Supplementary Material

Figure S1. The sequence of the homologues of the identified barley proteins. (Matched
peptides shown in Bold Red. When the protein was selected as the predicted protein, the
sequence of the predicted protein was blasted using blastp algorithm. The protein with the
highest score was then selected as the functional homolog of “the predicted protein™ and it
was also presented in Table 1).

Spot 1. Predicted protein; gi|326517328; BAK00031; Score: 3526; [Hordeum vulgare subsp. vulgare].
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heat-shock protein; CAA82945; [Secale cereale].

Spot 2. Predicted protein;
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2581;[Hordeum vulgare subsp. vulgare].
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70 kDa heat shock protein; ACT65562.1; [Triticum aestivum].

LBEVEWERCGEE
HSLYSHEEVE
DAGTITITDS
IGQFEVEEYS
EFMLTRGTOIL
ETVEVEEEES
EVEETEYHEF
EIMNPETENI
EILOESRIVE

CIEDSGHOFER
LOSAKTREFL
LELGDEDEDE
GEFGHSANME
HEFESTERER
ESGCTEEAETN

RPRGLIMEVT
RYTEGGERLY
VWVRDENGHNVE
TVEAYFHNDED
VEDLEEGETED
NDEGIDLLED
IEATLSRAEF
IPSVOETVRE
PLSIGLETLG
EFVRDNESLG
EQDITITGAS
TEEQLEELGD
HMOIGQAMYND
SH




Int. J. Mol. Sci. 2012, 13

Spot 3. Predicted protein; gi|326506132; BAJ91305; Score: 5974;[Hordeum vulgare subsp. vulgare].
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heat shock protein 70; CAA47948.2; [Oryza sativa Indica Group].

Spot 4. RuBisCO large subunit-binding protein subunit alpha, chloroplastic (60 kDa
chaperonin subunit alpha); gi|134102; P08823; Score: 15416; [Triticum aestivum].
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Spot 5. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa
chaperonin subunit beta); gi|2493650; Q4383 1; Score: 11239; [Secale cereale].
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Spot 6. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa
chaperonin subunit beta); gi|2493650; Q4383 1; Score: 4325; [Secale cereale].

51
101
151
201
251
301
351
201
451

GADARFKEIRFD
HDGVTIARAL
FLGILSVTSG
SACHNDELIGR
SPOFVINLEK
LAEDITGEALL
LAFDLGLLVE
KELSETDSIY
HATFARIEEGS
APASLIANNA
VTRCRLOWRL

PQIVHDGVTIV
QCLIAECGVEWV
AAVSAGHNYE
GYISPYFWVTD
LIIAEDIEQE
GTVIRDEVGL
QIENLIERRE
DALNATERARV
ALCYPLELIR
DPTEVVECCL

PQIVHDEVTIV
QGLIAEGVEV
ARVEACHNYE
GYISPYFVTD
LIIREDIEQE
GIVIRDEVGL
QIENLIERRE
DALMATHEARV
ALCYPLELIR
DPTEVVECCL

QESDARLOAG
ELANPMENAG
ANPVSELEHGI
MIADATDEVGE
SIVEFENARV
TLVVNELRGL
HATVDOLGTA
DSEKLRERIL
IVBEEZREYT
GVEGEVVIEK
SVSGHMVLTTQ

AREVELEDPV
IAARCANEVOL
IGHMIAEARMS
SEFMTTEYEN
ALATLVVMEL
TLDEADNTVL
QDYEEEELNE
EBGIVVGEEE
FMAGVHGEVV
EHRRSVAKRTFE

LEEVELEDEV
IARGANPVOL
IGHMIAERMS
SEFMTTEYEN
ALATLVVHEL
TLOFEADMNTVL
QLYEEEELNE
EEGIVVGEEE
FHAGVHGESVV
EHAASVAFTE

VEFLAMAVCEV
ARLIBEVASE
DETVOGLIEE
PDGVLSIESS
LITDQEITSI
INVAARTFRDE
REITIHOTTT
KLSGEVAVIE
HLETYVERTIE
IEESEWEMEY
AIVVEEPEDE

ENIGAKLVER
TRGIEKTREA
KVGREGVVTIL
CELLLVDEEI
BEELEICRIE
GTAAKVVLIE
BIAFLAGEVE
TLLRLAREWVD
TEEVLSHMDHF
LTISDWVVVVEL

ENIGAKLVEQ
TRGIEKTIRER
EVGREGVVTL
CELLLVIEEKI
RGSLEICRIE
GTARKVVLTE
RIRFKLAGGEVA
TLLRLAAEVD
TEEVLSHONE
LTISDVVVVEL

TLEPREENTT
THDSAGDGETT
LERERRDVER
SEFETITVIVE
FEIIPLLEQT
FGERRFAVLD
TLIADAASED
VGATTETELE
ETIEDHDERL
NAMTDEYENL
FEVAEPREZD

ARRKTNDLAG
LVLELEEMSE
EEGRSSENNL
THRARDLINVL
APGFEERKETD
ESTTIVGDGES
VIQVGAOTET
ATEDTLENDE
FEGYHMAATED
FEFPERRFLEN

LEFTHDLAG

VLELEFMSE
EECGRSSENNL
THARDLINVL
RDEFEERETR
ESTTIVGDGES
VIQVGRQTET
AIKDTLENDE
EFGYNAATED
KEPERRDPLEM

TPSYVAFTDS
ELWPFEVVAG
STVENAVVIV
EHASSVGEEN
HEMWVHHEFVOE
DELFEGIDFY
VLVGGSTRID
NEEVJDLLLL
QPGVLIOVYE
ILWVSREDET

LOEYCGHNEEWVWY
TACVLARELT
SCDIFAVAST
ECMEIDRGYI
TOQLRECPLEIV
DIAIVTGAEY
FIQARVAQLE
DROLEIEDRE
GADIIQEATQ
IESGVIDPAK
L5V

DGTTTSVVLA
EVEDSELADV
YVVEGHMOFER
EEATRGQYEI
YLDDIATLTG
TQEEVIERVE
ELEEFKFLEVE
QEVGAEIVEER
YEDLMAAGCIT
PMINSGEGEY

DETTTSVVLA
EVEDSELADV
YWWVEGHOFER
EEATIRGQYFI
YLODIAILTG
TOEEVTERVE
ELEEFEKLEVE
QEVGAEIVEER
YEDLMAAGIT
EMOMSGEFCY

S2



Int. J. Mol. Sci. 2012, 13 S3

Spot 7. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa
chaperonin subunit beta); gi|2493650; Q4383 1; Score: 2326; [Secale cereale].
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Spot 8. Predicted protein; gi|326490439; BAJ84883; Score: 2492; [Hordeum vulgare subsp. vulgare].
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Any recognized protein with high homology.

Spot 9. Os06g0114000—hypothetical protein similar to 60 kDa chaperonin (Protein
Cpn60); gi|115466004; NP_001056601; Score: 2136; [Oryza sativa Japonica Group].
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Spot 10. Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplastic;
(RuBisCO activase A);

subsp. vulgare].
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Spot 11. RuBisCO large subunit-binding protein subunit beta, chloroplastic; (60 kDa
chaperonin subunit beta); gi|2493650; Q4383 1; Score: 1048; [Secale cereale].
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Spot 12. Chloroplast translational elongation factor Tu; gi|6525065; AAF15312; Score:
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1269; [Oryza sativa Japonica Group].
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Spot 13. Ribulose bisphosphate carboxylase activase B; gi|7960277; AAF71272; Score:
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1735; [Triticum aestivum].
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Spot 14. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa
chaperonin subunit beta); gi|2493650; Q4383 1; Score: 1075; [Secale cereale].
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Spot 15. Predicted protein; gi|326523629; BAJ92985; Score: 3733; [Hordeum vulgare

subsp. vulgare].
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Any recognized protein with high homology.
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Spot 16. Ferredoxin-NADP(H)oxidoreductase; gi|20302473; CAD30025;

[Triticum aestivum].
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Spot 17. Predicted protein; gi|326500884; BAJ95108; Score:

subsp. vulgare].
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Any recognized protein with high homology.
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Spot 18. cp31BHv (nucleic acid-binding protein); gi|3550483;
[Hordeum vulgare subsp. vulgare].
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Spot 19. cp31BHv (nucleic acid-binding protein); gi|3550483; CAA11893; Score: 1170;
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[Hordeum vulgare subsp. vulgare].
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1011; [Hordeum vulgare
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Score: 1976;

Score: 1081;
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Spot 20. Predicted protein; gi|326504940; BAKO06761;Score: 3114;[Hordeum vulgare
subsp. vulgare].

1 TEEQVWESEY AGTEVEYNHNS KHLIMFEDDI IGILESDOVE DMEPLNOEVL
51 IEVAEASDET EAGLILTETT EEEPSIGIVV AVGPESLDEE GHROPLSVSE
101 GSTVLYSEYR GEEFEGTDET NYIVLEVSDV MAELS

Blast
Chaperonin; ACG41110.1; [Zea mays].

Spot 21. Predicted protein; gi|326490876; BAJ90105; Score: 348;[Hordeum vulgare subsp. vulgare].

1 MALRETSPLAE ARTVAREPHRPR SLTRCESREEL QEISCQATTD RSGEENASNT
51 SPREFDPEWEVER VERARLARLYVY TAMPRHRDLN EYERDQRZEF G LLQFEH
101 ADLENTVHVN ENFREAMFTS ADMBESDFSC STERGRAYMEE RVAFEANFTG
151 ADLSDTLMDE MVLNEANLTN AVLSRIVLIE SDLGGATIEG ADFSDAVIDL
201 PQELALCEYA SGTHPITGEVS TEESLECGHNE RENHAYGSPSS PLLSAPPEEL
251 LDEDGFCDEA SGLCDAE

Blast
Any recognized protein with high homology.

Spot 22. ES2A [gibberellic acid (GA3)inducible]; gi|929669; CAAS55976; Score: 987;
[Hordeum vulgare].

1 MEIWLQEESC EVVETTOVEA GEATEMASET GOSIODRAVE REDQTGSFLG

51 EESERVTESA SETTEAREFM CCERMEENVSE TVQASQDRAV EGEDQTASFL

101 GEETEAVEET ATETADARKE ESTEAARQHVD DTAAEYTEDT DVAPEENVEQ
151 FAGGHIVGAR TDAFDAVMHT LEMGEDE

Spot 23. Predicted protein; gi|326504940;BAK06761;Score: 230;[Hordeum vulgare subsp. vulgare].

1 TESQVVYSEY AGTEVEYNNS EHLIMEEDDI IGILESDDOVE DMEPLMDEVL
51 IEVAEASDET EARGLILTETT EEKPSIGIVV RVEPESLDEE GHRQPLSVSE
101 GSTIVLYSKEYR CGEEFECGTDET NYIVLEVEDV MRELS

Blast
Chaperonin; ACG41110.1; [Zea mays].

Spot 24. 0s02g0622400; gi|115447377; NP_001047468; Score: 113;[Oryza sativa Japonica Group].

1 MARETVFTESL EGMEHVESES SVILTEFFLD VCEQILEVLD KFGAAMATLVE

51 SDIGGNITRL ENEYSSDPSE YEQLYSHMVQE EVQRETAREGS SSCINGLLWL
101 TRAMDFLVEL FRNLLEHCDW THMEQACTDSY TETLEEWHGW LASSSEFTVAM
151 KLAFNEEFFM EVISGTGDIE ADIEEFCITF YPFLEENHDF LASVELDDLE

201 RE

Blast
glycolipid transfer protein-like; BAD22518.1|;[Oryza sativa Japonica Group] >.
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Spot 25. Unnamed protein product; gi|11587; CAA25265; Score:

51
101
151
201
251
a1
351
401

MEPOTETEAG
EERGRRVELE
VAYPLDLFEE
PPHGIOVERD
EDDENVNSQP
IKBAVFRREL
IDRQENHGME
DDFIEKDRRR
QFEEETLEHE

VEFQAGVEDY
SETGIWITVW
GSVIHMFTSI
ELMEYGRELL
FMEWRDRFVE
GVPIVHMHDYL
FREVLAERLEM
GIFEFTQDRVS
WENADZRLEN

FELTYYTPEYE
TDGELTSLORY
VEHMVEEFERL
GCTIEPELCL
CRERIYKSQR
TEEFTANTITL
SEGDHIHSET
MEPGVIFVASG
'TT T Eh

TEDTDILAAF

KGRCYHIEEV
BALELEDLET
EAENYCRACY
ETGEIRGHYL
AHYCRINGLL
TVEZELEGERE
GIHVWHMPAL

708; [Hordeum vulgare].

BV

ECLRGGLDFT
HATRETICEEM
LEIHRAMHRT
HTLGFVDLLE
IEIFGDDSVL

Blast
ribulose 1,5-bisphosphate carboxylase/oxygenase large subunit; YP_874661.1; Hordeum vulgare
subsp.

Spot 26. Germin-like protein 1; gi|4239821; BAA74702; Score: 2249;[Oryza sativa].

1 W LLSFLLLPFFS SMALTQDFCV RDLTCSDTPR
51 GDFE AGHNTEHLIEA AVTPAFVGOF PEVHNGLGISA
101 W ELLEVIQGEIV ARCFITSSSN TVETRILYAG DIMVEPQGLL

151 H¥Q VEEVTFLODA

201

RVRLVEFIGE

(o]

NEPGLQINDYR LEANNLPSAT

Spot 27. Predicted protein; gi|326500102; BAJ90886; Score: 161;[Hordeum vulgare subsp.
vulgare].

ARFRGERIDW DGMAFMLVSE
IDWEYYREGI GEEVVIMYEE
EREKTSLEES ERIEEEIREM
BNDIWGE

HEGVEEVADV
QTEFSQERDD
EFDALLVELE
ELEEEFDDEM

EARKEFRNLE. RTFEDVNHOL
AYDSIETPEY VDIVIPRYEFE
FEMEFKFEISTM TADEYFAKHE

51
101
151

Blast
ATP synthase D chain, mitochondrial, putative; AAT40531.1; [Solanum demissum].

Spot 28. Eukaryotic translation initiation factor 5A1; gi|74048999; AAZ95171; Score: 447,

[Triticum aestivum].

1 1‘-"—""'I"E]--]FE SERDECREFT YPQQAGRIDK GGHIVIKARP
i FVAIDIFNGE ELEDIVEPSSH NCOVPHVDRQ
HTEDDLELPT DDOVLLGOIKT GEADEEDLI
E

SVHMSLMCEEQ

151 'CJ‘:'IE'E E'E'a

Spot 29. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa
chaperonin subunit beta); gi|2493650; Q43831; Score: 1069; [Secale cereale].

51
101
151
201
251
3o
351
401
451

PQIVHDGET

QELIAECVEW I

REVIREHNTE
CYISPYFVTID
LIIAEDIEQE
GTVIRDEVEL
ENLIERLE
ALNATERAV
ALCYPLELIL
DPT EVVECCL

ENIGEELVREQ AR?
TRGIEKTRER
KVGREGTVTIL

H CELLLVIDEEI
ALATLVVHEL
TLOFADMNTVL
QDYEKEKLNE
EEGIVVGGEEE
FHAGVHGEVWY
EHRRSVRKTF

BEELEICRIE
GTAREVVLTE
EIRFLREEVER
TLLELEREVD
TEEVLSMDNFE
LISDWWWVEI

ARRETHDLAEE
LVLELEFMEE
EEGRSSENNL
THARDLINVL
RDGFEERETQ
ESTTIVGDGES
VIQVERITET
AIKDTLENDE
FFGYMARTED
FEFERRPLEN

DEITTISVVLRE
EVEDSELADV
IVVEGHMOQFER
EERTIRGQYEI
YLODIAILTG
TQEEVTERVL
ELEEKKLEVE
QEVGAEIVER
YEDLMAAGIT
PMONSGEGY
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Spot 30. Predicted protein; gi|326496140; BAJ90691; Score: 567;[Hordeum vulgare subsp.

vulgare].

51
101
151
201

Blast

MERRTESFAT LRVARDRLLE
LOTRARFVAS RSREPYATLEL
GDDVPQTVEN FRALCTGEKG
KSIYGRTFED ENFQLVHATGE

HVWFGOVLEC MDIVEMIESS

QPRALLARRFAD SERLELECEVE EVASPRLEVE
QSEVINEVYF DINIGNEVGE NVGRIVIGLY
VIEDFMIQGEE DFDEGHGTEE
GVLSMBNRCP NTRGSQFFIC TVETPWLDGR

ETDRCDRPEE EVVISECGEL EVV

cyclophilin-like protein; AAP44537.1; [Triticum aestivum)].

S8

Spot 31. Huntingtin interacting protein K; gi|195632082; ACG36699; Score: 142; [Zea mays].

51
101

MCARCDERAL MRRSARRRCE
ROLDSSEVOS AMAATASSEE
ELDEEIRERT LREEEGDAVA

GAREGEGAVD SKDLQOOEKA LDELTDHVED
LDWHEMBLEE FELAARVEINEP ROVEIIASEL
AVEFLLE



