Supplemental Figureslegends:

Fig. S1. Silencing of the endogenous Cloroplastos alterados gene (GbCLAL) in cotton by tobacco
rattle virus (TRV)-mediated virus-induced gene silencing (VIGS). (A) The cotyledons of 10-day-old
seedlings of G. barbadense cv. '7124' were hand-infiltrated with Agrobacterium carrying either
TRV:GbCLAL or VIGS-vector control (TRV:00). The photobleaching phenotype was photographed at 20
d post-infiltration. RT-PCR analysis indicated that the transcripts of GbCLAL were reduced 12 d after
infiltration. (B) Albino phenotypes were firstly observed after 10 d after infiltration and the tender

leaves displayed a more obvious photobleaching phenotype.

Fig. S2. Therelative percentages of three groups of proteinswith different expression patternsand
GO functional classification analysis of identified proteins. (A) The relative percentages of three
groups of proteins with different regulated patterns (up-regulated, down-regulated and other regulatory
patterns). (B) GO functional classification analysis on differentially expressed proteins based on level 2
biological processes. Histograms represent the functional distribution, which is expressed as a

percentage of the amount of proteins.

Fig. S3. qPCR analysis of gossypol metabolic-related genes transcripts in control and MeJA
treatments. GbFPS GbCYP706B1, GbCAD1 and WRKY1, which were involved in gossypol
metabolism, were detected at the transcriptional levels by gPCR. Error bars represent the standard

deviation for three independent experiments, and three technical replicates were analyzed.
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Supplemental tables
Table S1. Primers used for RT

Genes Sequences Annealing Length of amplified
Temp.(C) fragments (bp)

GbCAD1 5-TACCATAACAACAATGATGCCGAG 58.9 472
5-TCCACCACCTACAAATCTCGCTTA

Gb14-3-3c 5-ATCGGTGCTCGCCGTGCTTC 59.2 329
5-TCGGCGTTGGCAATGTCCTG

Gb14-3-3d 5-GCCGTGCTTCCTGGAGGATTG 58.4 279
5-GCGTATTCTCAGCAGCGGCTTTC

GbS32 5-CGCCACGAGACAGCATACACTAA 57.6 382
5'-CAGAAACCCAACTGAATGGAACAC

GbLOX1 5-ACACGATGAACATCAATGCCTT 59.2 361
5-TCTCGGAGTTCTTTCCACCAG

GbJazl 5-AAAAGCCTCAAAAAGGAAGACC 59.1 203
5-AAGGATAGGATCACCGCAAAA

GbJar1 5-TTTGCTGGAACCGCTACGACC 63.2 415
5-TGACATTAGGGAAAAGCTCCGG

GbJaz3 5-TTCGCTTTGCCTTCGGTTATT 60.7 457
5-TGCCTACTCGTTGCCTGTTGT

GbJaz6 5-TGGTGGTCAAGTGGCAGTATTT 59.6 391
5-ATCGGGTTTAGGTGGCAGAGT

GbPR4 5-CAGGAGAAGGAGCGACTGTGA 58.8 284
5-TCCCACATCCAAATCTAACCC

GbBZR1 5-GGACTGTTGAACCCGATGGCACTA 64.9 285
5-CAGGAGCACTGATGGAACCACTATG

GbBRI1 5-CACAGCGGAAATGGAAAC 59.6 438
5-TAAACATCGCCCTTGGTG

GbBIN2 5-TATGGCAGAGCGTGTAGT 58.5 293
5-GTGGCATTCTTTGATTAG

GbUB7 5-GACTCTACTCAATCCCCACCAGCCT 58.5 321
5'-CCGCACCTTAGCCGACTACAACATC

GbCYP706B1 5-TGACTGATCATGAGAAGCT 59.5 239
5-GTGCTGGAGAT TTGATGGT

GbFPS 5-GCGGATCTCAGGTCAGCATTT 58.6 334
5-TCGGCAATCTAAACCAACAAGG

GbdHG-6-OMT 5-AATCCCTTCTGCATAACGCCTA 61.2 255

5-GTCCAATCCCTCAAATGCCC




Table S2. Primers used for gRT

Genes Sequences Annealing Length of amplified
Temp.(C) fragments (bp)

Gbl14-3-3c  5-AGTCTCTGCCTCCGCCGACAACG 66.9 123
5-TGCTCAATGGAGGAGATGATGCG

Gb14-3-3d 5-ACTTCTTCGTGATAACCTTACTTTGTGGAC 61.8 119
5-TCGAAGATTAGGGATTTTACTGTTGTT

GbLOX1 5-GCTTATGTTGCTGTAAATGACTCTGG 60.1 111
5-CACACTAAGTTGTCGGTTCGTTG

GbAOS 5-TGCCACCTGGTCCTTTCATTTC 63.7 193
5-GCGTGTTTGGGCTCGGAAGGGTCG

GbOPR3 5-AGAGGTCCACTCCTGGCGGCTT 61.3 105
5-CCACCTGTTCTTCATTGTAGATTCC

GbMYC2 5-GCTCCGCCACTACCGTGCTC 63.9 129
5-CTCGAAGCACTTTTTTACGGTGTTC

GbJazl 5-AGCCTCAAAAAGGAAGACCTCAAAC 62.6 109
5-TGGCTGCTCAATCACCATAGTAATC

GbJaz3 5-TGATTTTGCTCAAGGAGATAACGCT 62.2 138
5-TGATTGCCTACTCGTTGCCTGT

GbJaz6 5-GGCATCAATATGGCGGTTCAGGAC 66.1 158
5-TTCATCGGGTTTAGGTGGCAGAGT

GbPR4 5-GAGGGTAAGAAACTCAAGGACTGG 60.8 115
5-CTCCATCAGTGTCCAATCGGTT

GbNPR1 5-CTAGCTTGCGGAGGGATTGATACC 64.9 128
5-GAGATGGCTGACCTGTCAAACTGC

GbPR1 5-AAGAATGTGGGTTAGTGAGAGGGT 60.3 90
5-ACCACTTGAGTATAATGCCCGC

GbPR5 5-AAGGAGTCCACCACAATCACCG 61.2 102
5-CTGGCACTGCTATGGCTCGTAT

GbCAD1 5-AACCAGAAAAAGGCTGCAACTTCAG 64.4 112
5-TCCTTATTGGAAGAAAGAGGGTGATG

GbFPS 5-GCTACCGCCTGTTGAAAGATGG 63.2 132
5-TCGGCAATCTAAACCAACAAGG

GbCYP706B15-CAAAGGGCACCAGGGTCTTC 64.0 107
5-ACCGAGAGATACTCCGGCACAC

WRKY1 5-GCTGAATGTGAGGATTATGGTGCCA 60.9 121
5-TCAGAAGGATTTGTGCGGACTTGAACC

GbUB7 5-GAAGGCATTCCACCTGACCAAC 58.5 198

5-CTTGACCTTCTTCTTCTTGTGCTTG




Table S3. Primers used for VIGS

Genes Sequences Annealing Length of amplified
Temp.(C) fragments (bp)

GbCAD1 5-CGACGACAAGACCCTTACCATAACAACAATGATGCCGAG 61.9 472
5-GAGGAGAAGAGCCCTTCCACCACCTACAAATCTCGCTTA

Gb14-3-3c 5-CGACGACAAGACCCTATCGGTGCTCGCCGTGCTTC 67.2 329
5-GAGGAGAAGAGCCCTTCGGCGTTGGCAATGTCCTG

Gb14-3-3d 5-CGACGACAAGACCCTGCCGTGCTTCCTGGAGGATTG 66.4 279
5-GAGGAGAAGAGCCCTGCGTATTCTCAGCAGCGGCTTTC

GbsSS2 5-CGACGACAAGACCCTCGCCACGAGACAGCATACACTAA 62.6 382

5-GAGGAGAAGAGCCCTCAGAAACCCAACTGAATGGAACAC




Table S4. MS/IMS identification of differentially expressed protein spots on 2-DE gels from G. barbadense cv. '7124' inoculation with V. dahliae

sspno?  Gino” protein name protein score lon score/sequence” Sequence  Matched®/Searched' Species Experimental  Theoretical  Fold change”
Coverage MM? (kD)/pl  MM? (kD)/pl  (ve/control)
11 0i[48741806 proteasome subunit 334 43/GVNTFSPEGR;73/LFQVEYAIEAIK;43/RITSPLLEPS 20% 71117 G. raimondii 35.39/4.67 34.56/5.36 0.19
aphatype5 SVEK:70/I TSPLLEPSSVEK ;38/VETQNHR:41/VAPTYH
LYTPSEVEAVITR;27/VAPTYHLYTPSEVEAVITRL
12 gi[5049781  14-3-3-like protein 115 115/AAQDIALTDLAPTHPIR 8% 1/160 G. hirsutum 28.60/4.71 22.87/5.74 0.38
(14-3-33)
17 0i|13349772 | atex-abundant 293 118/SAEPGDFLFVHY SGHGTR;71/EQIGDSSK PQDSES 23% 3/210 G. arboreum 27.41/4.79 25.94/5.18 0.29
protein ESGSGGFR;104SFLHHTV QDAFESR;
24 0i[109862253 €elongation factor 1 384 54/ALNDFLSGK;83/AEAADDEDDLDLFGDETEEDKK; 30% 7/158 G. hirsutum 28.83/4.83 27.83/4.89 0.47

46/SSVLMDVKPWDDETDMK;33/KLEEAVR;76/SVE
MPGLLWGASK;75/LVAVGY GIK

25 0i|5050340  chalcone isomerase 465 69/TLFLGGAGER;64/GLEIQGKFIK;104/SAVELTESVE 36% 8/193 G. hirsutum 26.80/4.86 24.27/5.77 0.48
FFR;79/VTMILPLTGQQY SEK;69/VTMILPLTGQQY SE
K;43/VSENCVAIWK;34/AIEKFIEVFK;7/LLANSVLES

40 0i[48748039 cysteine proteinase 269 39/VVSINDYEDVPVNDEK;78/AVANQPVSVAIEAGG 22% 5/108 G. raimondii 26.91/4.51 32.90/4.69 0.05

rd2la R;70/SFQLY QSGIFDGK;4/GKDYWIVK;41/NSWGSS
WGEAGYIR

112 @i|48797299  glycinerich rna 304 132/LFVGGISY QTDDQGLR;40/Y GEVIEAR;19/11VDRE 31% 5/175 G. raimondii 32.50/4.49 21.43/5.63 0.24

binding TGR;92/GFGFVTY TSSEDASSALQALDGQTLHGR; 21/
VNYATER
123 0i|5049148  14-3-3-like protein 49 49/EQQVYLAR 4% 1/210 G. hirsutum 33.01/4.76 20.49/6.26 0.47
(14-3-3b)
127 015046822 14-3-3 protein (14-3- 148 70/VSASADNEELTVEER;78/SAQDIANAELAPTHPIR 15% 2/126 G. hirsutum 34.71/4.78 23.76/5.04 0.35
3c)
133 0i[31073060 iron binding protein 162 51/ELNLVPTVPQMSLAR;66/LLNLHNVAER;45/ISEY 10% 3/210 G. hirsutum 32.40/4.82 37.49/5.76 0.49
VAQLR
150  i|48742511 thiol protease 214 112/YNGGLDTEEAYPY TAK;102/NSWGAQWGDNGY 12% 2/158 G. raimondii 30.77/4.90 27.09/7.16 0.21
aeurain-like protein FK
155  (i|48742486 ran binding protein 126 52/LEEVAV STGEENEDPILDLK;42/FDKEGNQWK;32/ 11% 3/147 G. raimondii 33.26/4.92 37.28/5.45 2.85
FASVENCK
161  (@i|13356530 elongation factor 1- 181 41/SSVLMDVKPWDDETDMK;46/SVEMPGLLWGASK 28% 4/210 G. arboreum 29.20/4.60 20.39/4.47 0.33
beta ;65/LVAVGY GIK;29/NEY IQSCDIVAFNK

206  @i[78323677  proliferating cell 382 52/SEGFEHY R;124/ADDGSDTVTFMFESPTQDK ;44/L 24% 8/180 G. hirsutum 38.07/4.75 34.11/4.87 0.29

nuclear antigen MDIDSEHLGIPEAEY HAIVR;83/LMDIDSEHL GIPEAE

YHAIVR;25/MPSAEFAR;41/MPSAEFAR;57/GDIGTAN
IVLR;26/IAEMGYIR

212 0i[78323533 26s proteasome 370 75/VHPLVIFNICDCYVR;95/VIGTLLGSVLPDGTVDIR; 29% 5/210 G. hirsutum 35.96/4.92 32.04/5.36 0.36
regulatory subunit 21/EVIVGWY STGLGVTGGSALIHDFY SR;109/EV SNPI
HLTVDTGFR;70/AFVSVNLALGDR
216  @i[78323733 20s proteasome 498 132/NQYDTDVTTWSPAGR;62/LFQVEYAMEAVK;129 25% 5/210 G. hirsutum 36.89/4.90  31.55/8.97 0.39
subunit pafl /VDDHIGVAIAGLTADGR;121/NECINY SFTY ESPLPV
GR;55/RFENFTDSSR



225

231
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314
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322

328

338
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415

417

418

424
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506

524
616

0i|5044774  ubiquitin thioesterase
otubain-like protein

0i|109860660 ubiquitin thioesterase
otubain-like protein

0i[78323677  proliferating cell
nuclear antigen
0i[5046822 14-3-3 protein

0i|84169310 WD-repeat protein

0i|164354844 peroxidase
0i|11207995 40s ribosomal
protein sa

0i|5048825  spermidine synthase

0i|48740287 late embryogenesis
abundant protein

0i|164261933 ankyrin repest

domain protein

0i|48748039 cysteine proteinase

rd2la
0i|78330968  uv excision repair
protein
0i[78332047  uv excision repair
protein
0i|164263296 transaldolase
0i|164263296 transaldolase

0i|48817237 nucleotide exchange
factor

0i[48878188 target of myb protein
1

0i[48747592 phosphoethanolamin

e methyltransferase
peroxidase
tubulin beta

0i|45438674
gi|48742071

247

200

312

59

108

296

137

194

405

371

236

135

275

623

628

53

297

102

170
416

66/VLDQQYAAIR;32/TRGDGNCFFR;40/SFMFSY LEHI
LESQDR;60/SFMFSY LEHILESQDR;20/SRDQSISDYV
VMFFR;27/DQSISDYVVMFFR;42/FVTSGEIR

58/VLDQQYAAIR;13/SFMFSY LEHILESQDR;91/EDSIS
QDELILR;38/FVTSGEIR

52/SEGFEHY R;55/ADDGSDTVTFMFESPTQDK;;42/MP
SAEFAR;87/GDIGTANIVLR;36/QNTTVDKPEEATIIE
MNEPVSLTFALR;40/YMNSFTK

59/SAQDIANAELAPTHPIR
37/IWEADIIR;46/TIFSVHWSR;26/EGIIASGAADDAVR
72/[FALANVNSAR;18/SAVESSCSGVVSCADILAIAAR,;
92/DSVVLSGGPTWR;44/CATFDNR;7/GLLGSDQILY
SSDLAVSTTK

17/RNDGIYIINLGK;16/FAQY TGCHAIAGR;93/HTPGT
FTNQLQTSFSEPR;11/LLILTDPR

49/VLVLDGVIQLTER;62/VLVIGGGDGGVLR;82/QYF
PDVAVGYDDPR

50/LLSGLIPDAGTIHAHGEETVK;68/STYDDIKPGSIIP
YR;72/TGEIPIPY KPDIDMEK ;68/FSWEETIAVLHLK;60
/IDFGSALWDMIR;87/GHINVDTPFGAMK

38/HILDEIETGGPAAMMK;114/AALASGADKDEEDSE
GR:78/TALHFACGY GEVK;83/NTALHYAAGY GR;58/L
NNQHEVLK

25/LPDSVDWR;87/AVANQPV SVAIEAGGR;40/SFQLY
QSGIFDGK ;84/NSWGSSWGEAGY IR

11/AAYNNPER:48/AVEYLY SGIPEQAEAPPVAR;23/N
SPQFQALR;52/LIQEHQGDFLR
43/AAYNNPER;85/AVEY LY SGIPEQAEAPPVAR:52/N
SPQFQALR;78/LIQEHQGDFLR;17/LEAMGFDR

70/AISSSNAYNDQFR;7U/DIESAYWELVVK;64/L FEPI

YDQTDGGDGYVSVEVSPR;76/VTSVASFFV SR; 79/AA

VAQAALAYR;109/TIDANVSEAEGIY SALEK;84/VGS
QLEDEGVESFKK;71/SFDSLLDTLQEK

88/AISSSNAYNDQFR;24/DIESAYWELVVK;128/L FEPI

YDQTDGGDGYVSVEVSPR;81/YLHEVVDRPNVYIK;1

12/YEAVIDAYLDGLEASGLSDLSR;70/VTSVASFFVS
R;62/AAVAQAALAYR;63/SFDSLLDTLQEK

53/AFYAVSALIR

65/ELFQGPNPADK;25/AFSEVAAER;55/LIDDPQTVV
NNR;30/ALMLIEAWGESTSELR;52/ALMLIEAWGEST
SELR;99/DNESLAPIFTPPR

49/TYPDNSFDVIY SR;53/DTILHIQDKPALFR

170/SDQNLFSTEGADTIEIVNR
102/IDVY Y NEASGGR;21/SGPIGQIFRPDNFVFGQSGA
GNNWAK;152/GHY TEGAELIDAVLDVVR;46/FPGQL
NSDLR;58/LAVNLIPFPR37/LHFFMVGFAPLTSR
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25%
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3%

24%

10%

17%
30%

7/210

4/210

6/147

1210

3/202

5/158

4/189

3/210

6/158

5/148

4/192

4/102

5/158

8/136

8/210

1210

6/198

2/154

1132
6/98

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. arboreum

G. hirsutum

G. raimondii

G. hirsutum

G. raimondii

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. raimondii

G. hirsutum
G. raimondii

40.27/4.77

40.35/4.81

38.18/4.72

36.28/4.81

45.13/4.76

45.01/4.85

46.11/4.90

44.88/4.88

42.10/4.63

47.93/4.31

49.31/4.40

48.42/4.76

47.72/4.85

47.94/4.88

48.41/4.91

51.06/4.86

56.15/4.73

56.24/4.91

54.39/4.77
58.21/4.87

26.94/5.82

32.79/9.42

34.11/4.87

23.76/5.04

19.07/5.62

36.08/5.63

19.42/8.74

21.34/4.70

27.91/4.91

38.70/5.10

32.90/4.69

30.05/4.76

31.43/4.58

50.24/9.66

50.24/9.66

30.42/5.35

28.40/5.11

29.66/5.04

11.71/4.05
32.92/5.28

0.20

0.25

0.20
0.24
0.39

0.25

031

0.28

0.29

0.38

0.44

0.49

0.44

3.73
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707

709

711

717

719

720

804

1008

1028

1104

1106

1114

1115

1124

1126
1132

1145

1150

1207

1217

0121091341  protein disulfide
isomerase
0i|78324178 rubisco subunit

binding protein

0i|5047127  glutamine synthetase

0i|32479441 probable
nucleoredoxin 1-like
0i|13248313 tetratricopeptide
repeat domain-
containing protein
0i|13350678  protein disulfide
isomerase
0i|13350678  protein disulfide
isomerase
0i|78341095 stromal 70 kda heat
shock-related
chloroplastic-like
0i|193219783  triosephosphate
isomerase
0i|84144761 dienelactone
hydrolase family
0i|11209486 remorin family
0i|31407188 proteinin2-1
homolog b-like
protein
0i|111209486 remorin family
protein
0i|164316384 proteinin2-1
homolog b-like
protein
0i|13352433 20s proteasome
subunit pafl
gi[5046691  ran binding protein
0i|78328997 tubulin folding
cofactor b
015044913 methylthioadenosine
nucleosidase
0i|78341942  ribose-5-phosphate
isomerase
0i[48808146 glycosyl hydrolase
family 38 protein
0i|11209293 20s proteasome
subunit pafl
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68
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393
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209

421

95

115
156

81

43

94
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39/GYPTVYFR;112/LAPILEEVAIHYEK;142/LDATAN
DIVDPNFDVR

66/EIAFDQSSR;87/LADAVGLTLGPR;67/NVVLDEFGS
PK;80/AIELPNAMENAGAALIR;51/GYISPQFVTNPEK;
54/LICEFENAR

7ISMREDGGFEVIK;28/AILNLSLR;82/HKEHISAY GEG
NER;97/HETASINTFSWGVANR

55/MPWLAIPFSDSEAR;47/VLTEEGVEIIR

57/TEFFLNHEALQQVIR;1V/LVYTIYAR

91/VDANEESNKDLANEY EVR;22/SAEDASNFIDEK

137/VDANEESNKDLANEY EVR;20/LRSDY EFGHTLD
AK
114/L SFKDIDEVILVGGSTR;109/DIDEVILVGGSTR;64
/IPAVQELVR;105/SEVFSTAADGQTSVEINVLQGER

55/FFV GGNWK :46/|EV SAQNSWIGK ; 78/ GGAFTGEIS
VEQLK;64/WVILGHSER;68/HVIGEDDQFIGK ; 79/HV!I
GEDDQFIGKK ;50/TFDV CFQQLK ; 100/VATPQQAQEV
HVAVR;94/EEDIDGFLVGGASLK;83/GPEFATIVNSVT

70/DHGPDKGY EDAK;61/VPIAILGAEQDHISPPELLK;
39/QFDEILK;23/VGHGWSVR
36/STEVSVDRDAVLAR;26/ISLINAWEESEK
46/LY LAY PCPY AQR;36/LVPLNLQNRPAWYK;130/D

ADAAFDHLETALAK;53/FQIYLSEVFNYDLTAGRPK;
107/VAAWIEAADKIDAYK

44/STEVSVDRDAVLAR;38/RISLINAWEESEK;61/1SL I
NAWEESEK;42/KLSSIAAWENTK;24/AAIEAELKR

67/ATETVESLPPTLEANAEQPPLFDGTTR;58/LYTSYP
CPFAQR;46/LVPLNLONRPAWYK;65/KYDDGPFLLG
R;69/Y DDGPFLLGR;8LU/DFSLADIAY IPFVER;35/YDTI

56/NQYDTDVTTWSPAGR;39/NECINYNFTYESPLPVG
R

43/FDK EGNQWK ; 72/FQEVAESQK PK

71U/LQIEGDASVLLR;72/Y SISEDEY NKR;13/EQMASQN
PSEFR

27/FQLIENPHSSFPK;54/IPIPVFDLYGVGLR
43/LEGLFNELGCEAK
19/TFYTDSNGR;57/EFSVLVDR;17/SLGGSSIVDGQIE

LMLHR

70/NQYDTDVTTWSPAGR;120/VDDHIGVAIAGLTAD
GR;5UNECINY SFTYESPLPVGR
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15%
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2/96
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41144
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5/201
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3/140

3/133

G. arboreum

G. hirsutum

G. hirsutum

G. hirsutum

G. arboreum
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G. arboreum

G. hirsutum

G. hirsutum

G. hirsutum
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G. hirsutum

G. arboreum
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G. arboreum

G. hirsutum
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G. hirsutum

G. hirsutum

G. raimondii

G. arboreum

61.74/4.80

62.85/4.82

61.57/4.87

66.13/4.89

64.53/4.83

63.35/4.80

63.11/4.88

70.45/4.84

28.81/5.08

27.64/5.04

31.16/5.00

30.41/5.03

31.23/5.07

31.90/5.08

34.94/4.97

33.92/5.03
31.81/5.11

32.51/4.95

29.12/4.96

35.91/4.99

38.00/5.07

24.49/5.53

32.30/8.31

21.09/8.27

42.79/4.98

20.81/7.89

25.58/5.30

25.58/5.30

32.97/4.64

37.38/6.36

28.10/5.23
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23.90/9.47

0.38

0.48

0.49

0.29

0.19

0.33

2.25

0.40

0.42

041

8.33

0.23

0.18

011

543

2.84



1231

1240

1313

1320

1335

1406

1434

1502

1507

1513

1516

1517

1524

1526

1604

1615

1617

1623

1628
1651

1652

1804

0i|48748981

0i[54119904

gi[48818461

adenine nucleotide
alpha hydrolases-like
protein
probable
carboxylesterase 2-
transducin family
protein

0i|345461935 desoxyhemigossypol-

0i[13350365
0i[78324960
gi[78354144
0i[5050625

gi[48752349

0i[48814087

0i}48780251

0i|5050625

0i[315069289

0i[48748259
gi[48777881
gi[48777881
gi[13353515
0i[48803376

gi[54123077
0i[21103494

0i|13354972

0i[78343945

6-O-
methyltransferase
transaldolase-like

protein
3-isopropylmalate
dehydrogenase
nucleoporin nup43
aphatubulin

aphatubulin

aminoacylase-1

tubulin alpha-7 chain

alpha-tubulin

aphatubulin 1

aphatubulin

glucose-6-phosphate
isomerase
glucose-6-phosphate
isomerase
phosphoesterase
family protein
RNA recognition
motif-containing
beta-tubulin
fas-associated factor
2-b-like
vacuolar atpase b
subunit
ubiquitin carboxyl-
terminal hydrolase

194

55

185

80

144

118

105

326

549

155

437

70

389

402

377

86

179

65

167
57

59

235

79/FPFSTPIAGSQR;54/IAIAVDLSDESAYAVR;39/LQIT
PNSTNNR;22/LCLEVER

28/GWLYYDK;27/LASFFNQGK

59/SHILVTAEDESGIHIWDLR;86/EPWIFASLSY DGR;4
VUVVVESVKPFLSR

14/ILVHSDFFAR;45/QKLDNDAQEEGY VLTNSSR; 21/
LFLAAGFSSFK

46/LAYDTHGIIR;37/LY DEIAVPPER;61/IPSTWQGIEA
SR

67/LLKPETGLLQLR;51V/ELTGGIYFGKPR

37/[TPGGPVLQFK;68/TSGIVHSIDIHPSR
71/AVFVDLEPTVIDEVR;65/QLFHPEQLISGK;74/QLF
HPEQLISGKEDAANNFAR;67/EIVDLCLDR;48/SLDIE
RPTYTNLNR

60/EIVDLCLDR;90/QLFHPEQLISGK;112/LISQIISSLTT
SLR;39/SLDIERPTYTNLNR;113/AVFVDLEPTVIDEVR
;137/FDGAINVDVTEFQTNLVPY PR

46/RIEEEWAPASR;46/IGKPEILSGATDAR;64/GINVYE
SIIEAYTSYIPPGR

7U/AVFLDLEPTVIDEVR;93/QLFHPEQLISGK;83/LAD
NCTGLQGFLVFHAVGGGTGSGLGSLLLER;54/LVSQ
VISSLTASLR;136/FDGALNVDVNEFQTNLVPYPR

28/AVFVDLEPTVIDEVR;23/EIVDLCLDR;19/SLDIERP
TYTNLNR

72/AVFVDLEPTVIDEVR;90/QLFHPEQLISGK;34/SLDI
ERPTYTNLNR;47/LVSQVISSLTASLR;80/FDGALNVD
VTEFQTNLVPYPR;67/TIQFVDWCPTGFK

88/QLFHPEQLISGK;117/LISQIISSLTTSLR;89/AVFVD
LEPTVIDEVR;108/FDGAINVDITEFQTNLVPYPR

120/QGVAITQENSLLDNTAR;28/IEGWVAR; 28/FPMF
DWVGGR;86/GSTDQHAY IQQLR;115/EGVHNFFVTFI
48/QGVAITQENSLLDNTAR;38/GSTDQHAYIQQLR
39/YVDNFHQYDLSFKR;52/LPNYVVIEPR;18/EI'YEAL
R;70/DAWAGSFDIVVNR
43/QVEFY FSDSNIPR;22/TIAASPFEFNVK

136/GHYTEGAELVDSVLDVVR;30/IREEYPDR
34/VLEESAPVLVAAR;23/LREEQDAAYR

46/QlY PPINVLPSLSR;13/NIFQSLDLAWTLLR

124/KLDVYIDVPDVIDISHIR;111/VDTLISFGFQEEIAR

11

16%

6%

19%

10%

14%

8%

14%

31%

30%

17%

34%

20%

29%

21%

23%

11%

19%

9%

10%
10%

10%

11%

4/153

2/95

3/122

3/158

3/210

2/158

2/158

5/158

6/146

3/158

5/160

3/140

6/151

4/160

5/203

2/158

4/158

2/158

2/210
2/158

2/187

2/210

G. raimondii

G. raimondii

G. raimondii

G. barbadense

G. arboreum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. raimondii

G. hirsutum

G. barbadense

G. raimondii

G. raimondii

G. raimondii

G. arboreum

G. raimondii

G. hirsutum
G. arboreum

G. arboreum

G. hirsutum

37.88/5.03

41.80/5.02

46.18/5.10

43.27/5.02

43.52/4.99

47.41/5.02

48.85/5.04

55.73/4.99

55.38/5.03

53.31/5.11

54.83/5.10

55.60/5.12

54.67/5.07

55.28/5.14

59.23/4.97

59.41/5.03

60.73/5.05

59.13/5.09

58.19/5.10
60.40/4.97

57.95/5.04

79.24/4.96

31.03/5.40

32.40/5.37

26.49/5.57

40.86/5.23

24.86/5.09

31.78/8.31

18.41/8.48

20.52/6.22

31.65/6.07

29.75/7.24

30.33/5.43

20.52/6.22

34.24/6.27

32.26/5.44

29.10/4.87

29.10/4.87

26.53/6.15

28.90/4.85

27.64/5.85
24.37/7.78

28.38/9.91

31.08/4.98

291

0.34

0.34

2.05

3.66
3.62

4.18

0.40

2.92

0.40

5.63

0.34
2.23

++

0.48



2005

2016

2102

2105

2123

2124

2205

2246

2250

2320

2415

2511

2518

2525

2611

2633

2733

0i|13356871 proteasome subunit
beta type

dienelactone
hydrolase family
type 2 ribosome-
inactivating protein
precursor

0i[84144761

0i|164310401

0i[48743646 isopentenyl
diphosphate

isomerase

0i|48811023 protein phosphatase

2c
0i|48812639  (+)-delta-cadinene
synthase (GbCAD1)
0i|164253821 phenazine
biosynthesis

0i|109831589  2-keto-3-deoxy-I-
rhamnonate aldolase-
like
0i|13352653  dna-damage-repair
toleration protein

0i|48739156 caffeic acid o-
methyltransferase
0i[5046349 S
adenosylmethionine
0i|82756479 alpha-tubulin
0i|5049948 tubulin alpha
0i|78345852 ahal domain-

containing protein

0i|48801055 n-carbamoyl-I-amino
acid

0i|78328524  chaperonin cpn60-

mitochondrial-like

isoform 2

0i[164281758 pentatricopeptide

repeat-containing

protein

634

147

161

608

177

310

647

97

66

289

136

198

197

288

67

323

56/NCFAIASDR;36/NCFAIASDRR;64/RLGVQLQTIAT

DFQR;126/LGVQLQTIATDFQR;161/LFLGLSGLATDA

QTLYQR;79/DFVVAGTASESLY GACESMFK;111/DCL
SGWGGHVYVVTPTEVK

58/DHGPDKGY EDAK;28/QFDEILK;32/ASEVDSFVK;2
8/VGHGWSVR

44/DLYNALTER;39/SGDIPILPPR;78/LVYDAQELVLS
TLR

33/YELLLQQR;99/ESELISENHLGVR;108/KLLDELGIP

AEDVPVDQFVPLSR;93/LLDELGIPAEDVPVDQFVPL

SR;107/WGEHELDYLLFIVR;106/DVNVHPNPDEVAE
AK;36/LSPWFR;26/LVVDNFLFK

18/SSMEDFY ETR;30/QNLFSNLIR;47/DAGSTASTAIL
VGDR;40/GGNAFAV SR;41/DHKPDQSDER
49/LAFIDSVQR;5/EIEDELENIYHNNNDAENDLYTTSL
R;87/GLLELY QASYLR;105/HYLSVY QDIESHNK;39/1D
FNMLQFLHR;63/IDFNMLQFLHR
98/YYVVDAFTNSAFK;108/GNPAAV CLLEEER;75/GN
PAAVCLLEEERDEK;14/ITNSTSPNTR;35/ TTTADDIFV
VLPSGK;159/GL1VSGAAPSDSEFDFISR;63/LELVAHA
ASPR;94/GGIVNIHFDEQNQR

20/AVATTNTPAIIR;33/LPESSAVWAK;26/GY HMV SG
AIDVGLFR;18/NAAVEDVRK

66/SLNIEVEDLGITSYYNIGAEVGR

44/ELASQLPTSNPDAPVMLDR;43/LLATYSILTCSLR,;
63/DAVLEGGIPFNK;42/AY GMTAFEYHGTDPR;30/AY
GMTAFEYHGTDPR;96/ILETY DGFEGLK

45/TIFHLNPSGR;60/FVIGGPHGDAGLTGR;3UTAAYG
HFGR

86/AIFVDLEPTVIDAVR;28/QLFHPEQLISGK;54/QLFH
PEQLISGKEDAANNFAR;31/SLDIERPTYTNLNR

65/AIFVDLEPTVIDEVR;30/QLFHPEQLISGK;30/QLFH
PEQLISGKEDAANNFAR;23/EDAANNFAR;16/EIVDLC
LDR;34/SLDIERPTYTNLNR

94/SLSDLTILDGQGNLR;58/VDGEAY VNIR;81/FGSWP
DGIDSTVR;55/LVFNEPEPGVTIIK
64/QIDELSTFSDTPAPSVTR

16/SIEFKDR;52/GY ISPYFITNQK

70/LDLYVAAAGINPQR;7UNPLYLGLQQHR;24/AQGR
PMIDFPK;158/IVVAGAGSAGIGVVNAAR

12

31%

14%

11%

34%

21%

24%

30%

17%

10%

27%

17%

21%

30%

16%

6%

2%

13%

7/210

4/142

3/158

8/210

5/158

6/210

8/210

4/117

/158

6/158

3/158

4/210

6/158

4/210

/158

2/210

4/210

G. arboreum

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. raimondii

G. hirsutum

G. hirsutum

G. arboreum

G. raimondii

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. hirsutum

G. hirsutum

24.60/5.22

28.09/5.17

31.44/5.16

32.58/5.21

34.06/5.18

31.06/5.14

36.85/5.17

36.91/5.20

37.14/5.16

45.47/5.26

50.34/5.26

54.25/5.24

54.63/5.16

54.72/5.18

59.00/5.25

60.90/5.17

64.86/5.27

29.68/5.36

28.10/5.23

31.48/5.27

30.19/8.50

27.21/5.75

34.02/6.56

35.14/5.13

28.92/5.48

22.53/5.07

28.80/5.77

21.92/8.81

25.61/5.65

21.37/5.72

36.24/8.46

31.56/5.04

33.60/9.60

45.55/9.52

257

4.02

3.37

0.45

13.06

3.65

2.46

10.77

0.10

0.48

2.08

0.05

0.49

243

2.27



2756

2764

3004

3105

3107

3108

3110

3123

3124

3211

3303

3326

3339

3725

3824

3827

4002

4017

0i|109861556

0i[48792870

0i|31407396

0i|48797422

0i|62295807

0i[48776883
gi[84172589

0i|11199964

0i|73862760

0i|164322600

gi[78334230

0i|48741498

kh domain-
containing protein
pyruvate kinase
glutathione s-
transferase

aluminum-induced
protein

cysteine-rich repeat
secretory protein

cathepsin b-like
cysteine protease
ubiquinone
biosynthesis protein
adenine nucleotide

alpha hydrolases-like

protein
isopentenyl
diphosphate
isomerase

glutelin type-a

flavanone 3-
hydroxylase

flavanone 3-
hydroxylase

0i|164295626 glutamine synthetase

0i|13243658
gi[48778421

gi|13244481

t-complex protein 1
subunit theta-like
Xaa-pro
aminopeptidase
Xaa-pro
aminopeptidase 2

gi|48744626 14-3-3 protein (14-3-

3d)

0i|109829261 ascorbate peroxidase

47

127

289

506

234

262

253

155

497

278

794

706

226

52

122

100

266

624

25/ILDGPPGTQER;22/ALELIASHLR

20/EWHQMVIER;80/AEDGEIWTFSVR;27/ANLTFWR

60/VFGYWASPY SY R;100/GV SY EY INEDIFGNK;52/H

NPYLPQDPY DK;40/CFPTLWLAAWSAENER;37/VTN
EACEYLK

104/TANEGIIVIEAY R;39/DRGPY PPDQVV R;45/GPY PP
DQVVR;9VATFIAADADGSVPFFWGTDAEGHLVLAD
DR;62/GCFFTSSGGLR;89/SY EHPLNELKPVPR

25/GFGLGSIGQKPNQAY GLALCR;30/TCVVEAGSEIR,;
42/GAITWYDNCLFK;79/TKELLSELANQAY SNPK;30/L
YGLTQCTR;26/VVGGSCNFR

42/LPTSFDAR;34/TAWPQCTSIGR;42/HY SVGAYR;112
INGPVEVSFTVYEDFAHYK;32/GWGDDGY FK

107/KNPPAEY QGEQAR:36/NPPAEY QGEQAR; 110/EV
GISPSIVGSFPR

116/IGVAVDLSDESAFAVR;39/QIEDEFDAFTASK

40/YELLLQQR;68/VWTNTCCSHPLY R;87/ESELISENH
LGVR;94/WGEHELDYLLFVR;115/DVNVHPNPDEVA
EAK;50/LVVDNFLFK;44/WWDHVEK

69/GFALPHY ADCSK;46/FPFLEQVGLNV SR;26/LVLE
TNATR;56/APWYASDPQVVYVVK;8L/GSGEVQIVGL

78/TLQASFVRDEDERPK ; 77/EFFALPAEEKLR; 75/K G
GFIVSSHLQGEAVQDWR; 116/GGFIVSSHLQGEAVQD
WR;78/EIVTY FSY PL R;48/WPDK PEGWVEVTK;51/CP
QPDLTLGLKR;187/HTDPGTITLLLQDQVGGLQATR;8
4/LSIATFQNPAPDATVYPLK

47/TLQASFVR; 73/TLQASFVRDEDERPK;100/VAYNQ
FSNDIPVISLAGIDDVDGKR;42/KGGFIVSSHLQGEAV
QDWR;124/GGFIV SSHLQGEAVQDWR;63/EIVTY FSY
PLK;82/WPDKPEGWIEVTK;176/HTDPGTITLLLQDQ

11/1IAEYIWIGGSGMDLR;87/HKEHIAAY GEGNER; 128
/HETADINSFSWGVANR
52/NPANFDVDNVR

57/IGEDPSVDSWISDNLPR;67/NQPPAETNPVIVHPLE
FAGR

T4/LTEVTASDKLEGFR;25/GHIALGNAR

19/LAEQAER;62/FMETVVSSVVAPDELTVEER;87/FM
ETVVSSVVAPDELTVEER;98/SAQDIAVSELAPTHPIR
;62/DSTLIMQLLR;45/DSTLIMQLLR

TULAWHSAGTFDVK;128/QPAELAHAANNGLDIAVR

;81/EDK PHPPPEGR;84/LPNATEGADHLR;45/QVFSNQ

MGLSDQDIVALSGGHTLGR;7UVLLSDPVFRPLVEK;
144/Y AADEDAFFADY TEAHLK

13

6%

9%

2%

41%

35%

19%

17%

15%

31%

15%

38%

38%

11%

4%

13%

8%

18%

42%

2/110

3/210

5/158

7/104

6/203

5/210

3/210

2/106

7/158

5/120

9/210

8/210

3/210

1/158

2/171

2/155

6/210

7/210

G. hirsutum

G. raimondii

G. hirsutum

G. raimondii

G. hirsutum

G. raimondii

G. hirsutum

G. arboreum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. hirsutum

G. arboreum

G. raimondii

G. arboreum

G. raimondii

G. hirsutum

68.79/5.18

65.01/5.10

26.41/5.33

31.27/5.34

29.89/5.36

34.42/5.36

32.08/5.35

33.77/5.44

32.74/5.31

41.56/5.38

45.29/5.30

45.18/5.42

44.90/5.33

61.73/5.40

72.75/5.42

72.01/5.32

26.51/5.43

28.59/5.61

36.19/5.98

30.70/4.84

27.55/7.78

23.99/7.07

25.37/8.24

31.37/5.98

16.71/9.77

20.34/6.86

30.03/8.84

45.88/9.32

35.86/5.23

30.98/5.45

46.45/8.54

30.22/7.40

30.87/5.25

28.49/9.25

32.41/5.01

28.61/5.07

5.09

041

0.29

511

0.32

0.32

0.21

0.16

4.18

3.65

2.06

0.48

0.44

0.48

0.45

0.39

0.23



4104  @i[48746857 glutamine synthetase 58 8/IIAEYIWIGGSGMDLR;51/HKEHIAAY GEGNER 9% 2/127 G. raimondii 34.41/5.48 34.04/5.81 N

4122  (i[48751326 ascorbate peroxidase 517 TULAWHSAGTFDVK;153/QPAELAHAANNGLDIAVR 25% 5/210 G. raimondii 29.34/5.60 31.77/6.82 0.49
;74/EDKPHPPPEGR;83/VLLSDPVFRPLVDK;137/YAA
DEDAFFADYAEAHLK
4131  @i[48799208 alcohol 241 52/SVASELCQTGVR;26/INCISPAPIPTPMVIR;59/QIAE 22% 4/210 G. raimondii 30.98/5.51 27.63/6.42 0.14
dehydrogenase-like 1Y QGIPK;104/YVTGHNLVVDGGFTSFK
4159  (@i[48802272  type 2 ribosome- 112 112/Y ANDY SGLVNVATCDGFVEER 9% 1175 G. raimondii 32.89/5.63 24.25/8.76 0.27
inactivating protein
precursor
4203  @il48753495 thiosulfate 249 41/VLDASWY MPDEQR;9/VWWMFR;66/VWVLDGGL 23% 6/210 G. raimondii 37.16/5.48 28.95/6.15 247
sulfurtransferase PR;49/VY QGQTAGPLTFQTK;49/THQHIDAR;36/FDGA
4208  (@il|48879364 2-oxoglutarate- 80 18/GVQAEIDFPVIEFR;29/SFAQLMWPDGHPR;33/Y M 14% 3/158 G. raimondii 41.60/5.50 30.85/5.34 2.62
dependent APPPGEYER
4212 (@il48745618 nad-malate 34 74/VAILGAAGGIGQPLALLIK;66/GVNVVVIPAGVPR,; 28% 7/210 G. raimondii 39.48/5.55 29.79/5.98 0.27
dehydrogenase 49/DDLFNINANIVK;79/KLFGVTTLDVVR;60/LFGVTT
LDVVR;13/AGAGSATLSMAYAAAR;13/FVESSLR
4252  @i[48797418  phenylcoumaran 84 43/FLPSEFGTDPAR;41/TVYIRPPQNILSQR 10% 2/210 G. raimondii 39.07/5.62 28.63/5.73 2.83
benzylic ether
reductase -like
4333  @i[48813830 stearoyl-acyl-carrier 349 19/YLYLCGR;74/ATFISHGNTAR;76/DYADIVEYLVD 24% 6/155 G. raimondii 43.62/5.46 31.86/5.59 2.26
protein desaturase R;51/LKELIGL SPEGR;67/EAQEFV CGLAPR;62/ESPSV
(GbssI2) PFSWVSGR
4422  @i|13248670 mitochondrial 144 144/ILDQGQAGDNVGLLLR 6% 1/149 G. arboreum 48.02/5.59 26.81/9.17 N
elongation factor Tu
4432 i|164258867  protein disulfide 483 69/Y LKPNLEADHIAPWVK;69/VVVADTFDDMVFK;9 19% 6/210 G. hirsutum 48.21/5.55 48.50/9.35 --
isomerase 8/LAPILEEVAVHYENDAK;96/LDATANDIMDPNFDV
R;43/GYPTVYFR;108/SADGNISAY EGER
4760 @i|164339680 pyruvate 109 26/LKQNNTAYENYHR;22/IFVPEGQPLK;38/VNVLFQ 10% 4/210 G. hirsutum 63.23/5.50  42.43/8.16 2.80
decarboxylase HIQK;23/ELLEWGSR
4803 gi|164313765 Xaa-pro 76 76/NQPPAETNPVIVHPLEFAGR 8% 1/210 G. hirsutum 72.41/5.44 27.27/14.94 ++
aminopeptidase 2
5003 @i[315074094 proteasome subunit 390 30/ TSTGMYVANR; 7/ASDKITQLTDNVNVCR;102/SG 28% 6/113 G. barbadense  25.25/5.66 29.32/8.46 0.38
beta type-6 SAADSQIVSDYVR;56/Y FLHQHTIQLGQPATVK;87/T
VVINSDGVTR;43/NFY PGDK
5131  i|48797422  aluminum-induced 358 93/TANEGIIVIEAY R;54/DRGPY PPDQVVR;51/GPY PP 27% 6/158 G. raimondii 30.61/5.73 23.99/7.07 0.23
protein DQVVR;60/FAFITYDSSSK;37/GCFFTSSGGLR;63/SYE
HPLNELKPVPR
5132 @i|164261388 snf7-like protein 146 14/TRHQIEK;38/SQLQGV SLR;94/VAQAEATGNDDGG 16% 3/158 G. hirsutum 35.40/5.72 25.60/5.10 N
IDSDLQAR
5141  @i|13349950 phosphomannomutas 145 133/KPGLIALFDVDGTLTAPR;12/GTFIEFR 10% 2/210 G. arboreum 34.70/5.71 26.04/9.12 0.17
eal
5148  (i|78324615 protein phosphatase 228 70/ANHPMEDY VFAEFK;13/LVIANVGDSR;30/QLSVD 18% 6/210 G. hirsutum 31.16/5.69 34.27/6.84 0.43
HEPASER;72/GGFVSNFPGDVAR;24/VDGQLAVAR
5159  (@i|21090394  solubleinorganic 130 64/VLY SSVVYPHNY GFIPR;43/HY TDIKDLPPHR; 23/F 16% 3/158 G. arboreum 30.56/5.80 25.72/7.10 N
pyrophosphatase FEDYKK
5205  (i|48791016 2-oxoglutarate- 156 47/VREETFGLMK;35/VREETFGLMK ;55/ELVEVPVER 9% 4/158 G. raimondii 41.68/5.68 34.53/5.12 2.28
dependent :54/Y MAPPPGEY ER
5242  @i|11206427 homoserine kinase 63 63/LGVDQLVLAGLESEAK 6% 1/210 G. arboreum 39.33/5.84 26.44/9.30 6.61
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5422

5721

6007

6009

6034

6105

6109

6110

6314

6348

6422

6425

6713

6832

7003

7061

7204

7205

7209

7212

0i|48749615 fumarylacetoacetase

acid beta-
fructofuranosidase

0i|78353154 proteasome subunit
beta type

0i|109891548 gddl esterase lipase

0i|164262533

0i|109882527 proteasome subunit
beta type-1
0i|164296478 gdsl esterase lipase
cprd49

0i|48747985 6-
phosphogluconolacto
nase
0i|78324276 ascorbate peroxidase
0i|5045873  phosphoglycerate
kinase
serine-threonine
kinase receptor-

0i|109838718

associated
0i[48743158  gdp-d-mannose 3 -
epimerase
0i|48752415  mitogen-activated
protein kinase 4
0i[48801140 mal ate
oxidoreductase
0i|113350369 transketolase
0i|11202870 manganese
superoxide dismutase
0i|164257288  triosephosphate
isomerase
0i|48750761 catechol o-
methyltransferase
0i|62295617 akaloid o-
methyltransferase
related
0i|48749963 auxin-induced
protein pcnt115-like
0i|18099886 auxin-induced

protein pcnt115

274

51

229

388

216

341

243

59

308

369

186

152

254

326

198

402

86

135

392

244

83/LATAIGDYVVDLSEIAK;40/LLSSTEPTLR;10/NCG
TIFR;25/GPONAIPQNWFHLPIAYHGR; 72/ASSIVISGT
NINRPR;46/GQGY PTGQSPPY FGPSLK

10/TFYDQNK;41/VLVDHSIVESFAQGGR

55/VQFTEYIQK;56/NVALY QFR;48/ETGPSLFYIDYIA
TLHK;14/GAFGY GSY FSLAMMDR;56/LVVAPPNFVIK
33/GYSGYNTR;80/'Y AAFQHVPLDEYK;119/TLVLLITP
PPIDEDGR;80/HPYVENPSGL PER;28/MQQY TDWR; 47/
ADLPLIADIDHDDPLK

20/TVFASASER;141/DIY TGDKLEIVVINADGIR

39/GY FGWNSR;22/RAIQVLDHVFPK;8V/LIFLTSPPVN
EER;54/Y ASEHFSHLVR;69/VVNLFTAFQQR;77/TTLN
PSEWTFHR

64/EKGSFTVVLSGGSLIK;32/GSFTVVLSGGSLIK;62/L
AFDGFLSK;60/SNVLSV STATGFPK;24/DSPK PPPER

22/ DK PHPPPEGR;37/LPNATEGADHLR
146/VDLNVPLDDNFNITDDTR:48/MVAALPDGGVLL
LENVR;114/LASLADLYVNDAFGTAHR
60/GAVWSVCLDTNALR:91/VWDALTGDVLHSFEHK
45/1Y DLNRPDAPPR;32/FWDANHY GLVK;17/FVAGGE
DMWVR;124/FSPGGESY ASGSEDGTIR
65/SFTFIDECVEGVLR:59/KLPIHHIPGPEGVR;62/VVG
TQAPVQLGSLR
38/YVHSANVLHR;114/LI TELIGSPDDASLGFLR

64/GILYPSIDSIR;62/HITAEVGASVLR; 72/ AAVAEEVA
EGHGDVGPK;56/EETVEYVFR
50/NGNTGY DEIR;33/NLGWPY EPFHVPEDVK;72/HVP
QGAALEAEWNAK;69/SIITGELPAGWEK;102/ALPTY
TPESPADATR
T4/HHQTYITNY NK;65/ALEQLHDAIQK;35/NVRPDY L
K;24/YASEVYEK
45/KFFV GGNWK;50/FFV GGNWK;51/SDFHVAAQNC
WVR;58/ALLNESNEFVGDK;51/VIACIGETLEQR;37/V
ATPAQAQEVHCELRK;110/WLNQNVGADIAASVR

86/VIVVEAVVPVVPEANAYLR

37/IELDEAMLQGQAEIWR;55/|[ELDEAMLQGQAEIWR
;32/YLY SFADSMALK;48/AHGCEIWDLASR

83/FGIDYTDGKR;84/LGVDCIDLYYQHR;119/YIGLSE
ASASTIR;105/ELGIGIVAY SPLGR

78/Y 1GISEASPETIR;94/AK EDTSNSSLGVFPR; 73/FQG
ENLEQNR

15

32%

6%

26%

29%

11%

21%

18%

8%

26%

28%

18%

9%

24%

30%

13%

22%

10%

19%

19%

13%

6/158

2/210

5/210

6/210

3/191

6/210

5/210

2/116

3/210

6/210

3/210

2/210

4/210

5/158

4/210

7/158

1210

4/158

4/210

3/210

G. raimondii

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. raimondii

G. arboreum

G. arboreum

G. hirsutum

G. raimondii

G. hirsutum

G. raimondii

G. arboreum

47.02/5.77

67.91/5.84

24.39/5.87

28.06/5.89

27.17/6.07

29.14/5.86

30.41/5.92

29.20/5.94

44.56/5.95

40.39/6.02

50.15/6.05

47.42/6.09

61.28/6.01

71.50/6.05

24.96/6.20

28.08/6.32

41.18/6.17

40.62/6.17

41.34/6.25

40.87/6.29

29.97/6.40

39.06/8.94

25.81/7.14

28.66/6.38

28.46/5.72

35.65/6.28

28.77/8.61

30.07/7.62

21.82/7.85

32.29/8.48

26.21/7.66

35.57/7.24

23.01/5.10

25.21/7.94

32.17/8.58

37.60/9.20

20.69/6.56

23.02/6.49

28.52/6.20

30.87/6.50

0.46

0.18

9.52

291

3.58

3.04

2.18
213

2.37

431

251

214

0.37

8.63

4.02

0.46

0.25

0.33



7318

7408

7503

7511

7518

7613

7715

7717

7720

7801

7820

7822

7934

8001

8003

8118

8129

8213

8304

8314

8434

8523

0i|164257564 beta galactosidase 9

0i|48821513 dihydrolipoyllysine-
residue
succinyltransferase

0i|78329865 leucine
0i|164358784 succinate-
semialdehyde
0i[73864584 6-phosphogluconate
dehydrogenase
0i|48780111 gmp synthase
0i|48739022 asparagine
synthetase

0i|48812774 glucose-6-phosphate
1-dehydrogenase

0i|164327830 tcp-1 cpn60
chaperonin family

0i|164312069 transketolase

0i|48749600  sucrose synthase

0i|48743676 long chain acyl-CoA

synthetase 4
0i|109863329  2-oxoglutarate €1

component
0i|13246902 transmembrane

emp24 domain-
containing protein

0i|21094593  cysteine proteinase

inhibitor
0i|164249213 short chain alcohol
dehydrogenase
0i|164321379 caffeoyl-o-
methyltransferase
0i|32479439 aldo keto
0i|48739277 poly -specific
endoribonuclease-b-
0i|3326420 |AA-conjugate-
resistant 4

0i|48745701 hydroxymethylglutar
yl- synthase
dihydrolipoyl

dehydrogenase

0i[5049652

235

112

124

90

67

225

204

58

366

305

209

381

133

392

219

242

254

156

154

114

86

278

26/TDNEPFKR;95/LPHRPVEDLAFAVAR;114/TSGGPF
YITSYDYDAPIDEYGLR

48/EGETVEPGTR;1V/LGFM SGFVK;53/ATV SALQHQP
IVNAVIDGDDIIYR

124/GNTAAAIVSGTVLGLYEDNR
28/IGDALLASTQVR;63/AGLAAYIFTNNVQR

35/GWNLNFGELAR;33/DLFGAHTYER

44/LHCVFVDNGLLR;23/LLFKDEVR;44/HPFPGPGLA
VR;114/VLGDVTEGNALDIVR

24/ALHLYDCLR;48/ATSAWGLEAR;6VAFDDENHPY
LPK;25/EAYYY R;46/FFPQNSAR

58/NVQIIFSEDFGTEGR

40/HKFDVDTR;68/LVEGLVLDHGSR;107/SEINAGFFY
SNAEQR;51/GPNDHTIAQIK;100/NTIEDEAVILGAGAF

47/GLGWHVIWVK;85/NGNTGY DEIR;9/ANSY SVHG
SALGAK;83/ALPTYTPESPADATR

72/IQNLNALQHVLR;36/FQEIGLER;37/LLPDAVGTTC
GQR;64/VYGTEY SDILR

85/DVYISYLPLAHIFDR;88/LLVEDIGELKPSIFCAVPR
;135/LILSGAAPLSTHVEEFLR;73/LESVPEMNYDALA

133/LTDSFLDGTSSVYLEELQR

83/ADSTWHNSHEGVDLVVK;43/GPTGDQIQDY RDK;
64/I SEKFEFVAHQK;48/FEFVAHQK;57/LEEALY NIQF
EQHWLEAQTER;96/AFYESAALIGASVLQVYLLR

53/FAVDEHNKK;24/ENAMVEFVR;102EIVHANAEVL
EDFAK;40/FKVEVHHK

53/VALITGGASGLGECSAR;69/LDIMFNNAGLIGDGE
VR;19/VTDASTDNFKR;30/VFDINVLGGFLGAK;13/IS|
GLPHAYK;58/SLAVELGEHGIR

45/HQEVGHK;79/SLLQSDALYQYILETSVYPR;16/EPE
PMKELR;83/ENYELGLPVIR;30/DFVLELNK

52/LDVDYIDLYYIIR;34/YIGISEASPETIR;26/DVEEEII
PLCR

23/L WQLDLNR;80/QEQAAFIEEISR;52/GGTSGSSSAF
EHVFVGEIK

114/FADINNAYEVLSDSEKR

24/LVFNDFVR;62/LAPFSTLTGDESY QSR

78/DTLEVDAALIATGR;158/APFTNGLGLENVNVVTQ
R;42/GFVPVDER

16

10%

16%

7%

9%

8%

15%

17%

5%

21%

11%

16%

25%

7%

31%

18%

19%

19%

10%

16%

7%

8%

19%

3/210

3/206

1210

2/210

2/158

4/210

5/158

1181

5/158

4/158

4/210

4/210

1210

6/158

4/158

6/177

5/210

4/148

3/210

1210

2/158

3/210

G. hirsutum

G. raimondii

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. raimondii

G. hirsutum

G. hirsutum

G. raimondii

G. raimondii

G. hirsutum

G. arboreum

G. arboreum

G. hirsutum

G. hirsutum

G. hirsutum

G. raimondii

G. hirsutum

G. raimondii

G. hirsutum

46.09/6.30

49.28/6.21

55.04/6.12

55.93/6.20

56.12/6.25

61.02/6.25

63.21/6.28

61.25/6.29

61.82/6.34

71.38/6.10

76.93/6.33

70.50/6.34

83.12/6.27

28.14/6.37

28.41/6.42

33.66/6.46

35.04/6.58

41.75/6.57

46.07/6.39

45.81/6.47

51.72/6.41

55.75/6.51

49.18/9.65

29.16/8.82

26.87/8.27

30.40/8.66

27.19/9.37

33.45/8.87

29.28/6.48

33.06/7.94

35.31/5.74

46.70/8.52

30.57/6.31

30.84/8.13

30.29/7.11

31.47/7.85

25.04/6.24

43.60/9.31

31.81/5.79

42.01/8.05

27.7714.97

43.69/7.16

30.33/9.53

22.74/6.66

3.24

3.07

3.27

2.85

2.30

2.85

0.45

0.32

041

2.01

0.18

3.20

3.65

244

2.13

3.88

2.68

2.40

2.64

2.16

0.20



8607 @i|164270428 adenylyl cyclase 356 43/RSDFFNHLK;41/SAGDSLSALAWIAY TGK;57/NKD 16% 7/210 G. hirsutum 59.21/6.41 44.82/9.58 249

associated protein QIHVEWAK;49/ELY LPGLR;72/SHY PLGPVWSASGK ;6
2/IKWAVENQIGR;34/WAVENQIGR
8712 (i|164316346 2-hydroxyacyl- lyase 315 57/KAERPLIVFGK;106/GLVNDDHELAASAAR;104/FI 12% 4/158 G. hirsutum 61.54/6.48  46.68/10.08 3.24
LVDVSEEEIKLR;49/DVVPFNFLTPMR
8801 0i[5049242 transketolase 1 62 62/ALPTYTPESPADATR 7% 1/210 G. hirsutum 70.73/6.37 22.75/16.73 2.01
9201  (i|48741079 26s proteasome non- 326 79/AVAVVVDPIQSVK;66/HY Y SIAINYR;25/MLLNLH 21% 6/151 G. raimondii 37.11/6.64  30.95/7.31 0.47
atpase regulatory K;49/'WTDGLTLR;26/RFDTHSK;81/TNEQTVQEMLNL
subunit 14 AlK
9202  (i|48750384 malate 163 36/ANTFVAEVMGLDPR;58/EIDYLTNR;70/CGVEEIYP 14% 3/158 G. raimondii 38.13/6.64 29.76/8.74 2.01
dehydrogenase LGPLNEYER
9404  i|48745701 hydroxymethylglutar 176 39/LVFNDFVR;119/LAPFSTLTGDESY QSR;17/SRHEF 12% 3/210 G. raimondii 51.64/6.63 30.33/9.53 214
yl- synthase APEK
9407  (i|48828974 isocitrate 335 36/LVPGWTKPICIGR;62/HAFGDQY R;66/SKY EAAGI 17% 5/210 G. raimondii 48.99/6.73 32.47/8.19 0.50
dehydrogenase WY EHR;63/Y EAAGIWY EHR;108/GGETSTNSIASIFA
9418  (i|13246368 transcription factor 82 82/SVSINEFLKPAEGER 8% 1/210 G. arboreum 51.21/6.68 20.46/8.89 --
9503  (i|48816177 monodehydroascorba 312 131/EFVIVGGGNAAGYAAR;29/EAY APYERPALTK;3 28% 6/210 G. raimondii 53.78/6.61 30.16/9.14 211
te reductase 9/LPGFHTCVGSGGER;42/IGGNLPGVHYIR;45/LDTSII
FPENQLLQR;26/LFTPSLAQR
9606  (i|48804741 aldehyde 308 96/TLVHESVY DEFVEK;51/DEIFGPVQSISK;74/FKDL 23% 4/210 G. raimondii 57.18/6.66 29.48/6.99 5.27
dehydrogenase EEVVQR;87/ANASSY GLAAGVFTQNIETANTLTR

family 2 member
mitochondrial-like

9615  (i|48810466 methylmal onate- 228 54/AISFVGSNTAGMHIY GR;16/AISFVGSNTAGMHIY 18% 4/210 G. raimondii 56.70/6.85 26.96/9.16 2.19
semialdehyde GR;92/DATLNALLAAGFGAAGQR;82/ADSLEDALNIV
dehydrogenase NR
% Sample spot protein number.
® NCBI gi number.
® Score for matched peptides.

d Sequence of matched peptides.
¢ Count of the number of distinct peptide sequences assigned to each protein.
" Number of unique peptides identified.

g

Molecular mass.
" Average fold change of =2 or < 0.5 and P < 0.05, as assessed by a Student t -test of three biological replicates. (" =2" means up-regulated; "< 0.5" means down-regulated; "N" means other regulatory patterns. "++"
means no detection in infection samples, while "--" means no detection in Mock sample.)
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I nformation of single-peptide-based protein identifications
ssp No.: 12

sequenceidentified: AAQDIALTDLAPTHPIR

the precursor m/z and charge observed: 1802.9431

score/E-value for this peptide: 115/5.1e-009

Annotated MS/M S spectra:
4700 MS/MS Precursor 1802.94 Spec #1 MC[BP = 904.6, 1862)
904.5572
;100 1862.0

90

80

7° 1100591
> 60
B
c
]
£
. 50

1417.8715
40
386.1749
30+ 700621
‘ 175.1018
20 522.3030
8.2231 720.4425
. " 12141490871 4712584 .
44099 g 877 505 . 655 2018 1002.5521 1646.8929
| 1 51: \ij 37‘&. 1020604 1175.984313047990 1515 8834 16809030
0 {odi i I»JM&M .*MWJM“ o\
9.0 388.2 767.4 1146.6 1525.8 1905.0
Mass (m/z)
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ssp No.: 123
sequenceidentified: EQQVYLAR
the precursor m/z and charge observed: 1006.5546

score/E-value for this peptide: 49/0.038

Annotated MS/M S spectra:
4700 MS/MS Precursor 1006.55 Spec #1 MC[BP = 175.1, 2809]
175.1491
100 2808.8
90
80
386.2218
70
4
> 85.3056
"
c
o
£
. 50
9886131
40 847,6023
877.5801
30 990.5515
368.2069 522.3734 86.7449
2 467.2931 '
258.1412 £48.3063
112.1244 246.1896 359[2765 62114455 96946357
10 54178
101.1104 631.3832 749.5015 6512
86,1416 23,1709 746111
sk L1 o] 2008 e s 744705, | 80260 6.2492
0 Wy d B 5;L ‘ : 4 =
9 220 431 642 853 1064

Mass (m/z)
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ssp No.: 233
sequence identified: SAQDIANAELAPTHPIR
the precursor m/z and charge observed: 1803.9147

score/E-value for this peptide: 59/0.002

1402.6917

1289 544n 1500.6864
14

O

1526.6

Annotated MS/M S spectra:
4700 MS/MS Precursor 1803.91 Spec #1 MC[BP = 1804.0, 1079]
100
90
80
70
2 60
)
8
£
= 50
40
30
904.5013
20
385.1963
1104.5552
10 175.1225 7743195
, 1020.3p24
898! 10154 30
wgfm B
9.0 388.4 767.8 1147 2
Mass (m/z)

20

1803.9449
10791

1760.8328

1787.5449
17$9.9530




ssp No.: 424

sequenceidentified: AFYAVSALIR

the precursor m/z and charge observed: 1110.6155

score/E-value for this peptide: 53/0.013

Annotated MS/M S spectra:
4700 MS/MS Precursor 1110.62 Spec #1 MC[BP = 175.1, 2261)
100+ 175.1452 e
453.2657
90 {
80
70
382.2194
> 60
0
c
]
£
°\° 50
40 1042.7697
30 1094.6143
552.3519
271.2121 1044.7167
2 26212 (4000 4723718 | o 1065.7169
: 089.4852
1121192 2191379 621.3602 692 4111 1 62
101 7234384 8235422
892.5636 7286
| 81431 \ 6944517 7944472 963.5668
1 371,
o 318.491 e UOWWM»M L
242 475 708 941 1174

Mass (m/z)
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ssp No.: 524
sequence identified: SDQNLFSTEGADTIEIVNR
the precursor m/z and charge observed: 2109.0349

score/E-value for this peptide: 170/1.1e-014

Annotated MS/M S spectra:
4700 MS/MS Precursor 2109.03 Spec #1 MC[BP = 844.5, 623]
844 5141
L | 6229
%0
175.1028
80
70
> 60
'a
[
@
$ 1907.0548
= 50
3 2048.0530
501.2096
40
% 112,0824 P —
|
8s00gs 2721140 20509148
20 {orgeso | 2015
7434479
\
10 834 704.3834 966.562 1216.7596 1
665.0116
2l175p5782420 jzg 4786 897 $528103).6398 1317.7477 1087333 e pray | one 4205‘ 0652
! aﬁﬁiﬁmwmw Y RO Y T O P L -
9.0 4528 896.6 13404 1784.2 22280
Mass (m/z)
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ssp No.: 1150

sequenceidentified: LEGLFNELGCEAK

the precursor m/z and charge observed: 1479.7294
score/E-value for this peptide: 43/0.099

Annotated MS/M S spectra:
4700 MS/MS Precursor 1479.73 Spec #1 MC[BP = 1443.7, 425)

100

464.2537
70

564.2745 677.3721

% Intensity

175.1345

1067.5405

806.3855
987.5137

920.5071

20
507.2360
316.1496 830.4456

1121413

1104212 266.1546
101 86,1579
| 427328 129.

3 lduia!
9 320 631 942
Mass (m/z)

357.2201

23

1443.7501
424
1448.0146

1402 5867

437.5653
1453.7417

1457.5303
1459.9154




ssp No.: 2250

sequence identified: SLNIEVEDLGITSYYNIGAEVGR

the precursor m/z and charge observed: 2512.2803

score/E-value for this peptide: 66/0.00022

Annotated MS/M S spectra:
4700 MS/MS Precursor 2512.28 Spec #1 MC[BP = 1613.1, 360]
- 1613.1708
90
80
112.0007
70
175.1321331.2035
> 60 315.1741
i
c
o
£
o 50
86.1083
40
2321425 588.3630
700716
7014376
201.1266355.1819 ' 17282474
7754692
2 o org6241 12288279
136,0056 8185421 16752772 19565183 |
i 1141|7640 o L ' 23405261
10+ 43 2306.5984 |
dadll 1097647 worarzzr) 8 7i 2 1a40.1753 !
ileiko
oM | i W .
9 538 1067 1596 2125

Mass (m/z)
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ssp No.: 2611
sequenceidentified: QIDELSTFSDTPAPSVTR
the precursor m/z and charge observed: 1963.9510

score/E-value for this peptide: 64/0.00054

Annotated MS/M S spectra:
4700 MS/MS Precursor 1963.95 Spec #1 MC[BP = 828.6, 1977]
8285854

100 19770

90

80

70
> 80
]
§
£ 175.1310
e 50

O 200818

86.1095
30 727.5045
$ 1608.1809
20 112.0981
2141846 542.3609 1920.1278
10 358.2074 7845322 |
3752741 582 3168 332 5889 1091.7428 1278 - 1479‘0941 1680.3776 1P03-2704
3 31 12 25 gg1 4632 10946897 14753570
o kbl ! i Wi okt e el s L g
9.0 4222 835.4 mss 1661.8 2075.0

Mass (m/z)
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ssp No.: 3725

sequenceidentified: NPANFDVDNVR

the precursor m/z and charge observed: 1260.5808

score/E-value for this peptide: 52/0.016

Annotated MS/M S spectra:
4700 MS/MS Precursor 1260.58 Spec #1 MC[BP = 70.1, 382]
70.0804
i 3820
90 {
80
388.2502
70
. » 175.1302 1058.2584
]
8 602.4120
5
» 80
72,0888 1056 2703
40 {
% 112.0941
22,9986 = 1072.2286
20 110.0823 397.2147 1193.8370
2831331 ‘
i 1 14o1 ;;6 [ 2iajers 71240 45371 6424079 - 1198.7487
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ssp No.: 4159

sequence identified: YANDY SGLVNVATCDGFVEER

the precursor m/z and charge observed: 2379.0769

score/E-value for this peptide: 112/4.6e-009

Annotated MS/M S spectra:
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ssp No.: 4422
sequenceidentified: ILDQGQAGDNVGLLLR
the precursor m/z and charge observed: 1681.8540

score/E-value for this peptide: 144/7.4e-012

Annotated MS/M S spectra:
4700 MS/MS Precursor 1681.85 Spec #1 MC[BP = 784.5, 3960]
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ssp No.: 4803

sequence identified: NQPPAETNPVIVHPLEFAGR

the precursor m/z and charge observed:
score/E-value for this peptide: 76/3e-005

Annotated MS/M S spectra:
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ssp No.: 5242

sequence identified: LGVDQLVLAGLESEAK
the precursor m/z and charge observed: 1641.8945
score/E-value for this peptide: 63/0.00095

Annotated MS/M S spectra:

4700 MS/MS Precursor 1641.89 Spec #1 MC[EF = 733 4. 927]
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ssp No.: 7204
sequenceidentified: VIVVEAVVPVVPEANAYLR

the precursor m/z and charge observed: 2037.1680
score/E-value for this peptide: 86/2.2e-006

Annotated MS/M S spectra:

4700 MS/MS Precursor 2037.17 Spec #1 MC[EFP = 2038.0. 2358]
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ssp No.: 7503

sequenceidentified: GNTAAAIVSGTVLGLYEDNR
the precursor m/z and charge observed: 2021.0631
score/E-value for this peptide: 124/5.4e-010

Annotated MS/M S spectra:

4700 MS/MS Precursor 2021.06 Spec #1 MC[BP = 2021.8, 11661]
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ssp No.: 7717
sequenceidentified: NVQIIFSEDFGTEGR

the precursor m/z and charge observed: 1711.8552
score/E-value for this peptide: 58/0.0028

Annotated MS/M S spectra:

4700 MS/MS Precursor 1711.86 Spec #1 MC[EFP = 666.3. 413]
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ssp No.: 7934

sequenceidentified: LTDSFLDGTSSVYLEELQR
the precursor m/z and charge observed: 2173.1211
score/E-value for this peptide: 133/5.3e-011

Annotated MS/M S spectra:

4700 MS/MS Precursor 2173.12 Spec #1 MC[BP = 2173.8, 2740]
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ssp No.: 8314

sequenceidentified: FADINNAYEVLSDSEKR

the precursor m/z and charge observed: 1970.9670

score/E-value for this peptide: 114/5.7e-009

Annotated MS/M S spectra:

4700 MS/MS Precursor 1970.97 Spec #1 MC[EF = 1970.8. 3762]
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ssp No.: 8801

sequenceidentified: ALPTYTPESPADATR

the precursor m/z and charge observed: 1589.7849

score/E-value for this peptide: 62/0.0012

Annotated MS/M S spectra:

% Intensity
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ssp No.: 9418

sequenceidentified: SVSINEFLKPAEGER

the precursor m/z and charge observed: 1675.9115
score/E-value for this peptide: 82/1.1e-005

Annotated MS/M S spectra:

4700 MS/MS Precursor 1675.91 Spec #1 MC[EFP = 1675.8. 2580]
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