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IR DR Y BB 38 i AR 3R AR A A AR 2
AP ERCEAR G R R E R M AR AR
( Meloidogyne incognita) 51" i #RKSE A = BUAR
b Bt AL FEVEAL , B R A 2 BT B A A )
& F R R 25 LR 2 L 22— | ™ e BBk 25 0 A=
K= PR, B Rk 2 g AR 2 R HUR B P AR
AT 9T 32 B BORBR 220G T, A0 475 Bk 28 I e BB n il
BN 757 71 T AR 3 2= S 1 M 78 & B v A= B
PUPESE A B2 4 5 01 FH 2 B 16 2Bk 3% B 7 iR &G 2k dU ik
AR TTEZ —,

T PR AR G AR R

s B HE:2019-06-19 #3 HH5:2019-08-27
BEETA A #A A 2 RHIFBE T %50 (2018R1101025-2)
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FIkM 289 A2 S AL HEAT T REVE R AN | 4R W, &
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YR ) 22 S AR IR Tk DL R AT B 1 2857
IREE B A 1 22 57 3R 0T B 1S P S R Bt
Wi A FRRER . e s W48 s i o)
FHURI B F 51, AT LAt | 2R 48 S WAE ) A B g
TR, SRR Rk aa v A E A s 4
B A BB S A T RE JE R 4 2 b AT A E I 9, (H
PU R 7 MR 45 2 O D T IR AEAR 25 4k UYL N Y o T
AT AT 2 . A5 R A lumina Hiseq 2500
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g 18 H I B, DA 23 T2 TR 58 R A 3 Bk 5 40 g
T RREE S RO RN 1 FR R A2 1k, U] - 4R SRR T
SHEREIN S BORK S I 7 AR A 2k Ui 14 B 3 AT
ol 7 B Al

1 ##57FZ%

L1 e

b e Y5 R O AR Al 2 ek T R A RO B A B
TP O BT 448 I I 1% R R AF T 5 I B Bk
% I

BURCEERN TR A TR O B2 B T i £l
BEFEI , b e b Iy AR SR R BB I 12020
1.2 #ZAEM

BRKE M T2 3% H,0, T 3 min, H/K M PEEL
UKD 20 R # R T b AR RS S AR 10
em & 20 em,, FEFUR AH AR IR b, REARE 5 OKLR
TR 6 f R ERKEE L K R = Do R A
K2y 3 pREE VAT HEFP AT, PRICETRZE AR
R REE L IR TR R K Ak 24 ~ 72 b il &
WRIESN 1000 3k -mL7' Y 2 WL HUB TR, BRAE4ER 2
mL BT (£ 2 000 SkECH) 450 3 4 A N P2 iy
AEFRZE ;3 R SRR K AR IRA
1.3 R

S BRFERN IR 18 h 5 AR SERR 2 1.5
em, 75 3 ANEE (CRIEFEY 3 AW B R 73 5ic
TO1.T02 T3 ; %Rl 3 A= ¥y~ F S 73 HliC N T04
T05.T06) , B AR A E I, 77T - 80°C BRI 7k
GR-DiE
1.4 BERANFMSH

&M RNAprep Pure Plant Kit 55 & ( RAERBHE 2
) BRI AR ZE AR R B RNA, 43 51 2% ] Nanodrop
Qubit 2. 0, Aglient 2100 FARKGM RNA A Y25 W
JEFNTERE A, 9 HE cDNA SCE, P FH 52 280 8 12
PCR ( quantitative real-time, PCR) J5 2%} 3CJ&E B9 4 %%
W IE BT E B LUORIE SO BT, RS
Mlumina Hiseq TM2500 ( € [E [lumina 23 ] ) PR
T, 38 AR B BORFI 7 % P A A T
HAL PR 41 Ukt | e PR B 5 DR 21 A i s | R PR 3Rk
OIRTAE R R TR S T WS B B
(fragment per kilobase of exon per million reads mapped,
FPKM) 18 22 SRR R0 2k &, 27 log,Fold change>
0,0 FiHZRE, ez, FIH&RE,

2 GER545H

2.1 BIRARSHH

FEFP AR Ty AR A U KRR AR &
i Py M A A SR ARAT 71049 Gh A RO
(clean data) , H: Q30 §% 3L H 43 L 4353 94. 0% L) I
(R 1), KU FFE2R A5 nl T IR 280 M. X4
BT (R 2) 37 53 556 SRHEL Y
51 (unigene ) £l 166 549 2% ¢ A ¥ 3] (transcipt ) |
N50 435120 1 654 Fl 1 682 bp, £H % 58 %% Pl A i, 1
RS 300~500 bp Y FIEN P81 R 2, O 20
844 7%, 15 38.92% , HFfE K BRI, B EE N 5]
AR H b

F1 FREETGRI
Table 1 Statistics of clean data

G 527 e GC it =030
Number Read Base GC content/% /%
TO1 24753409 7 405 298 280 44.67 94.28
T02 24 804 362 7 426 915 290 44. 66 94. 12
T03 26 516 083 7 938 429 874 45.38 9. 15
T04 25684 819 7 693 596 070 45.08 9. 12
T05 27 129755 8 120 986 092 44. 60 94. 57
T06 28 748 871 8 595 739 602 44.90 94. 61

®2 HERHFHRHZ

Table 2 Statistics of assembled results

Wi H SR AT B B KR T A

Item Transcript number Unigene number
300~500 bp 36 351 20 844
500~1 000 bp 48 918 14 272
1000~2 000 bp 53 147 10 878
=2 000 bp 28 133 7562
B Total 166 549 53 556
S4B Total length 206 659 252 bp 56 178 119 bp
N50/hp 1682 1654
45 Mean 1 240.83 bp 1 048.96 bp

2.2 unigene INEETFE

H3RAS unigene FOTNHETE RS B, 1L NR | Swiss-
Prot [ KEGG ,COG KOG .egeNOG ,GO Fl Pfam 28 B
PEEFEATHERE /AT (% 3) , 7E 53 556 7% unigene 1, 1t
AT 38 196 25 (71.32%) FERE, L I 8 /N Hidi % 43 3
A5 37 555 (70.12%) .25 627 (47.85%) .15 453
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Table 3 Function annotated of unigenes

TERE I

" ., l
éf tﬁ)j:e Ur[iljie 300~1 000 bp >1 000 bp Protsftjion
annotated /%

NR 37 555 20 378 17 177 70. 12
Swiss-Prot 25 627 12 324 13 303 47. 85
KEGG 15 453 8 441 7012 28. 85
COG 11 154 4 479 6 675 20. 83
KOG 20 381 10 265 10 116 38. 06
egeNOG 34 559 17 862 16 697 64.53
GO 21 510 13 107 8 403 40. 16
Pfam 23 460 9 789 13 671 43. 80
BB Total 38 196 20 968 17 228 71.32

(28.85%) .11 154 (20.83%) .20 381 (38.06%) .
34 559 (64.53%) . 21 510 (40.16%) 1 23 460 %
(43.80% ) ERE,
2.3 ERREERASN
UG AL FP T 12C2 ARIEFP LR 18 h J5 AR

SIEH B IR BT, L 4RAT 2 318 22 S R IA LA
(differential expression genes, DEGs) , 4% 1 156 /> I
PHHER 1 162 AT IR B K DEGs HU5E P 51 53
SIAE 8 AEE e h R AT R, R R4S 2 202 SRR )
e 1E B¢, COG, GO, KEGG, KOG, Pfam . Swiss-Prot
egeNOG Il NR 4371 E R 839 .1 122 .821.,1 1021 719,
17632 095 12 199 7%, H 1 DL NR $d 2 i B L R
B, 15 99. 86%
2.3.1 DEGs # GO Zh st 28 PiIn B8R & Fh
12C2 RAZFFER 18 h JaiR 22 FH:E A GO iR
B 1122 45 DEGs, H253 0 = K2 400l A 72
YHRLLH o FN 4y T T RE, SR 40 0 44 D ThRE/ANDS (K
4) AR DEGs DI #E (49. 2% ) 40 i
(38. 8% ) FIEA— LW F2 (33. 9% ) 3 DINRE/N M5
HIRZ A5 DEGs LLIN I (40. 2%) I 2H 43
(34.2%) 40 M (33.2%) 40 ME 4 3 (32. 7% ) FiI4 Jifd
#(20.8%) 5 MUIRE /N R EUE e 25 o T UIRE
DEGs LIMEAL I PE (56. 3% ) Fngk & 76 P (43.9%) 2 4~
Tie/ NEN B ERZ
2.3.2 DEGs # KOG #h fe i28  YUJR B Bk 5 Fl
12C2 ARBFP AR 18 h J5 MR 2 5 H5EH KOG Hids &
TR 1 102 4% DEGs #H47 B & [FE 4025, JF k15 24
DIRESIE (B 1), FEEPTE R(— MM DhRE o,

17.8%) 1 O ( B iF J5 & i, 85 A o &% ¥ 118,
11.7%) , HYIEKEEERA KRR, fEM T
WREELL AR YT o v8 B B Tk KAk B iz 5%
(9. 3%) , LA Rk A AR ™= 1 (6 B 5 i A3 i 4G
(9. 1%) N5 Bk iz 506 (9. 1%) A5 55 FHLH
(8.5%) St it , 1 B ax 26 /4 4 2 3o A X T BORk 25 2k
G sh HA wEAEH

€
_— = NN
S v o W
(=] (=} (=] =1

KOG HLFE A J¥ 51 $ B
Number of KOG unigen

W
o o

ABCDEFGH I JKLMOP QR STU VWYZ
KOGIh R4 2%

Functional classification of KOG

T A:RNA Wi TAEM ; B, P iR S5y F 3 5451k C. hig
TRAY P LE AL s D - 20 LT3R 5 A0 2 2R 2 € AR 43 T
E: @RI 12 508 P A IR 8 5 0 G ok ik &)
iz S A H A 2 5 AR L s S A ) B
MRS R & B K 5% 58 L 2 AR M. 24
JURE /AR MRS RY) A 0 R A 5 O« BRI IS B A | 8 141 JO % do A £
AR P TEALE 75632 5 A Q - WA M ™ W i B FE 12 A
OMEAREE R — VR SR B S AR KNI BE; T A5 5 5% AL
5 U 240 P 5 o3 6 B Y5 s Ve B AL W
AMISNEERE ;Y AR 2 AR
Note; A: RNA processing and modification. B; Chromatin
structure and dynamics. C: Energy production and conversion. D
Cell cycle control, cell division, chromosome partitioning. E:
Amino acid transport and metabolism. F; Nucleotide transport and
metabolism. G Carbohydrate transport and metabolism. H.
Coenzyme transport and metabolism. I; Lipid transport and
metabolism. J; Translation, ribosomal structure and biogenesis.
K: Transcription. L: Replication, recombination and repair. M:
Cell wall/membrane/envelope biogenesis. O: Posttranslational
modification, protein turnover, chaperones. P: Inorganic ion
transport and metabolism. Q: Secondary metabolites biosynthesis
transport and catabolism. R General function prediction only. S
Function unknown. T; Signal transduction mechanisms. U.
Intracellular trafficking, secretion, and vesicular transport. V.
Defense mechanisms. W: Extracellular structures. Y: Nuclear
structure. Z: Cytoskeleton.
1 ERREEE KOG IhREiER
Fig.1 KOG annotation of DEGs

2.3.3 DEGs # KEGG #h# 8  Hh#£ 5 al M, Hijs
FERKZERN R 1202 RFERIFIHEFP 18 h JG A2 F AL
S35 & AR AE 821 4% KEGG R i i, 38 % £ 22500 1
R R, W e 3 AN E I, 0 A
FH s A R AR WA 5 2 g IR A B A B
A VA, IEY R T 5 5 I ng
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F4 ERFIEERE GO EEFRE
Table 4 GO annotation of DEGs

GO JHE GO function ## Number L] Proportion/ %

At e i3 2 Metabolic process 552 49.2
Biological process 33 FR Cellular process 435 38.8
B —H: M3 2 Single-organism process 380 33.9

JF N Response to stimulus 97 8.6

AW Biological regulation 151 13.5

FE7 Localization 96 8.6

YA 43 % A 6 I Cellular component organization or biogenesis 95 8.5

Hid 2 Developmental process 54 4.8

£ MM A= 3 B2 Multicellular organismal process 55 4.9

{5515 % Signaling 40 3.6

E5 3 72 Reproductive process 36 3.2

58 Reproduction 36 3.2

A K Growth 6 0.5

fi#t#EVEHH Detoxification 9 0.8

H A 221952 & Rhythmic process 3 0.3

Z AP B Multi-organism process 15 1.3

G RS A Immune system process 5 0.4

44l 5 AL Cell 372 33.2
Cellular component 4L 4> Cell part 367 32.7
4% 4 Cell junction 23 2.0

AR /MA Nucleoid 1 0.1

YA #S Organelle 233 20. 8

NI Membrane 451 40.2

JREREARZLS) Virion part 2 0.2

414> Membrane part 384 34.2

IR 4153 Organelle part 91 8.1

MIZh X Extracellular region 49 4.4

HLAN X 3R 2H 4> Extracellular region part 1 0.1

JiE 45t P Membrane-enclosed lumen 9 0.8

B3 FHCA Y Macromolecular complex 36 3.2

LA Symplast 23 2.0

AT AW Supramolecular complex 26 2.3

53T IIRE AL TRV Catalytic activity 632 56.3
Molecular function 2545 M Binding 492 43.9
HHZ 15 % Transporter activity 66 5.9

S PR T35, 2B 1 B 45 4 Transscription factor activity , protein binding 2 0.2

{5 AL AR Signal transducer activity 5 0.4

LEF 5335 % Structural molecule activity 13 1.2

BLEALTH P Antioxidant activity 9 0.8

E RS P Nutrient reservoir activity 4 0.4

I3 TAE ARG Molecular transducer activity 5 0.4

3T INHEH 5 25 Molecular function regulator 18 1.6

RS 6 e s R T Pk Nucleic acid binding transcription factor activity 25 2.2

HL T2k i35 P Electron carrier activity 12 1.1
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x5 ERKRIEEFEKEGG gEiER
Table 5 KEGG annotation of DEGs

KEGG Ri158 % i Lt B3]
KEGG pathway Number proportion/ %
] ikuy s FEA Phagosome 10 1.2
Cellular processes PAFAE AT Endocytosis 13 1.6
T E AL PIEHAR Peroxisome 20 2.4
e oo i HUPIE (5 5555 Plant hormone signal transduction 2 35
L5 B AL RNA F4fi# RNA degradation 10 1.2
Genetic information processing DNA % il DNA replication 15 1.8
B WIS AR E 14 J) Ribosome biogenesis in eukaryotes 6 0.7
N ZE I T Protein processing in endoplasmic reticulum 8 1.0
2 ENFHYE HKIFVER Ubiquitin mediated proteolysis 9 1.1
Hr R Metabolism P BER T Galactose metabolism 10 1.2
2-FAIRIR AL 2-Oxocarboxylic acid metabolism 10 1.2
HimEE 8 Glycerolipid metabolism 11 1.3
fi% B2 AL Tyrosine metabolism 12 1.5
FFREBRTE IR Citrate cycle 12 1.5
St W EBRAVE R Carbon fixation in photosynthetic organisms 12 1.5
LR —RIRIRI Glyoxylate and dicarboxylate metabolism 14 1.7
H B AR 1R Glycerophospholipid metabolism 14 1.7
N& W5 R A )4 A Fatty acid biosynthesis 15 1.8
W RRR AR Alpha-Linolenic acid metabolism 15 1.8
AR LA AT AR AL Valine, leucine and isoleucine degradation 16 1.9
RILWEFRZ T IR Amino sugar and nucleotide sugar metabolism 18 2.2
TR 2 B YA B Phenylpropanoid biosynthesis 19 2.3
WETE AR FUBE S 2E Glycolysis/ Gluconeogenesis 20 2.4
N ERER X Pyruvate metabolism 20 2.4
Jig W5 R F% % Fatty acid degradation 22 2.7
T A BSR4 1t Pentose and glucuronate interconversions 23 2.8
B ER RIS Fatty acid metabolism 24 2.9
BIEMR = W)4 I Biosynthesis of amino acids 28 3.4
BRACH Carbon metabolism 36 4.4
TERY FIERHC I Starch and sucrose metabolism 36 4.4
K& AR A% 2108 Arginine and proline metabolism 6 0.7
PRI Propanoate metabolism 6 0.7
HE TR Lysine degradation 6 0.7
WEMR LEEAR 5 Tnositol phosphate metabolism 6 0.7
5[ B E WA AL Steroid biosynthesis 6 0.7
IS Z R WA B Arginine biosynthesis 6 0.7
HEmR 22 &M IR & B Glycine, serine and threonine metabolism 6 0.7
FBEAIH L Fructose and mannose metabolism 7 0.9
A FNE MR 4 4 8 Biosynthesis of unsaturated fatty acids 7 0.9
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®5(4)
KEGG {hia #% Bk et
KEGG pathway Number proportion/%
H: AR Biotin metabolism 7 0.9
BRI AR AN R A Ascorbate and aldarate metabolism 7 0.9
0, B2 135 Tryptophan metabolism 3 L0
RTNER = R A (5 B2 LE W45 ) Phenylalanine , tyrosine and tryptophan biosynthesis 8 1.0
Z AR Nitrogen metabolism 8 1.0
IE% A1 Purine metabolism 8 1.0
e o 4 R AR R 10 Cysteine and methionine metabolism 9 1.1
/X8 Pyrimidine metabolism 9 1.1
MR KRR Z RS Alanine, aspartate and glutamate metabolism 9 1.1
A NERRR I Phenylalanine metabolism 9 1.1
AHLRSE SR T A 16 1.9

Organismal systems

Circadian rhythm-plant

SR WK 5 AN, L DNA Bl 52
BRI, H 40 AN, e 2 1 AR (4. 4%) |
TERSFIRERE I AR (4. 4% ) , HoR N LR 19 A 1A
(3. 4%) ;5B WA ANLRSGE, I 1 A, EwR
-

2.4 ERERASWH

3T OB H R CE RN T 12C2 AR FIHERD 18 h
Je R S 2 I 7y 285 SR R 47 D BB VR B DI RE 4 28 AR
BRI R (3 6) , 2k HUR YL B RKZE AR AR , 4 A

I SRR L] 4 A TP ZUBHEE PR B JE X5 A
RHEN-1,3-B WP REIEIN 4 N RR A MEEN T
Pk, T E S 5 0 0 BE 20 B 0 2T 4 2R R SR R Y
YA R A K R N R R KRR A
ARSI TR IR RATR A R SE P Rk H g
W5 SR E IR ;3 4~ WRKY # R F3E R 2 4~
MYB #55 R LRIk RS 5H O H %
TRVRTE 2 AR L B Rk, 6 AR W AN e
WA (IR DR R R A, HE 32 S 5 e ) 40 R G 2 TR
MR35,

3 e

i PG SR AL 7 BRI e 7 AR S5 4R L 5 B Rk %
() HAE  SEIRPUI PR BI04l B kel
B AT A T mRNA BRI REAE A A K
SFARRIEH A IR, BAKE N AR A, T
T[RRI RN I Y A5 S BEAT LU X o B, AT A%
TRy 58 09 A W 24 o B2 A 4 T OB, AR BF 58 R
Hlumina HiSeq TM2500 7= i 2l 7 5 AR A T 8 Bk 25

TERJTARGE L HUR G T AR I B s A 5 e A B O
TPy Fh EABAE AR R, % 22 S R B SE I #EAT U X 73
B, R AR G 5 SRR 2 W BTN BT 1202 ARZR A
PRI S0 R R A Qe S R 7 S A AR S D g
AR RN AL TR,

TP 20 MR R 2T 4 3R A2 AR R4,
PERS— BB LR R LR AR, 2R dURE S 43I 40
A MBS AR AR AR TR, 175 S AR 400 200 M B v 1) 42 A
B FGL AEARBETE T, U SR D K
J5 TR U R Tl 5 N S T AN RN - 1,3 -8
B B D AR U Bl BT 1202w T R 3 3k, 4 ]
240 YO RE AR figp | 3o 1T FE S 8 Bk 25 0] B 5 AR 4 4k AR e Y
—PhBITAE S

WY E L2151 A [ A ar il 3, Hour 2 dy
IRULI MR A BISE AR P AR B W
— P, — B AT LA 2 R AR B A T2 AR
HAA R — A B R, MR ES
Femterh  ERFENCAR E 2O E R AT
PARATER AR . TEAWFTE R, AR R R N B AR A
AR R A R AL T 20k, e i b A= K
RO TR, A RRICERE R RS EUR R E 1Y
AR K e R 2 B, X 5 TN BF 5T B R4
R R ARG R AT ME R S5 — B, RATRRAE N
—RRfE S, e i ek n] LR i 000 e 7 AR A
LB | SR AT R A s LRI AR T
BRKIE YU T ARAE L L

TEREIAR TR 52 AR 45 2 HURR e 5 T2 AR 45 19 i A
e SR D Ok AR O R DA 3 R A A RS O B A A
FH2 S RRIR T WS R B, RS2 B R O AR A 4k
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Table 6 Some DEGs of okra under M. incognita infect

ID FEH Genes Log, FC ik Expression
¢130110.graph_c0O WU AR 11 3£ Endoglucanase 11 gene -3.87 l
¢130591.graph_cl I B RG 8 R:IM Endoglucanase 8 gene -2.40 i
¢124965. graph_c0 NI SRRl 24 3L Endoglucanase 24 gene -2.31 !
¢134437.graph_c2 Y HE TEBERG 6 2L[H Endoglucanase 6 gene -2.12 |
¢124569.graph_c0 RALZUERETR G 3 £ Polygalacturonase 3 gene -4.0 i
¢130071.graph_c0 R ZUBHRETRAE 1 ZE Polygalacturonase 1 gene -3.61 i
¢123940. graph_c0 R UM R s [R) Bk 28 X2 FEH Polygalacturonase isoform X2 gene -3.46 !
¢120989. graph_c0 A FUERE LG At1g48100 Z£H Polygalacturonase At1g48100 gene -3.04 !
¢124443. graph_c0 BN -1,3-B HIMFTFEE 12 2EH Glucan endo—1,3-beta-glucosidase 12 gene -2.80 !
¢129529. graph_c0 BN -1,3-8 FHFFAER | 2L Glucan endo—1,3-beta-glucosidase 1 gene -2.59 l
¢124443 . graph_c1 RN -1,3-p M 13 3£ Glucan endo—1,3-beta-glucosidase 13 gene -2.34 l
¢127987.graph_c0 RN -1,3-8 B AE 2 22 Glucan endo—1,3-beta-glucosidase 2 gene -2.17 i
¢129577.graph_c1 HRBEN-1,3-B M 4 20X Glucan endo-1,3-beta-glucosidase 4 gene -2.04 !
¢123016.graph_c1 R4 12 £ Pectate Lyase 12 gene =3.77 l
¢122895. graph_cl RIS 5 2L Pectate lyase 5 gene -3.47 !
¢122193.graph_c0 T B 15 FEE Pectate lyase 15 gene -3.38 !
¢107268. graph_c0 R BT 1 FE[H Pectate lyase 1 gene -3.07 |
¢124433.graph_c0 A AR ZR 7 2 1 27 3£ Auxin-responsive protein 27 gene -2.26 !
¢99288. graph_c0 R ZRABHEAE 5 3 Auxin transporter protein 5 gene -3.08 !
¢81676.graph_c0 RAFR A K 1 2 Jasmonic acid-amido synthetase 1 gene 2.39 1
¢118036.graph_c0 WRKY65 %5 K F-5E K WRKY65 gene 3.40 1
¢131229.graph_cl WRKY35 %55 K3 K WRKY35 gene 1.98 1
¢126898.graph_c0 WRKY23 %% e FH K WRKY23 gene 1.55 1
¢134388.graph_cl MYB1 %3 [N 7 HEK MYB1 gene 3.39 1
¢127265. graph_c2 MYB108 %% 5 [FF 35 MYB108 gene 2.01 1
¢120497. graph_c0 JEEIEE 1 D4 £ Annexin D4 gene 2.62 1
¢120122. graph_c0 BRI 1 D3 2£H Annexin D3 gene 2.13 1
¢129721.graph_cl FE A0SR A 1 D3-3 FE Cyelin D3-3 gene -3.15 !
¢132976.graph_c0 T 20 M E I 11 2 e Cyclin 2 gene -2.61 !
¢116118.graph_c0 FEY AN R I 1 A2—4 JEH Cyelin A2—4 gene -3.14 |
¢120126.graph_c0 A0 M S A S13-7 JER Cyelin S13-7 gene -2.87 !
¢131573.graph_c0 FE YA SR I 2R 11 B2—4 2 Cyclin B2—4 gene -2.29 !
¢127590.graph_c1 FEH AR I8 1 D3-1 35E Cyclin D31 gene -2.22 |

Hui e J5 2551 WRKY % st 7 iy s ZU ik, 2

TERR NI AN R PRI I B JE B4R 0 A2

Wi BT R LOAR H A BkaE i MYB 4 5 n e
WRESL R PilE , AHETTIE 5% R 4L e K B, Rk
P PUAT 12C2 2 BT REE R R YL )5, WRKY \MYB
B SN T RN MG LR 3k, A1 R 1 1 i e 5 AR A 2
My, SHETABIIEE R 2

JRIR A e — A OE TR RS BEIR A S E A

PGS 0 I R AR A 0T B | o S i
N Ca™ W S HTIE ", fEARRF T,
IR 2 L PR M B3k, B T BB EE Rl BT 1202
XA ARG LR I PUIE, FEARY) 5 AR A
2 YL 31 2 P DR R R 5 B Y AR
L A0 A S0 5 P 2R DR S I R 3 0K, A8 4 A RS
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TER T R AR AR LT, PO 3 BK € B B 12C2

T — ZR ) S R TR S (P 70 ) SRR Il ik PR e L 3R
LB PR Tl (R e A RN — 1, 3 - B MR Tl
e DR G R 58 25 ik il ik DR e | A K 3 ) i 4 1
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Transcriptome Analysis of Okra Resistance for
Meloidogyne incognita
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Abstract ; In order to understand the related genomics of okra germplasm 12C2 resistance for Meloidogyne incognita, the
differential expression genes (DEGs) was studied using Illumina Hiseq TM2500 high-throughput sequencing technology.
The results showed that there were 71. 49 Gb glean data from the root tip treated and untreated with M. incognita after 18
h, the base percentage of Q30 was more than 94.0%. Among them, there were 2 318 DEGs, including 1 156 up-
regulated genes and 1 162 down-regulated genes, among which 2 202 genes were annotated. The GO, KOG and KEGG
are annotated according to the sequence of unigene library. The cell wall metabolism-related genes, including
endoglucanase gene family, polygalacturonase gene family, glucan endo—1,3-beta-glucosidase gene family and pectate
lyase gene family were down-regulated. Among the plant hormone metabolism-related genes, auxin responsive protein
gene and auxin influx carrier gene were down-regulated, and jasmonic acid synthase gene was up-regulated. WRKY and
MYB gene family that regulate the expression of related genes were down-regulated. Annexin gene family and cyclin gene
family involved in the expression of plant cells related genes were up and down-regulated, respectively. The results would
provide a foundation for studying on genomics and molecular biology of okra resistance for M. incognita.
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