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Transcriptome and differential gene expression analyses of different

developmental stages of the Illiberis pruni
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Abstract: The purpose of this study was to analyze the differences in transcriptome data from the
transcriptome level, and filter out the differential expressed genes in different growth and
development stages of the Illiberis pruni. High-throughput sequencing technology Illumina
HiSeq™ 2000 was used to detect the transcriptome differences in larvae, pupae and adults of the 1.
pruni, and the differentially expressed genes after sequencing were verified by real-time
fluorescence quantitative PCR (RT-qPCR). The results showed that a total of 80 528 Unigenes
were obtained from the transcriptome data, among which 21 743 Unigene with a length of more
than 1 kb were obtained, 25 643 Unigenes were annotated in the seven major databases, and 12
differential genes of different growth and development stages were screened. The results of

RNA-Seq sequencing were consistent with those RT-qPCR. The results of this study will expand
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the growth and development gene database of the 1. pruni, and further provide data support for its
research at the molecular level.
Key words: llliberis pruni; transcriptome; growth and development; differential expression gene

BLE B W Mlliberis pruni J& W H Lepidoptera PLik £l Zygaenidae, X A4 FL Bk, &%
R BB E R — (REE%, 2016) . RS20 TR, vh. 28 k.
TR AL X, &t B AR L 4RI, ™ 5 S SR R & R FE (ak
7758, 2017) o fEIREALTT, —FRE—RPLHAE 6 A NP, —FRAEWAR
SREFSfEE RN, HA 8 A bA IS | AR, FREAT P O BT B 2 R BRI
BeEER A CEMRESE, 2017) , A/ R E SR 2 RENHJEfEH 2 10 H 45 B4 (%
RAFSE, 2013) o RLEFBIURAUN R EF A, g duE e, SEAm, MR T
R PR B . VF 2N AR B BRI Z IR, T T AU 2 1R A S BA
BNE . EBRESE . RAERES (REES, 20165 F30EE, 2020; i, 2023),
VT VAR, AR50 AR B JUEAT IR BT T, 400 700 A0 0 710 B4R 6 el B e 1k

TROMAL ZRRAR A BRI Y K R G R B AT YA EARE (Liv eral, 20215

I, 2022; Nanetal, 2022) .

B LI R AR I R R R RO T, T SRAF I S AR A S, R DS R
Z R S, T ARZ A A DR A DR, D A A A ¥ T RE DR 4L 4 T
A YT TE A Gy 36 KA . BEA A A RHR (8 503 (Nagalakshmi ef al., 2008; #
MREE, 2014) o BT, 8% s Al P EoR T 68 H B dE R R DhRe et it 2, wp]/R%
WEIK Hepialus altaicola (FNEZE, 2021) « FIRKIK Spodoptera exigua (Pascual et al., 2008).
i 5 i B . Gynaephora ginghaiensis (F E 3k 55, 2023) . ¥l & A Mk Eogystia
hippophaecolus (Cui et al., 2017) RS Spodoptera litura (Gu et al., 2013) MM
Wl Melitaea cinxia (Cristobal et al., 2017) 5. 72 RRIESEEK 2 AN A0 AR =4,
BAEAEE S S AMRAEIE. BEA T . DNA HI3EML. RNA BTEESEHLE], M X e i 4P
22 RN A [R] R 40 i B AH 23 e 8] — B PR () 3Rk K P, T SR AYA K & &N AL
LT BURE 78 TR o A R 08 e S AL 7 45 SR o BT B RO DRV ) 25 S ik AR 00, sl ok (2021)
W TR IUAS /N SEW Bactrocera dorsalis AR K B WM BUE AR RT TG 3EH 11 708 ZRREHER: T
5 (2018) WL 1 P97 E W& Apis mellifera 235 K B AHIRIER br-c. gee Fl usp WKL 5 TRE;
KN (2022) WHKEDEIERE N O B Carposina sasakii Matsumura -8R Eh 25 MM 2%
BEIRIE 72 2 I Ak /N B0 Bk N B AR A 5 2 TH F B RIE T @ il /s, i 7 JH &
AR AR DG 7 A28 S AL, ik — DI Sk Nt N B R v TH R4 1 43 1L 2E
E T HEAl: MR TS (2023) FIF s 20N 7 B R SR ST Spodoptera frugiperda
PECR B R BACE 2 T HLE . XIFTSE (2022) RPN Bt Helicoverpa armigera ¥ 5
ANGHEAFAEAE 7 714 DN ERRIEEER, A 3 288 M ZEFRIBIER W FREACTLEG Hrh 1, 4



426 NS RIEFERAERE H R B 175555 (2022 /8 /NR FI AR BRI Streltzoviella insularis
24y SRR AN 5] 7 2 1K) 22 S B R IR, Dt — AR S /N A R B B 2 R S L R A R 1
WA BN O B Grapholita molesta 72 573235 ff 7 g 56 R 10 i it T gk — DR ST AL N B0 i
FEEEACHHLE] CUBePRaE, 2023)  ZEES (20100 A4 @RI W4 7% 7R IE cDNA
TR ST B 0% g 5% G P2 R S DR 1 o o AR 5 0 S 88 90 AL 1) PR PR ) B it s JHISE Moyzus
persicae #715F J AT AN T0 3 B e 1) 328 BRI 5 45 AR 7S MRS S 70 A O ik PR 11 AR A R AE
(GRIEEEE, 2018) 5 RUATFAE (2022) XSt B & Apis cerana cerana ¥& HH1 N L2 7K1k
B[R b BIMAEKR EAZHER JEE, [FIRGESZ2 A R0, Cheng 5 (2021)
W FEAIE S H3K27me3 (&1 8 o fif b TH 6 20E £ R A4 il 45 FH SR 45 B gl s g i (40 R 6
A5, a7 B AR KB MR BRI, 1K & Bombyx mori A VIR FISAL R AF
DA AR S B A VR SR A T I AEREAR s Wang %5 (2021) BF 78 3 A @ H F U <5
DRK P36 88 AN B Hh 3k 4G SUC ZEIR, JEIm R AR ZE R S HI R Th RS 2 4k, $2m 17 2T & iiiaE
SIVEFIRI R, S5 TR BEREAR I RE ), (R A S MAEKRE: A (2023)
WEFC /NS Plutella xylostella FhREA SN Ja AR KR B IR RRAC IS PR RO RE R 5[] o S48
(2023) 5T 8 P+ AEFHAF A FC I F-F 4 252 1 43 o) /NS A K i 8 R A ARG 5%
Wi AR, WS A A YRR v B R AR OR B I B R AR A, T Hod
TR LS AN B VT R S VAL 2 B 8 R G Re e 4 R AR KK E (Loivamaki et al.,
2008; Seybold et al., 2008; EFriEZE, 2023) . HAET, ZL8 T RFEREEEE ™ HEZ,
AT _ BRI L, PR AR KOR B ARG 18 0 DR B L) i AN 4 o IR T
PAEFRIS AR, AHT STl il 7 HOR X AR B g i R R S A R AT )
e 5 AR R B A G 1 2 R RAA B RIEAT IR AIE , PR T H AR K R R DR ek A T RE A
FOHLPLER IR

1 #MR57REE

1.1 #itEd

ASHIE TP FH AL B JORE 202245 A REEEH A VI T T (101°45'E, 36°43'ND
TESZ E RN R EEALT &) B B R e 0] 238 = AT 7%, SR T AR R BB ZLE &
HFE A . RIS EBEORS S L WA CMEREIRAE) 3N FR B I B AR B dudh AT 3 5%
AWy, FHBCRBGHESR.
12 HEERHRZINEFRER

FLE B AR ERN AR S, %88 H bR T HLEEE &2 1TPooling, HINova seq 6000
FEMTEDEENT, WF K NPELS0. FATAF 2 4 B 5 AR I o Sl (s o =
{6 1 3R I B AR R T 5, MR R R R RE05 3 B S R I U RHE o R A Trinity



(v2.11.0) B 8 ekl ¥ Reads$T I B AT B (K-mer) , SR JE K5I 28 /)8 i B AE 1 B
KB (Contig) , FHRIFXLE B2 MMES, B2 B4ES (Component) , Hit/5F
HiDe Bruijn ¥ 77 VE RN FPRead 5 B, £ &N BUEES T 40 IE N EE AR 7 51 i FHBLAST
A4 K5 Unigene¥* 41 5Nr. Swiss-Prot. GO+ COG. KOG. KEGG. Pfam##f FELLxf, il
5EUnigenel) 28 518 7 91 2 J5 {8 FHMMER#) £ 5 Pfam 24k FE LU, 3895 Unigene RVERES B
13 ERREEERHEINGES

AW TR 743 2] (I Reads 5 Unigenes FEBEAT HU XS, HRIEEEXT 4551, 45 G RSEM#EAT ik
HACEAL T R Fpkm B AH X . Unigene 1) 3Rk &, DA% 7544 (Fold Change) >2, FDR<0.05
VENTRHIERRAE, R FDESeq2ii i A [F] A B il 2E IA) (¥ 72 S AR IA R R . T AL B U el
45, FHBlast K EGO. COG. KEGGHHfE F 5 Unigenes /741347 ELXT,  Fill| 58 Unigenes
MR T 51 J5 18 FHHMMER##F 5 Pfam 4k 2 LU X, 3849 Unigenes FIVE RS B o
14 EFRIEEFEBLER RT- qPCR HIE

BT AN AR B S T, FRATG i R o 53 2H e e i 2 e R
R AGT3 (HWREERD . HSP70 (BRFLEFE) | IGFBP (JEEZMAKE 46 E
1) « ISL (B &RILK) . JHBP (Juvenile hormone binding protein, {R4IERSG&HEA) -
USP (X118 H) « JHEH (Juvenile hormone epoxide hydrolase, #4713 23 EUK fREE) -
CTSL (HZVEAM) « AMGI (456EAEEMW)  SHCI (EWE4HM) « TRETI GEHERE
BizEA) « K-kl CRIRAEZIRKEER) o KA £ 2 MW ¥ ORFfinder
(https://www.ncbi.nlm.nih.gov/orffinder/) X i i H 1) J& Rl 7 51 33E AT 7L 75 1 ORF 56 2 [ 2 Kt
FRAZAFBRF 51, FFENCBIM S T BLASTEL X CBEE MM K T60%) 15 BIAH AU F .
IXLUILRE B SR B AR EEEA, Bl IR R I A KR E i B RE (B
2, 2018) , IR AR 12 R ERE B RAFRK R M BERE &R, R2IAFE MR
K. 18 PrimerS A BT 12060 5 6 EPCRGY, LARPS11 RZHEREE 1) AN S A
CRIHGAS, 2024) o SIMFHI ARG B IR2, BB EMFES, 3IMARES, ¥y
FERFN95°C 3 min; 354MEIR (95°C 30's, 56°C 30s, 72°C 40s) o SRKF2-AACHLHE H 3L
DA R I & F e L7 H 4 OVS BRI SN AR 4l VS Hr R gh HUR X R 4EVS
Fs R R R A R o DRLG, 7ERT-qPCRIGE Ji5 A 3250405 B i H 6 M 2 7 5 26 3 4L 000 o
St R ZE A I

F1 LKA EEPCRS|H)

Table 1 Real-time fluorescent quantitative PCR primers

ElEEAX SFA (5°-37) PR/ (bp)
Primer name Primer sequence Product size
F: TGATGTGCAGGTCGTAGGTT
ATG3 141

R: AGGAATCAGGGCTCTTGGAC

HSP70 F: CTGGCTCTTCTTGGTGGGTA 136




=

: AGGAGTATTGGCAGGAGACG

: TCTCCTGCCACATCTCGTTT

F

IGFBP 94
R: GTCGAGAAAGCTGCGTTCAA

ISt F: TAAAGCACCGCCTTCTCTCA 110

R: TGATGCGAGCAAAGACGAAG
F: AGGCGGCTTGAAATTACGAA

JHBP 105
R: GAATCGTGAACAGGTTGCCA
F: GGGTTTGGCTTTTCAGAGGG

JHEH 176
R: CAATCACCCGCATGCACATA
F: TCTCCTTGTACACGGTGGAC

USP 147

R: CCATACTCACTGCGCTCAAC
F: TGCCTTCCAAGAAATGCCAC

CTSL 114
R: CGTAGTGGATGGCGAACTTG
F: AATGGAGTGAAGCTGGTGGA

AMGI 133
R: CGTCGACCTGCTTGATGATG
F: TCAGACCTCCTCCTTCTCCA

SHCI 136
R: TTTGAAGCGAAACTCCGACC
F: CATACGACCCGCTAACTCCT

TRETI 102
R: TTTCAATGGCCGTCAGTTGG
F: ATACGTCACCACAACCGAGT

Kr-hl 107
R: TAGTTCGGTTGCGGGGTATT
F: GAGGCTATTGAAGGCACAT

RPS11 85
R: CGACACCAGTAAGGATACG

2 HBRS57h

2.1 BEERFHREAMNFTH

K F lllumina HiSeq™ 2000 = 18 & il /751 & % LR B 58 3 A [F R B B B Lo/ i
B P, LG5 LR R e X 5 3384525 643 2% Unigenes MyERE 45 R, SERE T
Unigenes /% [ 3 R 25 ) 7341 M7 3£384358.29 Gb Clean Data, #5£f fiiClean Data?)12 $5.81
Gb, De novoZH# /533815380 528 % Unigenes, HHH21 743K EiA1 kb, FLEBHRH.
IH A% B Y ReadSum 73 1 421 707 935 (L1 L2+ L3KF¥JME) . 21040689 (P1. P2, P3
SRAFIIEDFI22 014 0094 (FM 1. FM2. FM3 K348 ) - Q201 Q3 08 AL 1 43 b 43 7 #£90.19%
96.47%J LA I . NSO N2 079 bp, T3 E A1 307.27 bp.
2.2 UnigeneIBE;F

IEFEBLASTZ I E-value AN K 17107, J8E X0 AL & B )25 643/ Unigenes#H ATV ERE, %
R FEVER G 45 AR 2R . 12 136 Unigened T B FIGOXE %, 25 320 Unigene it B
FIKEGGHEWEE, 53751 Unigenei®: B FICOGEE 72, 12 2311 UnigeneiE B FIKOGHH



13 243/~ UnigeneE B 2| Pfam £ ¥5 %2, 13 2051~ Unigene i+ F¢ | Swissprot (4 &, 16 3674
Unigeney TR 2INr 4 FE o
%22 Unigenes; ¥ B4t 3&

Table 2 Annotation statistics table of Unigene

e 2 VEBunigene3i H 300<=K <1 000 KRE>=1 000
Database Note the number of unigene 300<=length<1 000 length>=1 000
COoG 5375 944 4431
GO 12 136 3163 8973
KEGG 25320 10772 14 548
KOG 12231 3047 9184
Pfam 13243 3039 10204
Swissprot 13 205 3 461 9 744
Nr 16 367 4 845 11522
=it 25643 11 029 14614

#: 300 < Length <1000, FR{ER:B%EEE 1K FEAE300~1 00085 2 (7] Unigene$; Length > 1000, FoRiER:F%EdE
FEMIKBELE T 000/M3E LA L [ Unigene %1 Note: 300 < Length < 1 000, indicated the number of Unigene notes to the database with a
length between 300 and 1 000 bases; Length > 1 000, indicated the number of Unigene comments with a length of more than 1 000 bases

to the database.

2.3 Unigenes{IGOE&E 71T

GO%#i 212 136%& Unigenes (i &t Unigenes#[1147.33%) L3396 42256 DI REFRE, 4
BEZEE S FIRE CI3ATHRERXD « 441y (1IONTHREX) RIED i fE (234 ThREX)
ZRE. Hop, AL RE Unigenesik £ (47 737450, AUMREERR A TR AR B 1 41
i E AL, 55098 925F17 1795 AR ZH 43 00 A BE 21122 6295 Unigenes, 4t 14
MR A3 R 7 B B %2, 43 A8 02246 F18 0025k 5 40T T 28 il s B 124 6032k Unigenes,
Sha MBI MR P 9 B 2, 73 i 97 08915 7605%

GO
GO classification
100, 12136
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Fig. 1 GO annotation of unigenes of /lliberis pruni
e 1, A0 2, AMESY: 3, dUNERR: 4, R 5, RSN 6, BEEr: 7, REAREEW: 8, MRS 9, B
s 10, WAFEEW: 11, MMES: 12, MRAMASES: 13, R 14, REHS: 15, HE: 16, WERS: 17, K
fhAEPfk; 18, HAREWA S 19, A% 20, S5 21, A 22, HEEAWNME: 23, HRWEM: 24, 4iMaT
Wk 25, A FUIRRIANES: 26, A FAEEERETE: 27, UAMIENE: 28, BITRIETIIIEE: 29, BIERMAETE: 30, HFEMK



PR 31, EIRMEAENE: 32, EAMLE: 33, dMUBERE: 34, MR 35, AEWIET: 36, KEWEM: 37, ZHAML
Fs 38, MU 39, SR HR AR 40, Ehi; 41, {55 42, S0H; 43, BRHERE; 44, ZAREDER;

45, F3; 46, 1T 47, EUIKEHT: 48, S RGN 49, K 50, AAMMGEE; 51, WHULRE: 52, tARUIE: 53, M
5 54, AMPEES; 55, PR3- Note: 1, Cell; 2, Cell part; 3, Organelle; 4, Membrane; 5, Organelle part; 6, Membrane part; 7, Protein,
containing complex; 8, Extracellular region; 9, Membrane, enclosed lumen; 10, Supramolecular complex; 11, Cell junction; 12,
Extracellular region part; 13, Synapse; 14, Synapse part; 15, Virion; 16, Virion part; 17, Other organism; 18, Other organism part; 19,
Nucleoid; 20, Binding; 21, Catalytic activity; 22, Transporter activity; 23, Transcription regulator activity; 24, Structural molecule
activity; 25, Molecular function regulator; 26, Molecular transducer activity; 27, Antioxidant activity; 28, Translation regulator activity;
29, Cargo receptor activity; 30, Molecular carrier activity; 31, Nutrient reservoir activity; 32, Protein tag; 33, Cellular process; 34,
Metabolic process; 35, Biological regulation; 36, Developmental process; 37, Multicellular organismal process; 38, Response to stimulus;
39, Cellular component organization or biogenesis; 40, Localization; 41, Signaling; 42, Reproduction; 43, Reproductive process; 44,
Multi, organismal process; 45, Locomotion; 46, Behavior; 47, Biological adhesion; 48, Immune system process; 49, Growth; 50, Cell

proliferation; 51, Rhythmic process; 52, Pigmentation; 53, Detoxification; 54, Cell aggregation; 55, Cell killing.

2.4 UnigenesJCOGEE N

B COGHUE FEA TER I FE R HEAT 702K, 5 3754 Unigenes 375 16 49845 1EFE 72551254
DhaeZod . Hor, —MRIhae A S mA MR R Z, 258 (1734%, 26.69%)
(950%%, 14.62%) ; HRIKUGEERAIEMR iz 5, H4765% (7.33%) ; KK, f
4375 (6.73%) ; GEBKWEWHZ 5, A418% (6.44%) ; JREIE. AEARSE M
MAEME R, 40056 (6.16%) ; TRETH T, A348% (5.36%) : OKMIXFBIM. &
FUREE . AR, A371% (5.71%) « HRIHERT350%, WRRGZEAR, HO

%O

AN T 5181fi-RNA processing and modification-RNA

COGINRERR B: Y1 45 #4) 5 3) /1 %-Chromatin structure and dynamies
COGHunctioniclassiiication C:fit 874 5 ¥4 4-Energy generation and transformation

D:Af AR, AR, JeiikirX

Cell cycle regulation, cell division, chromosome zoning
E: R L #4312 55 18- Amino acid transport and metabolism
1500 - u F: A% 11 %12 5 {R ¥ -Nucleotide transport and metabolism

H: #ififf#% iz 51 -Coenzyme transport and metabolism

G:Carbohydrate transport alnd metabolism-F# /K {b &4 54128 5 1€ 5t

s Jig J5i % 32 5 4R i -Lipid transport and metabolism
T BHVE AL 1445 # A AE ) & BR-Translation, ribosome structure and biosynthesis
K% 5 -transcription
) g>’ 1000F L:&#. FE4F115 % -Replication, recombination and repair
g E_ U M2 BE/ /4% 5 A 4 4 -Cell wall/membrane/capsule biosynthesis
R g
=

N:4H 1 iLF2-Cell migration
O:IRAEARE = G FEIE 4 A st

Q:IRAEARE = B i FEI 5 AR
00 i : 5
R:— i Lh#E F-General function prediction
S: A K1 fiE-Unknown function
T:f5 5 #% 3-Signal transduction

U A iZ i s A iz

fN 'SEEE =

il W4l 7125 #4)- Extracellular structure
WYz X: &4 & [1-Unamed protein

Diesr Y: A% 45 KJ-Nuclear structure
Function class Z: 2y 42-Cytoskeleton

I ™ V:Bi fHHL 1 -Defense mechanism
el
v

K2 Z45 E HUnigenes COG LIRS
Fig. 2 COG annotation of unigenes of llliberis pruni

2.5 UnigenesJKEGGE & 7#

Post-translational modification, protein turnover, molecular chaperone
P:ToHL & T-#%32 5 4R i -Inorganic ion transport and metabolism

Secondary metabolites biosynthesis, transport and catabolism

Intracellular transport, secretion and membrane vesicle transport



¥ B4R £ HU Unigenes SKEGGEUE FE AT X LE, 455 2974 Unigene i3 B 2141 g 2 72
(Cellular Processes) (679%%) « ¥5i{5 E4b# (Environmental Information Processing) (730
%) . 8% 15 B (Genetic Information Processing) (1295%%) . A2E%% (Human Diseases)
(5146) « #HHARH (Metabolism) (2 285%%) « LA RS (Organismal Systems) (257
0 ANKI2SAN R ThRE X . o, BRSSO RE BB AK A A AR 2, 650
% AR E B R RIS A R I B 2, 6075k RS B A ELE B R RIE 5
MR Z, F534%: BHLE BB RN R S, G515 ANl R
BN 3 W AR S 1A s AHVA RSB BRI L (Aging) %, HI3%.

185 R 4t -Sensory system 2 R

2:40 % A% -Immune system 26[] 452 Cell processes

333§ J& B -Environmental adaptation as[] 127

4:72‘555@’:}2-Deve10pmmt and regeneration 24 201

s:%A-Aging BT s1s SRS BB
6:HMELEV R 5 1R -Xenobiotics biodegradation and metabolism 22| 38 Environmental information processing
7% BAR i -Nucleotide metabolism 21 I 534

-1 2 A1 B 24k 75 448 #-Metabolism of terpenoids and polyketidesp 20 W iss S B bR

9:HAth Z K B2\ -Metabolism of other amino acids 190 72 formati

Genetic information processing

1048 1) [R5 Fn 4 4 & Qi -Metabolism of cofactors and vitamins 18 ‘:, 607

111§ i fC i -Lipid metabolism 17151 AR Human diseases
12:%*ﬁ.‘i%ﬁﬁi 5 #%-Glycan biosynthesis and metabolism 1o [N 650
13:68 B4 #-Energy metabolism 15 |l-5 356
14: 5K A WﬁlﬂTCarbohydrate metabolism- i; 2o
15: HoAth /X A= AC 417 & 1 -Biosynthesis of other secondary metabolites 2183 o
16:A'ﬁ%ﬁ’§ﬁiﬂﬁmino acid metabolism 1-1 W 22 %TM‘“J}%‘]
17:4 %3 #9593 -Endocrine and metabolic disease 10l 187 Metabolism
18:34 %) 143 fiF 4168~ Transport and catabolism off 107
19: 40 4 1< 5 SET2-Cell growth and death 8] s0
20:15*5 4> F FIAH HAE Fl-Signaling molecules and interaction 70 170
21:15 5 %% 5-Signal transduction 6l 102
22:fj§J@ ff1-Membrane transport sho3
23:## -Translation et
24:% 5% Transcription 3] 18 EHUE RS
25:5 | 548 K -Replication and repair 207 Organismal systems
26:47% . /rfi#. 5PEfE-Folding, sorting and degradation 1] 34

L 1 1 1 |

0 5 10 15 20

BEHE o (%)

Percent of genes

13 BLE vk 4 HE R K EGGHl B 43
Fig. 3 KEGG pathway analysis of unigenes of Illiberis pruni transcriptome
26 ERFREEEHEGI
AB A3 HE (Ghd. SRR ED T, ZhRRE 2 IR L R IA L1 438,
UABERR R AR R 5 H616.27% (234) F183.73% (12044 5 S [R5 51 2 5
FILFEF 140, LIASEERAI T LR & (5 1H057.86% (4 7104) F142.14% (34301 5 %)
ORI R 2 TA) R 0 22 S R IE HE R 8 1094, i B RIAT R I B[R 4% 17 1052.31% (4 2424N) #
47.69% (38671 o 3INHEIHETINEFREIR, 45RWIRIMEIFR.
73 AEERTEHRSHERREREANSHER

Table 3 Analysis results of differentially expressed genes among different stages of the /lliberis pruni

M Type it Total FiEUp T iiDown
ZHVSHEH L VS FM 8109 4242 3 867
ZEVSHH L VS P 1438 234 1204

BiVSALH P VS FM 8 140 4710 3430




I vs BRI
QJJH{ Vs }JSLJJ{ . o
Larva vs Adult pa vs Adult

24 vs I

Larva vs Pupa

P4 L R AN[R] H 2 0] 22 7 2R K TR 4 R
Fig. 4 Venn diagram of differentially expressed genes between different stages of ll/iberis pruni

2.7 ERFEEEMGOSES

RT3 A (Ghdi, Mg th, SR 4l R K R R 2 R g ik
HE KGOV (A Unigenes 7 7l 923 1655+ 3 14746124 785% . Horh, 4 il s i) 22 e ik
HE PR & AR 240 MU 2H 73 (1) Unigenes 359 0995%, 400 (1970%%) FAHMIAELSS (1963%%) 5+
SHLAL, AHAEE (145150 MEHR: EH8E25 T IR Unigenes3 A3 5375, ®HE%H
WE MRS (16314 FMEIIENE (122246 5 BHEFEY AR Unigenes3E 410 529
%, EHEAHBRZITIEE BRACHRE (15984 . 4UMuHERE (1963%%) FIZEMIAAT (1
205%5) o %1 HURT ) 22 S RIS R R B AR BN A ZH 7 1) Unigenes 3551 319%%, 4l (271%%)
FAUMIEL Sy (269450 7 FZEHAL; & FSr T IhEEM Unigenes 455205k, EHHEKHERZM
RghiA (221500 MR TE (20746 &R 3 R Unigenes JE A 1 308%%, Rl
FE (21646) FYHEERE (256%%) 4 H % . AT HLIK 2 S R IA L I & S 24 R 2053 1)
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