Supplementary information

Protein profiling of water and alkali soluble cottonseed protein isolates

Zhonggqi He **, Dunhua Zhang 2, and Heping Cao !
'USDA-ARS, Southern Regional Research Center, New Orleans, Louisiana, USA

2 USDA-ARS, Aquatic Animal Health Research Unit, Auburn, Alabama, USA

* Corresponding author

Email address: zhonggi.he@ars.usda.gov (ZH)




Supplemental Figure 1. Taxonomy, protein identification and accession number of the polypeptides identified in CSPw and CSPa
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Beta-xylosidase/alpha-L-arabinofuranosidase 2
Calcineurin subunit B

CBL-interacting serine/threonine-protein kinase 23
Cellular nucleic acid-binding

Chaperone Dnal

Chaperonin CPN60-2, mitochondrial
Desiccation-related PCC3-06

DNA polymerase alpha catalytic subunit-like protein
Elongation factor 1-alpha

Eukaryotic initiation factor 4A-14

Exocyst complex component 7

Flagellar attachment zone 1
Fructose-bisphosphate aldolase, cytoplasmic isozyme
Glucose-6-phosphate isomerase, cytosolic
Glyceraldehyde-3-phosphate dehydrogenase-2C cytosolic
Golgi to ER traffic 4
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HEAT repeat-containing 7A

Heat shock protein 70

Histone H2B

Histone-lysine N-methyltransferase ATX2-like protein
Isocitrate dehydrogenase [NADP]

Kinase PVPK-1

Late embryogenesis abundant protein

Late embryogenesis abundant protein D-19
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Legumin B

Lipid A export ATP-binding/permease MsbA

Low molecular weight heat shock protein

Malate dehydrogenase-2C cytoplasmic
Mitochondrial 2-oxoglutarate/malate carrier
Oleosin 16.4 kDa

Origin recognition complex subunit 1
Peptidyl-prolyl cis-trans isomerase cyp8
Phosphoglycerate kinase, cytosolic
Phototropin-1-like protein

Proteasome subunit beta type-6-like protein
Protein argonaute 4-like protein

Protein lin-54
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Protein NLP8-like protein

Protein yeeZ

Putative ATP-dependent RNA helicase DHX36
Putative vacuolar sorting-associated protein 13B
Putative zinc finger CONSTANS-LIKE 11-like protein
Replication A 70 kDa DNA-binding subunit
Rhamnogalacturonate lyase

RING finger and CHY zinc finger domain-containing 1
Serine/threonine-protein kinase SIK3
Transcription factor BIM2-like protein
Transcription initiation factor TFIID subunit 1-B-like protein
Vacuolar-sorting receptor 1-like protein

Vicilin C72

Vicilin C72

Vicilin GC72-A

Vicilin-like antimicrobial peptides 2-1

Vicilin-like antimicrobial peptides 2-2

V-type proton ATPase subunit B 1

Zfyl
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Gossypium arboreum
Gossypium arboreum
Gossypium hirsutum
Gossypium arboreum
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Gossypium hirsutum
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Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium hirsutum
Gossypium arboreum
Gossypium hirsutum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum
Gossypium arboreum

RepID
AOAOBOMEY6_GOSAR
AOAOBON8P7_GOSAR
Q39787_GOSHI
AOAOBOMK71_GOSAR
AOAOBOPCC1_GOSAR
AOAOBOMZ40_GOSAR
AOAOBONIJS5_GOSAR
AOAOBONW?28_GOSAR
AOAOBONBX6_GOSAR
AOAOBOMQ65_GOSAR
C6GFP3_GOSHI
AOAOBONEY9_GOSAR
AOAOBONRG9Y_GOSAR
AOAOBONVJ7_GOSAR
AOAOBOMSB9_GOSAR
AOAOBOPLC6_GOSAR
AOAOBONFA8_GOSAR
AOAOBON9Z5_GOSAR
AOAOBONEL3_GOSAR
AOAOBOP186_GOSAR
AOAOBOMUP2_GOSAR
AOAOBOPW69_GOSAR
AOAOBONTH5_GOSAR
AOAOBON935_GOSAR
AOAOBOMUW?2_GOSAR
AOAOBOMV73_GOSAR
AOAOBONB99_GOSAR
AOAOBOPS63_GOSAR
AOAOBOQ1K1_GOSAR
D2D320_GOSHI
AOAOBONGQO_GOSAR
AOAOBONJOO_GOSAR
AOAOBOMIGY_GOSAR
AOAOBONGF3_GOSAR
AOAOBOP335_GOSAR
LE19_GOSHI
LEGA_GOSHI
LEGB_GOSHI
AOAOBONQZ1_GOSAR
ABWCV3_GOSHI
AOAOBONLV9_GOSAR
AOAOBOPRO2_GOSAR
OLEO7_GOSHI
AOAOBOMHO5_GOSAR
AOAOBOPOB2_GOSAR
AOAOBONNS51_GOSAR
AOAOBOMNY7_GOSAR
AOAOBOPP74_GOSAR
AOAOBONX11_GOSAR
AOAOBOP3S6_GOSAR
AOAOBOPWY7_GOSAR
AOAOBOMLLY_GOSAR
AOAOBOMFB1_GOSAR
AOAOBOPXH7_GOSAR
AOAOBONXF5_GOSAR
AOAOBOQ151_GOSAR
AOAOBOMSM1_GOSAR
AOAOBOMS5NS8_GOSAR
AOAOBONK68_GOSAR
AOAOBONNV2_GOSAR
AOAOBOPND5_GOSAR
AOAOBONUGS8_GOSAR
AOAOBOPFQO_GOSAR
VCLB_GOSHI
AOAOBON1K7_GOSAR
VCLA_GOSHI
AOAOBOPET1_GOSAR
AOAOBOPUP3_GOSAR
AOAOBOPNB1_GOSAR
AOAOBONWH3_GOSAR

Accession Number
AOAOBOMEY6
AOAOBONS8P7
Q39787
AOAOBOMK71 (+1)
AOAOBOPCC1
AOAOBOMZ40
AOAOBONJS5
AOAOBONW?28 (+1)
AOAOBONBX6
AOAOBOMQ65
C6GFP3
AOAOBONEY9
AOAOBONRGY
AOAOBONVJ7 (+1)
AOAOBOMSB9
AOAOBOPLC6
AOAOBONFAS (+1)
AOAOBON9Z5
AOAOBONEL3
AOAOBOP186
AOAOBOMUP2
AOAOBOPW69
AOAOBONTH5
AOAOBON935
AOAOBOMUW?2 (+1)
AOAOBOMV73
AOAOBONB99
AOAOBOPS63
AOAOBOQ1K1
D2D320
AOAOBONGQQ (+1)
AOAOBONJOO
AOAOBOMIG9 (+1)
AOAOBONGF3
AOAOBOP335 (+1)
P09443

P09802

P09800
AOAOBONQZ1
ASWCV3
AOAOBONLV9
AOAOBOPRO2
P29528
AOAOBOMHO5
AOAOBOPOB2
AOAOBONNS51
AOAOBOMNY7
AOAOBOPP74
AOAOBONX11
AOAOBOP3S6
AOAOBOPWY7
AOAOBOMLL9
AOAOBOMFB1
AOAOBOPXH7
AOAOBONXF5
AOA0BO0Q151
AOAOBOMSM1
AOAOBOMS5NS8
AOAOBONK68
AOAOBONNV2
AOAOBOPND5
AOAOBONUGS
AOAOBOPFQO
P09801
AOAOBON1K7
P09799
AOAOBOPET1
AOAOBOPUP3
AOAOBOPNB1 (+1)
AOAOBONWH3



Supplemental Figure 2. Quantitative values (normalized total ion current) of the polypeptides identified in CSPw and CSPa
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Supplemental Figure 3. The whole amino acid sequence of Vicilin GC72-A and its peptide fragments (colored) identified in Ca5

and Cw5 gel bands
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