
Additional file 4 

Spot No.: A1 

Protein name: Translation elongation factor EFG/EF2 protein 

Peptide sequences: 

R.INIIDTPGHVDFTLEVER.A;K.FEYADIPADLQELAEEYR.S;K.I

MTDPFVGSLTFVR.V;R.AVLVDGSYHDVDSSVLAFQLAAR.G 

Accession No.: Gohir.A11G019900.1.p 

Mascot score: 180                     Sequence coverage %: 9 

Calculated Mr: 86600                               Calculated pI: 5.54 

PFF Searched Score: 

 

Matched peptide sequences: shown in Bold Red: 

  



 

Spot No.: A2 

Protein name: Chloroplast heat shock protein 70-2 

Peptide sequences: 

K.AVVTVPAYFNDSQR.T;R.VKFEELCSDLLDR.L;K.DIDEVILV

GGSTR.I;R.IPAVQELVR.K;K.SEVFSTAADGQTSVEINVLQGER.

E 

Accession No.: Gohir.D09G212600.1.p  

Mascot score: 239                     Sequence coverage %:10 

Calculated Mr: 75693                                Calculated pI: 5.17 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: A4 

Protein name: ATP-dependent zinc metalloprotease FTSH 8 

Peptide sequences: 

R.FLEYLDKDR.V;R.ADILDSALLRPGR.F;K.KFETDVSFDVIAM

R.T;R.TPGFSGADLANLLNEAAILAGR.R;R.ISDSAYEIALQHIR.

N 

Accession No.: Gohir.A01G022900.1.p  

Mascot score: 213                     Sequence coverage %:10 

Calculated Mr: 74627                                Calculated pI: 6.24 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: A6 

Protein name: ATP-dependent zinc metalloprotease FTSH 8 

Peptide sequences: 

K.KVDLFENGTIAIVEAVSPELGNR.V;K.AKENAPCIVFVDEIDA

VGR.Q;K.ENAPCIVFVDEIDAVGR.Q;R.ADILDSALLRPGR.F;K.

KFETDVSFDVIAMR.T;R.TPGFSGADLANLLNEAAILAGR.R;R.I

SDSAYEIALQHIR.N 

Accession No.: Gohir.A01G022900.1.p 

Mascot score: 488                     Sequence coverage %: 15 

Calculated Mr: 74627                                Calculated pI: 6.24 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A8 

Protein name: Chaperonin-60alpha 

Peptide sequences: 

K.EIAFDQSSR.A;K.LADAVGLTLGPR.G;R.AIELPNAMENAGAA

LIR.E;R.GYISPQFVTNPEK.L;K.LICEFENAR.V;K.AVLQDIAILT

GAEFQANDLGLLIENTSVEQLGIAR.K;K.DSTQIIADAASKDEIQ

AR.V 

Accession No.: Gohir.A13G232000.1.p  

Mascot score: 623                     Sequence coverage %: 19 

Calculated Mr: 62143                                Calculated pI: 5.15 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A9 

Protein name: Chaperonin-60alpha 

Peptide sequences: 

K.EIAFDQSSR.A;K.LADAVGLTLGPR.G;R.AIELPNAMENAGAA

LIR.E;R.GYISPQFVTNPEK.L;K.LICEFENAR.V;K.AVLQDIAILT

GAEFQANDLGLLIENTSVEQLGIAR.;K.DSTQIIADAASKDEIQA

R.V 

Accession No.: Gohir.A13G232000.1.p  

Mascot score: 590                     Sequence coverage %: 19 

Calculated Mr: 62143                                Calculated pI: 5.15 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: A12 

Protein name: Protein disulfide-isomerase 

Peptide sequences: 

K.VDANEESNKDLANEYEVR.G;K.LDATANDIMDPNFDVR.G;R.

GYPTVYFR.S;R.SADGNISAYEGER.T 

Accession No.: Gohir.D05G270900.1.p 

Mascot score: 162                     Sequence coverage %: 11 

Calculated Mr: 55800                                Calculated pI: 4.89 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A13 

Protein name: Chaperonin Cpn60/TCP-1 family 

Peptide sequences: 

K.SAENSLYVVEGMQFDR.G;R.GYISPYFVTDSEK.M;R.DLINIL

EDAIR.S;K.AAVEEGIVVGGGCTLLR.L 

Accession No.: Gohir.D10G200300.1.p  

Mascot score: 278                     Sequence coverage %: 9 

Calculated Mr: 64709                                Calculated pI: 5.72 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 



Spot No.: A15 

Protein name: Chaperonin Cpn60/TCP-1 family 

Peptide sequences: 

K.SAENSLYVVEGMQFDR.G;R.GYISPYFVTDSEK.M;R.DLINIL

EDAIR.S;R.KSQYLDDIAILTGGTVIR.D;K.SQYLDDIAILTGGTV

IRDEVGLSLDK.A;K.AAVEEGIVVGGGCTLLR.L 

Accession No.: Gohir.D10G200300.1.p  

Mascot score: 469                     Sequence coverage %: 13 

Calculated Mr: 64709                                Calculated pI: 5.72 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A17 

Protein name: ATP synthase subunit beta 

Peptide sequences:  

K.GQDTAGQQINVTCEVQQLLGNNR.V;K.VVDLLAPYR.R;K.A

HGGVSVFGGVGER.T;K.VALVYGQMNEPPGAR.M;R.VGLTAL

TMAEYFR.D;R.DVNEQDVLLFIDNIFR.F;R.FVQAGSEVSALLG

R.M 

Accession No.: Gohir.A03G084900.1.p 

Mascot score: 653                     Sequence coverage %: 20% 

Calculated Mr: 53611                                Calculated pI: 5.22 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A20 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V;K.AAQQVGVPVPEGCTDP

NADNFDPTAR.S 

Accession No.: Gohir.A06G166200.1.p  

Mascot score: 707                     Sequence coverage %: 24 

Calculated Mr: 51953                                Calculated pI: 5.37 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: A21 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLGR.V;R.LIESPAP

GIISR.R;K.ASSVAQVVTTFQER.G 

Accession No.: Gohir.D01G031800.1.p 

Mascot score: 323                     Sequence coverage %: 10 

Calculated Mr: 55437                                Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 



Spot No.: A22 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

R.ADEISNIIR.E;K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLG

R.V;R.LIESPAPGIISR.R;R.SVYEPLQTGLIAIDSMIPIGR.G;K.AS

SVAQVVTTFQER.G;K.QSQSAPLTVAEQISTIYTGTNGYLDSLE

IGQVR.K 

Accession No.: Gohir.D01G031800.1.p  

Mascot score: 696                     Sequence coverage %: 23 

Calculated Mr: 55437                                Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: A23 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

R.ADEISNIIR.E;K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLG

R.V;R.LIESPAPGIISR.R;R.SVYEPLQTGLIAIDSMIPIGR.G;K.AS

SVAQVVTTFQER.G 

Accession No.: Gohir.D01G031800.1.p  

Mascot score: 432                     Sequence coverage %: 16 

Calculated Mr: 55437                               Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: A24 

Protein name: ATP synthase subunit beta 

Peptide sequences: 

K.GQDTAGQQINVTCEVQQLLGNNR.V;R.GMEVIDTGAALSVP

VGGATLGR.I;K.AHGGVSVFGGVGER.T;K.VALVYGQMNEPP

GAR.M;R.VGLTALTMAEYFR.D;R.DVNEQDVLLFIDNIFR.F;R.F

VQAGSEVSALLGR.M 

Accession No.: Gohir.A03G084900.1.p  

Mascot score: 857                     Sequence coverage %: 23 

Calculated Mr: 53611                                Calculated pI: 5.22 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B2 

Protein name: ATP synthase subunit beta 

Peptide sequences: 

R.GMEVIDTGAALSVPVGGATLGR.I;K.VVDLLAPYR.R;K.AHG

GVSVFGGVGER.T;K.VALVYGQMNEPPGAR.M;R.VGLTALTM

AEYFR.D;R.DVNEQDVLLFIDNIFR.F;R.FVQAGSEVSALLGR.M 

Accession No.: Gohir.A03G084900.1.p  

Mascot score: 547                     Sequence coverage %: 20 

Calculated Mr: 53611                                Calculated pI: 5.22 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: B3 

Protein name: tubulin alpha-3 

Peptide sequences:  

R.AVFVDLEPTVIDEVR.T;R.LISQTISSLTTSLR.F;R.FDGAINVD

ITEFQTNLVPYPR.I;R.AVCMISNNTAVAEVFAR.I;R.AFVHWYV

GEGMEEGEFSEAR.E 

Accession No.: Gohir.A11G076100.1 

Mascot score: 369                     Sequence coverage %: 19 

Calculated Mr: 50264                                Calculated pI: 5.01 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: B4 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.A06G166200.1.p 

Mascot score: 604                     Sequence coverage %:19 

Calculated Mr: 51953                                Calculated pI: 5.37 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B5 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.D06G171700.1 

Mascot score: 804                     Sequence coverage %:24 

Calculated Mr: 51953                                Calculated pI: 5.37 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B6 

Protein name: Rubisco activase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;R.VPIIVTGNDFSTLYAPLIR.D;K.FY

WAPTR.E;R.IGVCTGIFR.T;K.LVDTFPGQSIDFFGALR.A;K.YLS

EAALGNANDDAIKR.G 

Accession No.: Gohir.A10G221700.1.p 

Mascot score: 476                     Sequence coverage %:19 

Calculated Mr: 48189                                Calculated pI: 5.40 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 



Spot No.: B7 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V;K.AAQQVGVPVPEGCTDP

NADNFDPTAR.S 

Accession No.: Gohir.A06G166200.1.p  

Mascot score: 849                     Sequence coverage %:24 

Calculated Mr: 51953                                Calculated pI: 5.37 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: B8 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V;K.AAQQVGVPVPEGCTDP

NADNFDPTAR.S 

Accession No.: Gohir.A06G166200.1.p 

Mascot score: 819                     Sequence coverage %:24 

Calculated Mr: 51953                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B10 

Protein name: S-adenosylmethionine synthetase 2 

Peptide sequences: 

K.VLVNIEQQSPDIAQGVHGHFTK.R;K.TIFHLNPSGR.F;R.FVIG

GPHGDAGLTGR.K 

Accession No.: Gohir.D07G135100.1.p  

Mascot score: 144                     Sequence coverage %:11 

Calculated Mr: 43468                                Calculated pI: 5.49 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B17 

Protein name: Actin 7 

Peptide sequences: 

R.AVFPSIVGR.P;R.AVFPSIVGRPR.H;K.IWHHTFYNELR.V;R.V

APEEHPVLLTEAPLNPK.A;K.NYELPDGQVITIGAER.F 

Accession No.: Gohir.A03G105800.1.p  

Mascot score: 389                     Sequence coverage %:14 

Calculated Mr: 41913                                Calculated pI: 5.31 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B18 

Protein name: RAB GTPase homolog E1B 

Peptide sequences: 

K.KYDEIDAAPEER.A;R.GITINTATVEYETENR.H;R.QTDLPFL

LAVEDVFSITGR.G 

Accession No.: Gohir.A03G057300.1.p  

Mascot score: 158                     Sequence coverage %: 9 

Calculated Mr: 52793                                Calculated pI: 6.21 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B19 

Protein name: Glutamine synthetase 

Peptide sequences: 

K.WNYDGSSTGQAPGEDSEVILYPQAIFKDPFR.G;R.GGNNILVI

CDAYTPAGEPIPTNKR.H;R.HKEHISAYGEGNER.R;K.HETASI

NTFSWGVANR.G;R.RPASNMDPYVVTALLAETTLLYEPTLEAE

ALAAQK.I 

Accession No.: Gohir.D02G032300.1.p  

Mascot score: 426                     Sequence coverage %: 27 

Calculated Mr: 47707                                Calculated pI: 7.08 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: B20 

Protein name: Rubisco activase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;R.VPIIVTGNDFSTLYAPLIR.D;K.FY

WAPTR.E;R.IGVCTGIFR.T;K.LVDTFPGQSIDFFGALR.A;K.YLS

EAALGNANDDAIKR.G 

Accession No.: Gohir.A10G221700.1.p  

Mascot score: 523                     Sequence coverage %: 19 

Calculated Mr: 48189                                Calculated pI: 5.40 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 



  

Spot No.: B22 

Protein name: Rubisco activase 

Peptide sequences: 

K.MCCLFINDLDAGAGR.M;R.VPIIVTGNDFSTLYAPLIR.D;K.F

YWAPTR.E;R.IGVCTGIFR.T;K.LVDTFPGQSIDFFGALR.A 

Accession No.: Gohir.A10G221700.1.p  

Mascot score: 491                    Sequence coverage %:15 

Calculated Mr: 48189                                Calculated pI: 5.40 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: C2 

Protein name: Phosphoribulokinase 

Peptide sequences: 

K.ILVIEGLHPMFDER.V;R.VRDLLDFSIYLDISNEVK.F;K.HFSP

VYLFDEGSTISWIPCGR.K;R.LDELIYVESHLSNISTR.F;K.IRDL

YEQITSSK.T 

Accession No.: Gohir.A12G204600.1.p 

Mascot score: 532                     Sequence coverage %:20 

Calculated Mr: 45621                                Calculated pI: 6.14 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C3 

Protein name: Phosphoribulokinase 

Peptide sequences: 

R.ANDFDLMYEQVK.A;K.ILVIEGLHPMFDER.V;R.VRDLLDFSI

YLDISNEVK.F;R.DLLDFSIYLDISNEVK.F;K.EGVEHFSPVYLFD

EGSTISWIPCGR.K;K.IRDLYEQITASK.T 

Accession No.: Gohir.D03G177400.1.p 

Mascot score: 331                     Sequence coverage %:19 

Calculated Mr: 45591                                Calculated pI: 5.96 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C4 

Protein name: Phosphoribulokinase 

Peptide sequences: 

K.GGNPDSNTLISDMTTVICLDDYHSLDR.T;K.ILVIEGLHPMFD

ER.V;R.VRDLLDFSIYLDISNEVK.F;R.KPDFDAFIDPQK.Q;K.EG

VEHFSPVYLFDEGSTISWIPCGR.K 

Accession No.: Gohir.D03G177400.1.p 

Mascot score: 357                     Sequence coverage %:23 

Calculated Mr: 45591                                Calculated pI: 5.96 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C6 

Protein name: Malate dehydrogenase 1 

Peptide sequences: 

R.VLVTGAAGQIGYALVPMIAR.G;K.MELVDAAFPLLK.G;K.G

VVATTDAVEACTGVNVAVMVGGFPR.K;R.ELVKDDAWLNGE

FITTVQQR.G;R.KLSSALSAASAACDHIR.D 

Accession No.: Gohir.D02G045500.1.p 

Mascot score: 255                     Sequence coverage %:28 

Calculated Mr: 35830                                Calculated pI: 6.10 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C7 

Protein name: Coproporphyrinogen-III oxidase 1 

Peptide sequences: 

K.ETLISERPHTFLR.E;K.NPFAPTLHFNYR.Y;K.FDPSFYPR.F;R.

YVEFNLVYDR.G;R.IESILVSLPLSAR.W 

Accession No.: Gohir.A08G050600.1.p 

Mascot score: 281                     Sequence coverage %:14 

Calculated Mr: 44571                                Calculated pI: 6.28 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C8 

Protein name: Ribulose-bisphosphate carboxylases 

Peptide sequences: 

K.DTDILAAFR.V;K.TFQGPPHGIQVER.D;R.AVYECLR.G;R.GG

LDFTKDDENVNSQPFMR.W 

Accession No.: Gohir.A03G084800.1.p  

Mascot score: 250                     Sequence coverage %:9 

Calculated Mr: 54651                                Calculated pI: 6.00 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C11 

Protein name: 30S ribosomal protein, putative 

Peptide sequences: R.AEEDAETVYGSIDLVSSILQR.K 

Accession No.: Gohir.1Z057400.1.p  

Mascot score: 207                     Sequence coverage %:7 

Calculated Mr: 32072                                Calculated pI: 5.53 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C12 

Protein name:  

Peptide sequences:  

Accession No.:  

Mascot score:                     Sequence coverage %: 

Calculated Mr:                                Calculated pI:  

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C14 

Protein name: Photosystem II subunit O-2 

Peptide sequences: 

K.RLTYDEIQSK.T;K.GTGTANQCPTIDGGVDSFAFKPGK.Y;K.F

EEKDGIDYAAVTVQLPGGER.V;K.DGIDYAAVTVQLPGGER.V;

R.VPFLFTIK.Q;K.QLVASGKPDSFGGDFLVPSYR.G;R.GGSTGY

DNAVALPAGGR.G 

Accession No.: Gohir.D11G194600.1.p 

Mascot score: 912                     Sequence coverage %:30 

Calculated Mr: 35293                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C15 

Protein name: 2-phosphoglycolate phosphatase 1 

Peptide sequences: 

K.LIDGVPETLDMLR.S;K.VQYGTLCIR.E;R.ENPGCLFIATNR.D 

Accession No.: Gohir.A02G108400.1.p  

Mascot score: 79                     Sequence coverage %: 9 

Calculated Mr: 41067                                Calculated pI: 8.45 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: C16 

Protein name: Oxygen-evolving enhancer protein 1 

Peptide sequences: 

K.FEEKDGIDYAAVTVQLPGGER.V;K.DGIDYAAVTVQLPGGE

R.V;R.VPFLFTIK.Q;K.QLVASGKPDSFGGDFLVPSYR.G;R.GGS

TGYDNAVALPAGGR.G 

Accession No.: Gohir.A11G188100.1.p   

Mascot score: 343                     Sequence coverage %: 20 

Calculated Mr: 35233                                Calculated pI: 5.84 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.:C17 

Protein name: Oxygen-evolving enhancer protein 1 

Peptide sequences: 

K.GTGTANQCPTIDGGVDSFAFKPGK.Y;K.FEEKDGIDYAAVTV

QLPGGER.V;K.DGIDYAAVTVQLPGGER.V;R.VPFLFTIK.Q;K.

QLVASGKPDSFGGDFLVPSYR.G;R.GGSTGYDNAVALPAGGR.

G 

Accession No.: Gohir.A11G188100.1.p  

Mascot score: 853                     Sequence coverage %: 27 

Calculated Mr: 35233                                Calculated pI: 5.84 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: C18 

Protein name:  

Peptide sequences:  

Accession No.:  

Mascot score:                     Sequence coverage %:  

Calculated Mr:                                Calculated pI:  

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: C20 

Protein name: Ribose 5-phosphate isomerase, type A protein 

Peptide sequences: 

K.SGMILGLGTGSTAAFVVDK.I;K.RTQEQAASLNIPLSTLDLHP

R.I;R.TQEQAASLNIPLSTLDLHPR.I;R.IDLAIDGADEVDPNLDL

VK.G 

Accession No.: Gohir.A11G253800.1.p 

Mascot score: 288                     Sequence coverage %: 20 

Calculated Mr: 29906                                Calculated pI: 6.44 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: C24 

Protein name: Photosystem I light harvesting complex gene 3 

Peptide sequences: 

K.AGLIPAETALPWFR.T;K.YLGGSGEPAYPGGPLFNPLGFGKD

EK.S 

Accession No.: Gohir.A11G146500.1.p  

Mascot score: 198                     Sequence coverage %:14 

Calculated Mr: 29458                                Calculated pI: 8.86 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: D1 

Protein name:  

Peptide sequences:  

Accession No.:  

Mascot score:                     Sequence coverage %:  

Calculated Mr:                                Calculated pI:  

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: D3 

Protein name: Oxygen-evolving enhancer protein 2-1 

Peptide sequences: 

K.TDTEFMPYNGDGFK.L;K.EVEFPGQVLR.Y;K.SITDYGSPEEF

LSSVDYLLGK.Q;K.TDSEGGFDSGAVATANILESSSSTVGGKPY

YFLSVLTR.T;K.PYYFLSVLTR.T 

Accession No.: Gohir.D04G034900.1.p  

Mascot score: 507                     Sequence coverage %:31 

Calculated Mr: 28189                                Calculated pI: 7.67 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: D4 

Protein name: Photosystem II subunit P-1 

Peptide sequences: 

K.TDTDFMPYSGDGFK.L;K.EVEFPGQVLR.Y;K.SITDYGSPEEF

LSSVDYLLGK.Q;K.TDAEGGFDSGAVATANILESSSSTVGGKPY

YFLSVLTR.T;K.PYYFLSVLTR.T 

Accession No.: Gohir.A05G380700.1.p 

Mascot score: 444                     Sequence coverage %:31 

Calculated Mr: 28109                               Calculated pI: 7.67 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: D5 

Protein name: Ribulose-bisphosphate carboxylases 

Peptide sequences: 

K.LTYYTPEYEVK.D;K.DTDILAAFR.V;R.VTPQPGVPPEEAGAA

VAAESSTGTWTTVWTDGLTSLDR.Y;K.TFQGPPHGIQVER.D 

Accession No.: Gohir.A03G084800.1.p 

Mascot score: 206                     Sequence coverage %:14 

Calculated Mr: 54651                               Calculated pI: 6.00 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: D10 

Protein name: Photosynthetic electron transfer C 

Peptide sequences: 

K.FICPCHGSQYNDQGR.V;K.VVFVPWVETDFR.T 

Accession No.: Gohir.D02G184300.1.p 

Mascot score: 139                     Sequence coverage %:11 

Calculated Mr: 24700                                Calculated pI: 8.48 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: D16 

Protein name: Nucleoside diphosphate kinase 2 

Peptide sequences: 

R.GLVGEIISR.F;R.KLIGSTNPLQAEPGTIR.G;K.LIGSTNPLQAE

PGTIR.G 

Accession No.: Gohir.A09G245300.1 

Mascot score: 120                     Sequence coverage %:11 

Calculated Mr: 26192                                Calculated pI: 9.02 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  

  



Spot No.: D21 

Protein name: Nucleoside diphosphate kinase family protein 

Peptide sequences: 

R.GLVGEIIGR.F;R.KIIGATNPAESAPGTIR.G;K.IIGATNPAESA

PGTIR.G;R.NVIHGSDSVESAR.K 

Accession No.: Gohir.D08G160400.1.p  

Mascot score: 134                     Sequence coverage %:26 

Calculated Mr: 16414                                Calculated pI: 6.30 
 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E1 

Protein name: Translation elongation factor EFG/EF2 protein 

Peptide sequences: 

R.INIIDTPGHVDFTLEVER.A;K.LAQEDPSFHFSR.D;R.AVLVDG

SYHDVDSSVLAFQLAAR.G 

Accession No.: Gohir.A11G019900.1.p 

Mascot score: 101                     Sequence coverage %:6 

Calculated Mr: 86600                                Calculated pI: 5.54 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: E3 

Protein name: Chloroplast heat shock protein 70-2 

Peptide sequences: 

K.AVVTVPAYFNDSQR.T;R.VKFEELCSDLLDR.L;K.DIDEVILV

GGSTR.I;R.IPAVQELVR.K;K.SEVFSTAADGQTSVEINVLQGER.

E 

Accession No.: Gohir.D09G212600.1.p  

Mascot score: 464                     Sequence coverage %:10 

Calculated Mr: 75693                                Calculated pI: 5.17 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: E5 

Protein name: ATP-dependent zinc metalloprotease FTSH 8 

Peptide sequences: 

R.FLEYLDKDR.V;K.ENAPCIVFVDEIDAVGR.Q;R.ADILDSALL

RPGR.F;K.KFETDVSFDVIAMR.T;R.TPGFSGADLANLLNEAAIL

AGR.R;R.ISDSAYEIALQHIR.N 

Accession No.: Gohir.A01G022900.1.p  

Mascot score: 377                     Sequence coverage %:12 

Calculated Mr: 74627                                Calculated pI: 6.24 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E6 

Protein name: Chaperonin-60alpha 

Peptide sequences: 

K.EIAFDQSSR.A;K.LADAVGLTLGPR.G;R.AIELPNAMENAGAA

LIR.E;K.LICEFENAR.V;K.DSTQIIADAASKDEIQAR.V 

Accession No.: Gohir.A13G232000.1.p 

Mascot score: 311                     Sequence coverage %:11 

Calculated Mr: 62143                               Calculated pI: 5.15 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E7 

Protein name: Chaperonin-60alpha 

Peptide sequences: 

K.EIAFDQSSR.A;K.LADAVGLTLGPR.G;K.LICEFENAR.V;K.AV

LQDIAILTGAEFQANDLGLLIENTSVEQLGIAR.K;K.DSTQIIAD

AASKDEIQAR.V 

Accession No.: Gohir.A13G232000.1.p  

Mascot score: 329                     Sequence coverage %:14 

Calculated Mr: 62143                                Calculated pI: 5.15 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E9 

Protein name: ATP-dependent zinc metalloprotease FTSH 8 

Peptide sequences: 

R.FLEYLDKDR.V;K.AKENAPCIVFVDEIDAVGR.Q;K.ENAPCIV

FVDEIDAVGR.Q;R.ADILDSALLRPGR.F;K.KFETDVSFDVIAMR

.T;R.TPGFSGADLANLLNEAAILAGR.R;R.ISDSAYEIALQHIR.N 

Accession No.: Gohir.A01G022900.1.p  

Mascot score: 600                     Sequence coverage %:13 

Calculated Mr: 74627                                Calculated pI: 6.24 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E12 

Protein name: Chaperonin Cpn60/TCP-1 family 

Peptide sequences: 

K.SAENSLYVVEGMQFDR.G;R.GYISPYFVTDSEK.M;R.DLINIL

EDAIR.S;R.KSQYLDDIAILTGGTVIR.D;K.SQYLDDIAILTGGTV

IRDEVGLSLDK.A;K.AAVEEGIVVGGGCTLLR.L 

Accession No.: Gohir.D10G200300.1.p 

Mascot score: 497                     Sequence coverage %:13 

Calculated Mr: 64709                                Calculated pI: 5.72 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E14 

Protein name: Chaperonin Cpn60/TCP-1 family 

Peptide sequences: 

K.SAENSLYVVEGMQFDR.G;R.GYISPYFVTDSEK.M;R.DLINIL

EDAIR.S;R.KSQYLDDIAILTGGTVIR.D;K.AAVEEGIVVGGGCT

LLR.L 

Accession No.: Gohir.D10G200300.1.p 

Mascot score: 340                     Sequence coverage %:12 

Calculated Mr: 64709                                Calculated pI: 5.72 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E15 

Protein name: Chaperonin-60alpha 

Peptide sequences: 

K.EIAFDQSSR.A;K.LADAVGLTLGPR.G;R.AIELPNAMENAGAA

LIR.E;K.LVCEFENAR.V 

Accession No.: Gohir.A05G105800.1.p  

Mascot score: 97                     Sequence coverage %:8 

Calculated Mr: 62013                                Calculated pI: 5.26 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E16 

Protein name: ATP synthase subunit beta 

Peptide sequences:  

K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLGR.V;R.LIESPAP

GIISR.R;K.ASSVAQVVTTFQER.G 

Accession No.: Gohir.A03G084900.1 

Mascot score: 201                     Sequence coverage %:10 

Calculated Mr: 55437                                Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E18 

Protein name: ATPase V1 complex subunit B protein 

Peptide sequences: 

K.YQEIVNIR.L;R.VTLFLNLANDPTIER.I;K.FVTQGAYDTR.N 

Accession No.: Gohir.A01G109000.1.p 

Mascot score: 81                     Sequence coverage %:6 

Calculated Mr: 54369                               Calculated pI: 4.96 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E19 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

R.ADEISNIIR.E;K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLG

R.V;R.LIESPAPGIISR.R;R.SVYEPLQTGLIAIDSMIPIGR.G;K.AS

SVAQVVTTFQER.G;R.KFLVELR.T 

Accession No.: Gohir.D01G031800.1.p  

Mascot score: 561                     Sequence coverage %:18 

Calculated Mr: 55437                                Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E20 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLGR.V;R.LIESPAP

GIISR.R;R.SVYEPLQTGLIAIDSMIPIGR.G;K.ASSVAQVVTTFQ

ER.G;K.QSQSAPLTVAEQISTIYTGTNGYLDSLEIGQVR.K 

Accession No.: Gohir.D01G031800.1.p  

Mascot score: 542                     Sequence coverage %:21 

Calculated Mr: 55437                                Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E21 

Protein name: ATP synthase subunit alpha 

Peptide sequences: 

R.ADEISNIIR.E;K.IVNTGTVLQVGDGIAR.I;K.IAQIPVSEAYLG

R.V;R.LIESPAPGIISR.R;R.SVYEPLQTGLIAIDSMIPIGR.G;K.AS

SVAQVVTTFQER.G;K.ATQNQLAR.G 

Accession No.: Gohir.D01G031800.1.p  

Mascot score: 449                     Sequence coverage %:18 

Calculated Mr: 55437                               Calculated pI: 5.25 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E22 

Protein name: ATP synthase subunit beta 

Peptide sequences: 

R.GMEVIDTGAALSVPVGGATLGR.I;K.VVDLLAPYR.R;K.AHG

GVSVFGGVGER.T;K.VALVYGQMNEPPGAR.M;R.VGLTALTM

AEYFR.D;R.DVNEQDVLLFIDNIFR.F;R.FVQAGSEVSALLGR.M 

Accession No.: Gohir.A03G084900.1.p 

Mascot score: 660                     Sequence coverage %:20 

Calculated Mr: 53611                                Calculated pI: 5.22 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E23 

Protein name: ATP synthase subunit beta 

Peptide sequences: 

R.GMEVIDTGAALSVPVGGATLGR.I;K.VVDLLAPYR.R;K.AHG

GVSVFGGVGER.T;K.VALVYGQMNEPPGAR.M;R.VGLTALTM

AEYFR.D;R.DVNEQDVLLFIDNIFR.F;R.FVQAGSEVSALLGR.M 

Accession No.: Gohir.A03G084900.1.p  

Mascot score: 743                     Sequence coverage %:20 

Calculated Mr: 53611                                Calculated pI: 5.22 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: E24 

Protein name: Tubulin alpha-3 

Peptide sequences: 

R.AVFVDLEPTVIDEVR.T;R.LISQTISSLTTSLR.F;R.FDGAINVD

ITEFQTNLVPYPR.I;R.AVCMISNNTAVAEVFAR.I;R.AFVHWYV

GEGMEEGEFSEAR.E 

Accession No.: Gohir.A11G076100.1 

Mascot score: 369                     Sequence coverage %: 19 

Calculated Mr: 50264                                Calculated pI: 5.01 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

  



Spot No.: F3 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.A06G166200.1.p  

Mascot score: 674                     Sequence coverage %:19 

Calculated Mr: 51953                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F4 

Protein name: Regulatory particle triple-A ATPase 5A 

Peptide sequences: 

K.DSYLILDTLPSEYDSR.V;R.KIEFPHPTEEAR.A 

Accession No.: Gohir.A11G294500.1.p  

Mascot score: 113                     Sequence coverage %:6 

Calculated Mr: 47690                                Calculated pI: 4.99 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F5 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences:  

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.A06G166200.1 

Mascot score: 686                     Sequence coverage %:19 

Calculated Mr: 51953                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F6 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.A06G166200.1.p  

Mascot score: 721                     Sequence coverage %:19 

Calculated Mr: 51953                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F7 

Protein name: Ribulose bisphosphate carboxylase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;K.MCALFINDLDAGAGR.M;R.VPIIV

TGNDFSTLYAPLIR.D;K.FYWAPTR.D;K.LVDTFPGQSIDFFGAL

R.A;K.LLEYGNMLVAEQENVKR.V 

Accession No.: Gohir.A06G166200.1.p  

Mascot score: 605                     Sequence coverage %:19 

Calculated Mr: 51953                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F9 

Protein name: S-adenosylmethionine synthetase 2 

Peptide sequences: 

K.VLVNIEQQSPDIAQGVHGHFTK.R;K.TIFHLNPSGR.F;R.FVIG

GPHGDAGLTGR.K;K.ENFDFRPGMITINLDLK.R;K.TAAYGHF

GR.D 

Accession No.: Gohir.D07G135100.1.p  

Mascot score: 329                     Sequence coverage %:18 

Calculated Mr: 43500                                Calculated pI: 5.49 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F14 

Protein name: Actin 7 

Peptide sequences: 

R.AVFPSIVGR.P;K.IWHHTFYNELR.V;K.NYELPDGQVITIGAE

R.F;K.GEYDESGPSIVHR.K 

Accession No.: Gohir.A03G105800.1.p  

Mascot score: 175                     Sequence coverage %:12 

Calculated Mr: 41913                                Calculated pI: 5.31 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F15 

Protein name: RAB GTPase homolog E1B 

Peptide sequences: 

K.KYDEIDAAPEER.A;R.GITINTATVEYETENR.H;K.IYELMDA

VDSYIPVPQR.Q;K.TLDDAMAGDNVGLLLR.G 

Accession No.: Gohir.A03G057300.1.p  

Mascot score: 372                     Sequence coverage %:12 

Calculated Mr: 52793                                Calculated pI: 6.21 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F16 

Protein name: Glutamine synthetase 

Peptide sequences: 

R.GGNNILVICDSYTPAGEPIPTNKR.H;R.HKEHISAYGEGNER.

R;K.EHISAYGEGNER.R;K.HETASINTFSWGVANR.G;R.RPASN

MDPYVVTALLAETTLLYEPTLEAEALAAQK.I 

Accession No.: Gohir.D02G032300.1  

Mascot score: 431                     Sequence coverage %:20 

Calculated Mr: 47737                                Calculated pI: 7.08 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F19 

Protein name: Rubisco activase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;R.VPIIVTGNDFSTLYAPLIR.D;K.FY

WAPTR.E;R.IGVCTGIFR.T;K.LVDTFPGQSIDFFGALR.A;K.YLS

EAALGNANDDAIKR.G 

Accession No.: Gohir.A10G221700.1.p  

Mascot score: 625                     Sequence coverage %:19 

Calculated Mr: 48189                                Calculated pI: 5.40 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F21 

Protein name: Rubisco activase 

Peptide sequences: 

K.GLAYDISDDQQDITR.G;R.VPIIVTGNDFSTLYAPLIR.D;K.FY

WAPTR.E;R.IGVCTGIFR.T;K.LVDTFPGQSIDFFGALR.A;K.YLS

EAALGNANDDAIKR.G 

Accession No.: Gohir.A10G221700.1.p 

Mascot score: 669                     Sequence coverage %:19 

Calculated Mr: 48189                                Calculated pI: 5.40 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F23 

Protein name: Phosphoribulokinase 

Peptide sequences: 

K.ILVIEGLHPMFDER.V;R.VRDLLDFSIYLDISNEVK.F;K.HFSP

VYLFDEGSTISWIPCGR.K;R.LDELIYVESHLSNISTR.F;K.IRDL

YEQITSSK.T 

Accession No.: Gohir.A12G204600.1.p  

Mascot score: 449                     Sequence coverage %:20 

Calculated Mr: 45621                                Calculated pI: 6.14 
 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: F24 

Protein name: Phosphoribulokinase 

Peptide sequences: 

K.ILVIEGLHPMFDER.V;R.VRDLLDFSIYLDISNEVK.F;R.DLLD

FSIYLDISNEVK.F;R.KPDFDAFIDPQK.Q;K.EGVEHFSPVYLFDE

GSTISWIPCGR.K;K.FSYGPDTYFGHEVSVLEMDGQFDR.L 

Accession No.: Gohir.D03G177400.1.p  

Mascot score: 436                     Sequence coverage %:22 

Calculated Mr: 45591                                Calculated pI: 5.96 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G1 

Protein name: Phosphoribulokinase 

Peptide sequences: 

K.ILVIEGLHPMFDER.V;R.VRDLLDFSIYLDISNEVK.F;R.KPDF

DAFIDPQK.Q;K.FSYGPDTYFGHEVSVLEMDGQFDR.L 

Accession No.: Gohir.D03G177400.1.p 

Mascot score: 234                     Sequence coverage %:16 

Calculated Mr: 45591                                Calculated pI: 5.96 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G3 

Protein name: Malate dehydrogenase 1 

Peptide sequences: 

R.VLVTGAAGQIGYALVPMIAR.G;K.MELVDAAFPLLK.G;K.G

VVATTDAVEACTGVNVAVMVGGFPR.K;R.ELVKDDAWLNGE

FITTVQQR.G;K.LSSALSAASAACDHIR.D 

Accession No.: Gohir.D02G045500.1.p  

Mascot score: 288                     Sequence coverage %:28 

Calculated Mr: 35830                                Calculated pI: 6.10 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G5 

Protein name: Coproporphyrinogen III oxidase 1 

Peptide sequences: 

K.AGVNISVVYGVMPPEAYR.A;K.NPFAPTLHFNYR.Y;K.FDPSF

YPR.F;R.YVEFNLVYDR.G;R.IESILVSLPLSAR.W 

Accession No.: Gohir.A08G050600.1.p  

Mascot score: 411                     Sequence coverage %:20 

Calculated Mr: 34176                                Calculated pI: 5.63 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G6 

Protein name: Fructose-bisphosphate aldolase 

Peptide sequences: 

R.LASIGLENTEANR.Q;K.GLVPLPGSNNESWCQGLDGLSSR.T;

R.TAAYYQQGAR.F;R.YAAISQDSGLVPIVEPEILLDGDHGIDR.

T 

Accession No.: Gohir.A13G030400.1.p  

Mascot score: 327                     Sequence coverage %:18 

Calculated Mr: 43216                                Calculated pI: 8.44 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G9 

Protein name: 30S ribosomal protein, putative 

Peptide sequences: R.AEEDAETVYGSIDLVSSILQR.K 

Accession No.: Gohir.1Z057400.1.p  

Mascot score: 202                     Sequence coverage %:7 

Calculated Mr: 32072                                Calculated pI: 5.53 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G11 

Protein name: Ferredoxin-NADP(+)-oxidoreductase 2 

Peptide sequences: 

K.ITGDDAPGETWHMVFSTEGEVPYR.E;K.DPNATIIMLATGTG

IAPFR.S 

Accession No.: Gohir.A05G186100.1.p  

Mascot score: 210                     Sequence coverage %:11 

Calculated Mr: 40678                                Calculated pI: 8.36 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G15 

Protein name: Photosystem II subunit O-2 

Peptide sequences: 

K.RLTYDEIQSK.T;K.FEEKDGIDYAAVTVQLPGGER.V;K.DGID

YAAVTVQLPGGER.V;R.VPFLFTIK.Q;R.GGSTGYDNAVALPAG

GR.G;K.SKPETGEVIGVFESLQPSDTDLGAK.T 

Accession No.: Gohir.D11G194600.1.p 

Mascot score: 623                     Sequence coverage %:24 

Calculated Mr: 35293                                Calculated pI: 5.37 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G16 

Protein name: 2-phosphoglycolate phosphatase 1 

Peptide sequences: 

K.LIDGVPETLDMLR.S;K.DVGAVVVGFDR.Y;K.VQYGTLCIR.E

;R.ENPGCLFIATNR.D 

Accession No.: Gohir.A02G108400.1.p  

Mascot score: 142                     Sequence coverage %:12 

Calculated Mr: 41067                                Calculated pI: 8.45 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G17 

Protein name: Oxygen-evolving enhancer protein 1 

Peptide sequences: 

K.FEEKDGIDYAAVTVQLPGGER.V;K.DGIDYAAVTVQLPGGE

R.V;R.GGSTGYDNAVALPAGGR.G 

Accession No.: Gohir.A11G188100.1.p  

Mascot score: 246                     Sequence coverage %:11 

Calculated Mr: 35233                                Calculated pI: 5.84 
 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G18 

Protein name: Oxygen-evolving enhancer protein 1 

Peptide sequences: 

K.FEEKDGIDYAAVTVQLPGGER.V;K.DGIDYAAVTVQLPGGE

R.V;R.VPFLFTIK.Q;R.GGSTGYDNAVALPAGGR.G;K.SKPETG

EVIGVFESLQPSDTDLGAK.T 

Accession No.: Gohir.A11G188100.1.p  

Mascot score: 343                     Sequence coverage %:21 

Calculated Mr: 35233                                Calculated pI: 5.84 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G19 

Protein name: Glycine-rich RNA-binding protein 3 

Peptide sequences: 

K.LFVGGISYQTDDQGLR.E;R.GFGFVTYTSSKDASSALQALDG

QTLHGR.Q 

Accession No.: Gohir.D07G072800.1 

Mascot score: 90                     Sequence coverage %:16 

Calculated Mr: 27996                                Calculated pI: 4.77 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G21 

Protein name: Ribose 5-phosphate isomerase, type A protein 

Peptide sequences: 

R.TQEQAASLNIPLSTLDLHPR.I;R.IDLAIDGADEVDPNLDLVK.

G 

Accession No.: Gohir.A11G253800.1.p  

Mascot score: 113                     Sequence coverage %: 13 

Calculated Mr: 29906                                Calculated pI: 6.44 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: G24 

Protein name: Photosystem I light harvesting complex gene 3 

Peptide sequences: 

K.AGLIPAETALPWFR.T;K.YLGGSGEPAYPGGPLFNPLGFGKD

EK.S 

Accession No.: Gohir.A11G146500.1.p  

Mascot score: 152                     Sequence coverage %: 8.86 

Calculated Mr: 29458                                Calculated pI: 14 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H1 

Protein name:  

Peptide sequences:  

Accession No.:  

Mascot score:                      Sequence coverage %:  

Calculated Mr:                                 Calculated pI:  

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

   



Spot No.: H2 

Protein name: Oxygen-evolving enhancer protein 2-1 

Peptide sequences: 

K.EVEFPGQVLR.Y;K.SITDYGSPEEFLSSVDYLLGK.Q;K.TDSE

GGFDSGAVATANILESSSSTVGGKPYYFLSVLTR.T;K.PYYFLS

VLTR.T 

Accession No.: Gohir.D04G034900.1.p  

Mascot score: 352                     Sequence coverage %: 26 

Calculated Mr: 28189                                Calculated pI: 7.67 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H3 

Protein name: Photosystem II subunit P-1 

Peptide sequences: 

K.EVEFPGQVLR.Y;K.SITDYGSPEEFLSSVDYLLGK.Q;K.TDAE

GGFDSGAVATANILESSSSTVGGKPYYFLSVLTR.T;K.PYYFLS

VLTR.T 

Accession No.: Gohir.A05G380700.1.p  

Mascot score: 313                     Sequence coverage %: 26 
Calculated Mr: 28109                                Calculated pI: 7.67 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H5 

Protein name: Ribulose-bisphosphate carboxylases 

Peptide sequences: 

K.LTYYTPEYEVK.D;K.DTDILAAFR.V;K.TFKGPPHGIQVER.D 

Accession No.: Gohir.A03G084800.1  

Mascot score: 165                     Sequence coverage %: 8 
Calculated Mr: 46433                                Calculated pI: 5.99 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H10 

Protein name: Photosynthetic electron transfer C 

Peptide sequences: 

K.DAIGNDVIAEEWLK.T;K.FICPCHGSQYNDQGR.V;R.GPAPLS

LALAHAGVEDGK.V;K.VVFVPWVETDFR.T 

Accession No.: Gohir.D02G184300.1.p  

Mascot score: 256                     Sequence coverage %: 25 

Calculated Mr: 24700                                Calculated pI: 8.48 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H15 

Protein name: Nucleoside diphosphate kinase 2 

Peptide sequences:  

Accession No.: Gohir.A09G245300.1 

Mascot score:                      Sequence coverage %:  

Calculated Mr:                                 Calculated pI:  

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

  



Spot No.: H19 

Protein name: Nucleoside diphosphate kinase family protein 

Peptide sequences: 

R.GLVGEIIGR.F;K.IIGATNPAESAPGTIR.G;R.GDFAIDIGR.N 

Accession No.: Gohir.D08G160400.1.p  

Mascot score: 106                     Sequence coverage %: 22 

Calculated Mr: 16400                                Calculated pI: 6.30 

 

PFF Searched Score: 

 
Matched peptide sequences: shown in Bold Red: 

 

 


