573 282 - - -
Al -
A BEC AN 29 147 13312286 503 29 147 3497 25650

Unigene

3
g 10000
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o
5
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Transcript length of Procecidochares utilis (nt)

o

LR SRAKE (nt)

B 1 F2X388H0 unigenes KES B &I
Fig. 1 Length distribution of unigenes of Procecidochares utilis
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2.2 unigenes BIThBEEEE

2 3 /R T unigenes 5 7 KEFEE L XT 15 5]
B RS B o 225 3RS 1Y unigenes PTG £ 4 22 vh
HRUTE R A 19 384 45, TFREEN 66.50%.
Horfr NR 7B unigenes 2 2( 16 947,58.14% ),
ZIEMUE NT (12 172, 41.76% ). GO (11 237,
38.55% ).SwissProt( 10 946,37.55% ). KO( 9 752,
33.46% ); 7E KOG £idli e b i B /b, o4 4 689

o, b 16.09%. 15 2% S I S 2 R DF R Y
unigenes 5 Trypanosoma brucei gambiense K
unigenes AR, KF] T 11.80%; Hik5
Drosophila virilis . Drosophila willistoni .
Drosophila melanogaster , Drosophila mojavensis .
Drosophila ananassae 453 K551 % b FR AR (L
R 9.70% . 9.70% . 8.90% . 8.20%F 6.20%;

FANSGHE YR EREAEERA S 39.50% (K 2).

3 FEZILWEEIRERSIT
Table 3 Statistics of the functional annotation of Procecidochares utilis

" e R K HEREHH] (%)
BAfE e
Number of annotated Percentage of annotated
Databases . .
unigenes unigenes
NR {4/ )% 13 B Annotated in NR database 16 947 58.14
NT B8 2 i F% Annotated in NT database 12172 41.76
KO #4& FE 73 B¢ Annotated in KO database 9752 33.46
SwissProt 24 ZE 73 B¢ Annotated in SwissProt database 10 946 37.55
GO %45 FE 73 B¢ Annotated in GO database 11237 38.55
COG ¥ ZE7E B¢ Annotated in COG database 4689 16.09
T B0E ZE 34 13 B¢ Annotated in all databases 19 384 66.50
FE[H Unigenes 29 147 100.00

39.50%

11.80% [

@ Drosophila virilis

81 Drosophila willistoni

= MR R Drosophila melanogaster

Drosophila mojavensis

@ R RELEME Drosophila ananassae

@ Drosophila grimshawi

B X LW AR KA R Trypanosoma brucei gambiense
& HAh Others

Bl 2 NR #4EE P iEfERE =218 unigenes
Fig. 2 Annotated unigenes of Procecidochares utilis in NR database

2.3 unigenes BIThEE S 3

V2 SR E A A R AT 11 237 (38.55% ) 4%
unigenes ¥R E] GO Dyfgds T (&l 3).

o B A= 2= a0 2 ( Biological process )
i) unigenes A 58 065 £%, HH i e i #2( Cellular

process, 8 092 4%). H—AW il (Single-
organism process, 6494 7% ) A ERZ, (Cell
killing, 3 Z%) mo%idi/; ERFIAN M4

( Cellular component ) ¥ unigenes A 32 203 4%,
P2 ( Cell, 6 741 4% ). 4HAEH Y ( Cell part,
6 741 2% ) AR IR Z , WFEARER S ( Virion part,
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BT 81 Transporter activity

S F I8 Molecular function

1214153 Transporter activity

B 1575 3h Translation regulator activity

Z5H34y 1% Y Structural molecule activity

AR IE M Receptor activity

A RS A5 % H 7% Protein binding transcription factor activity
KA RRES A% 5% N 715 M Nucleic acid binding transcription factor activity
T4 & 4% Morphogen activity

5+ ¥4 5% ¥ Molecular transducer activity

2 JR B H 15t Metallochaperone activity

7135 M Enzyme regulator activity

L F#R /A% Electron carrier activity

JEIBE A 2515 Channel regulator activity

e iy [ ——
%54 Binding

HLEALTEPE Antioxidant activity

FREAERSY Virion part
& Virion
Z2filR 43 Synapse part |7
Zfith Synapse [

YNHIASERSY Organelle part [
4Hffi% Organelle 1
HAR/IMA Nucleoid

losed lumen [

JEE & H P Membr:

ZHffIZH 4> Cellular component

JE45 44> Membrane part [

454 Membrane [
5 24 K43F Macromolecular complex 1
MISNXF 4> Extracellular region part [
HaSR X Extracellular region [==
YIS NEBR R 5 Extracellular matrix part
Hash3E Extracellular matrix i
A4 Cell part J
ZH % Cell junction [m=

41 Cell |

AR DA SRR Single-organism process

%% Signaling
F5 A2 Rhythmic process
R F4AHIRL Response to stimulus

H: 241372 Biological process

EFHHEFE Reproductive process

7 Reproduction

H=4i%5 #E#2 Regulation of biological process
IEJA#E A Y 3ERR Positive regulation of biological process
1 R ) 4 )R Negative regulation of biological process
Z 4772 Multicellular organismal process

£ 40 i HLEA Multi-organism process

ARBHERE Metabolic process

a3 3h Locomotion

&L Localization

HBE R G Immune system process

4K Growth

Z Ak 7. Establishment of localization

% B 1#£#2 Developmental process

YR Cellular process

LHLERAr B A P14 R Cellular component organization or biogenesis
iR 45 Cell killing

4135 Biological regulation

LEYIHEE Biological adhesion

| 1 1 1 1 1 1 1 |
0 1000 2000 3000 4000 5000 6000 7000 80009000

B 3 F=Z38E unigenes B GO 433
Fig. 3 GO categories of unigenes of Procecidochares utilis

4 7%) MR R TR F UM (Molecular
function ) [ unigenes 4 14 829 4%, 7E4r T Uik
B I4E AT T (Binding, 6 355 4%). fi#fk
1M (Catalytic activity, 5303 5%) H3EFRZ,
EIRENETE (Nutrient reservoir activity, 5 5%)
%R D

225k COG B FEDIRETTM AN 702, Bty
4 689 %% unigenes INTERER] COG $¥a E 1) 25
Mo (K 4), Hrh R s 1 — i oi6e

( General function prediction only, R )% unigenes
Wiz, M 1283 4%; HRESS5ME. B
PRgER A1) A A ( Translation, ribosomal structure
and biogenesis, J) ) 1 018 2%, #%5% ( Transcription,
K) 1699 55, Z5RIEEBM . BB,
2y THE1E ( Posttranslational modification, Protein
turnover, Chaperones, O ) ] 698 7% ; HA AR
R F 600 %5, f /b myJE HAX A W) Ml A 4510

( Extracellular structures, W) A9 4 %%,
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2.4 CDS g SSR 4#k

5P 2 5208 unigenes 5 Nr I Swiss-prot &
FIEGE AT blast HEXT, 345 1 17 113 %% CDS
A R B, B XN B RS unigenes FlH
ESTscan #3545 2 257 4% CDS ¥4I i Bt 78t

Z0HI-E 42 (Z) Cytoskeleton

45 (Y) Nuclear structure

HHSEEH (W) OwaijieExtracellular structures
BEAEIBL (V) Defense mechanisms

HINIEH . S FIBRHLZER (U)

Intracellular trafficking, secretion, and vesicular transport
1555 S (T) Signal transduction mechanisms

FRHNTIEE (S) Function unknown
— I BETM (R) General function prediction only
WAERBTF=YINAEY &R, BEmaaEQ

metabolites biosynthesis, transport and catabolism

Secon

TAHLE Fiz %5 518 (P) Inorganic ion transport and metabolism
BFEEM, BARBIFEMSTEE (O)

Posttranslational modification, prﬁ(])]tein turnover, chaperones

o
HETE M (N) Cell motility s
20 R/ R/ A0 A JR3E (M) Cell wall/membrane/envelope biogenesis [m——
i, EH 55K (L) Replication, recombination and repair |me—
#E (K) Transcription
B, MRS 54 YRR ()
(o

Translation, ribosomal structure and biogenesis
& B3z 54838 () Lipid transport and metabolism

A HI AT (H) Coenzyme transport and metabolism
ok tbA Wizt 51 (G) Carbohydrate transport and metabolism
AR 2 5/ (F) Nucleotide transport and metabolism

RHEIRF2 51 (E) Amino acid transport and metabolism
YRR, MR, YRR (D)

Cell cycle control, cell division, chromosome partitioning
HEVE A= 7= 554k (C) Energy production and conversion

YetafhgEH 530 12 (B) Chromatin structure and dynamics
RNA AbHFEHA (A) RNA processing and modification

HIF 19 370 & CDS A B, KEA
200-400 nt XA Z, £ 11 079 4%; HE
400-600 nt (3 152 45) % 0-200 nt (2 909 4% ),
HAAKE XA E CDS &4 E 2 000 2 (&5 ),
FIH MISA 482 25 TV & ( Simple sequence

0 200 400 600 800 1000 1200 1400

B4 FZ5048 unigenes B COG 93
Fig. 4 COG categories of unigenes of Procecidochares utilis
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Q N
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g 1000 =
G
o
=
Q
—g 100
Z.
® 10
%
IOOOOOOOOOOOOO
QOO QOO0 OCO OO
NNt N O~00NO AN on -
Y p—

FAKEE (nt) Unigenes length (nt)

B R 45751 CDS analysis by blast
O T 4% 751 CDS prediction by ESTcan

(=1
(=3
=}
—

=3 000

E5 EFE%BFE (CDS) KEST
Fig. 5 Gene coding DNA sequence (CDS) length distribution
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repeats, SSRs) Fric 5483 4>, Hirb BpgFERL T
B (28501, /5 51.98%) ;%%; HRE=miE
AL (1 587 4>, 29.94%); FBEFEA (60 4>, K
1.09% ) FIZSHEFERD (52 4, 4 0.94% ) &>
(%4),

R4 FLILBSSR HINFITER

Table 4  Statistical results of SSR analysis of
Procecidochares utilis

Wi Kt
Items Numbers
o g

A | 2 147
Total number of sequences examined
| =g g
FABKE 13 312 286
Total size of examined sequences (bp)
I SSR 8K s a8
Total number of identified SSRs
SSR JESIEL 4365
Number of SSR containing sequences
5 1AL L SSR A F 511K
Number of sequences containing more 870
than 1 SSR
eaWIE P AETERY SSR £
Number of SSRs present in compound 337
formation
PAfK Monomers 2 850
T B{K Dimers 769
=K Trimers 1587
JU A& Quadmers 165
FLRIE Pentamers 60
7N HK Hexamers 52

25 ERFREIERERIMIE

AHFSE K PR == SRR 29 147 > unigenes
A 11 331 4> unigenes 7EME R HL 5 5 Rl HUAH Y
FIRIKVAN ] o P 22 S e i e 55 e ol A LU A
2 640 PNFIEIKF LIH unigenes, 8 691 >Rk
KT P unigenes. A TS K, DUME RS A
() FPKM WA ARER, ARSI FPKM 9L bR
S, B 6 el X R i 2 L )
PR, g XS AR T A R, 0 X Sl A R
S e R R P R KB 22 g BRI Ay
17 816 1~

| mREKF EREEE Up-regulated genes
m R T RERZEE Down-regulated genes -
" RIRIKP B 2 5 R

I No difference in expression level . * °

H N

|
—_O = N W
T

[
W N
T T

T A U FPKMAH log10(Male FPKM)

A3 210 1 2 3 45 6 7

W i FPKM{H log10(Female FPKM)

6 EXSH8 unigene BIRIEKFESHT
Fig. 6 Analysis of Procecidochares utilis
unigenes expression level

26 ERFTIEEHEGO EESH

AWFFE AL 38 848 A2 F IR KL TERF|
GO ThAEZrb . 20 461 NFEN TR W25
T, 12 408 DEENTERRIEA 7T, 5979 14
HN&501U6E (Kl 7). GO E4E0Prikikis 8
RN ERN. ZRENEEYSIBREDE
SEEA M FE ( Cellular process, 3 126 55 ). 1€
Wik #E ( Metabolic process, 2 595 2% ). HAHL
&2 #2 ( Single-organism process, 2 340 5% );
TEARMI A 73 s SRR (Cell, 2667 25 ). 4
Mg #43( Cell part, 2 667 2% ). 4l fifi %5 ( Organelle,
2003 %% ); TESrFUIRET R AL GG
( Binding, 2 625 %) AfifkifitE ( Catalytic
activity, 2151 %% ),

2.7 Z£] unigenes PR IEHE RS T

KEGG fUii i/ Hr 33 2 3 980 2273k
IR, k2 B RIRER S5 250 AR
W EE 530 e, 7R SOiE g b R GA kA BIRECE
P, Hr 632 MEEES S Z R IR R

( Metabolic pathways ), 216 FE[H S 5 5L
[C#% (Hunting’s disease ), 168 3E:[HZ5 RNA
izt #2 ( RNA transport ), 161 P3RS 520
RIE AL (Ribosome ), 135 ALK 2 5 EER AL

( Purine metabolism ), 133 NIEH 25 EALBERR
fk ( Oxidative phosphorylation ), 125 3EE %5
AIMLEIY (Cell cycle ), 99 MEHZ 5 HBAY)
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ia TG PE Transporter activity
BHFH 17 7% ¥ Translation regulator activity
ZEF 43 F 5P Structural molecule activity
T Receptor activity
B A B4 A%% 5 B 75 1% Protein binding transcription factor activity
KHPRES A% 5 71 P Nucleic acid binding transcription factor activity
25 & 4 1% M Morphogen activity
S35 M Molecular transducer activity jm
£ RHBZE A5 Metallochaperone activity
B RS9 79035 2% Enzyme regulator activity jmm
B, T #R A5 M Electron carrier activity u
JEIE V#5751 Channel regulator activity
fEALIEPE Catalytic activity
%4£4 Binding
Y& fLTEM: Antioxidant activity
JRBER T4 Virion part
WITEA Virion
RfiFR 4> Synapse part
Zffih Synapse
Yl ffa #5853 Organelle part
YAHI#S Organelle
AR/ IMA Nucleoid
JEESHA N i Membrane-enclosed lumen
JREEHIER 4> Membrane part
%54 Membrane
& 74 K45F Macromolecular complex
HEAMNX 43 Extracellular region part
Ha4PX Extracellular region
40 MISMEE B 4) Extracellular matrix part
Jfi#h3E Extracellular matrix
HIHIF S Cell part
4HMI7%## Cell junction
41 Cell
AU HLAHAE Single-organism process
{55 Signaling
Fi#EE Rhythmic process
L340 B, Response to stimulus
ZHE VR Reproductive process
%%} Reproduction
A= ¥ 352 Regulation of biological process
TEAE R A Y72 Positive regulation of biological process
R A 35 Negative regulation of biological process
Z Y i #EF2 Multicellular organismal process
Z 41 A PR Multi-organism process
R Metabolic process
4175 3l Locomotion
FE{I Localization
B R SRR Immune system process
HK Growth
AL #E ST Establishment of localization
& #E#2 Developmental process
40 I EFR Cellular process
NI H LI 43 B4 1A ) Cellular component organization or biogenesis
Y45 Cell killing
A9 Biological regulation
Yt Biological adhesion |y ) ) . . \ \ '
500 1000 1500 2000 2500 3000 3500

B7 F=SLWEFREEREM GO 72
Fig. 7 GO categories of Procecidochares utilis DEGs

oA A 1 B ( Ribosome biogenesis in 2006 ). AVFZ B M5 T3 = SEa AR 9= Al

A FiBE Molecular function

Y MIZH 4} Cellular component

| 1'|un| i

H: #2453 72 Biological process

(=]

cukaryotes )o RS (RTFEE RS, 1994 ), {HE
3 R 36T 3 22 SRR PR 7 TG FO TS e o AR5
1 I Tlumina I AR X 36 22 S0k 47 S 4 0

i%éim%%?rj%i/?%?%éﬁgaﬂi, JH: ﬁ%ﬁ%*ﬁ’ ?E%T%%gﬂﬂg%%1$%§it*ﬁﬁo iﬁ
TERS 5 Fh e 2 e 25 B (T SCBt P AL EE | Trinity $H% | FE A DIREER
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S P MR N S ISR 6 SN RS
e 356 DR s O T s T R A B oA i — 2 1y o T
WAL T E SR U

AR Bifi A R A B S AL B R B R
R B HUTE AN T i S A SCIE R RB A, KA T
Bemisia tabaci ( Wang et al., 2010 ), MV £ KUEE
Ostrinia furnacalis ( Zhang et al., 2016 ), 7547
I 1 Conopomorpha sinensis ( @ FH%E, 2016 ).
e Z 49 M) Phenacoccus solenopsis ( BAR 784,
2017 ). 721k Opisina arenosella ( 475 304,
2018 ). = BEK 4+ Batocera horsfieldi g H fi £( ¥
FESE, 2019) 45, B HUEPIEE 1Y K A T
F B RS, A B TR R
(8 PRI AR, FRRE H 5 U5 B R P %) 40 4
(IRBESE, 2012), AWFFEILRIG T 29 147 %
unigenes, 14K & A 457 bp ,N50 K &4 503 bp.,
NSO {EER AR RS RN K A B E , HA/NT
800 bp i 15t B £H B4 15 21 1) ¥ 51 58 B M 3 - ( B0
FAE, 2014 ), AT A IR A v o D 0 ( Q20)
BIm T 98%, HAMFRFR, 75 B i
PR EENZE (Chenetal., 2014 ), MIRTGHEH
FECE . SFIRKEERT NSO KSR w4 R AR
YRR =2 S S A I PFEERICR R4

MECHE FEERE B A, it 19 384 4%
unigenes #% Nr. Nt, Pfam, Swiss-prot, GO,
KOG. KEGG ¥ M ERE, 5 unigenes &
B 60.50%, #RiM, T unigenes BEARK B A
5. RHIEHEAE B A B = A (Qietal.,
2016 ), 154 9 763 2k unigenes %A PAFERAS
B, XS S FTh e AT ie A Rt — 2
WEFE . BARE2LSCMRAE 7 AMEEFE B3 80
FE, X TR SR DR B ES B, (HEE
&, SRBAREE TR R R b A, TR
16.09%-58.14% 2 [1] ,  15d W [ w2 S 0080 e vl
SRR 22 el B R A /b (SIS, 2016 ). GO
1 KEGG 11 BEZE RN IZ A FE I 22 S i) Ak [
DIfete it 17 i, (b T AR A 15 2 Y Dy g 43 28 1k
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