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Mass spectrometry data of 88 differentially abundant proteins 

Spot No.: OL1  

NCBI accession No.: AAL09820.1    

Plant species: Arabidopsis thaliana  

Protein name：Putative 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase  

Peptide sequences:  UK.ALEYEDFDKFDR.V ; 

UR.YLVSPPEIDR.T           

PFF Mascot score: [105]      Sequence coverage %: [3]   

Matched peptides No.: [2]         

Calculated Mr: 60671            Calculated pI: 5.27 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL2  

NCBI accession No.: AAL09820.1    

Plant species: Arabidopsis thaliana  

Protein name：Putative 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase  

Peptide sequences:K.ALEYEDFDKFDR.V; R.YLVSPPEIDR.T      

PFF Mascot score: [150]      Sequence coverage %: [3]   

Matched peptides No.: [2]         

Calculated Mr: 60671             Calculated pI: 5.27 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 
Matched peptide sequences: shown in Bold Red 
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Spot No.: OL4  

NCBI accession No.: NP_051044.1  

Plant species: Arabidopsis thaliana  

Protein name：ATP synthase CF1 alpha subunit 

Peptide sequences:K.IAQIPVSEAYLGR.V; R.VINALANPIDGR.G; 

R.EAYPGDVFYLHSR.L           

PFF Mascot score: [200]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 55351             Calculated pI: 5.19 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL5  

NCBI accession No.: CAC81058.1   

Plant species: Arabidopsis thaliana  

Protein name：mitochondrial F1 ATP synthase beta subunit   

Peptide sequences:  R.TIAMDGTEGLVR.G; 

R.VCQVIGAIVDVR.F; K.VVDLLAPYQR.G; 

R.VGLTGLTVAEYFR.D; R.FTQANSEVSALLGR.I 

PFF Mascot score: [339]      Sequence coverage %: [10]   

Matched peptides No.: [5]         

Calculated Mr: 63560           Calculated pI: 6.52 

Annotated PFF spectra: 

Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL7 

NCBI accession No.: AAL08228.1     

Plant species: Arabidopsis thaliana  

Protein name：AT4g23100/F7H19_290 

Peptide sequences:R.SHIWTDTDKDR.T; K.YIDCTGMTFR.Q; 

K.EAGFLNAVDEVVR.T   

PFF Mascot score: [228]      Sequence coverage %: [6]   

Matched peptides No.: [3]         

Calculated Mr: 58938             Calculated pI: 6.16 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL8 

NCBI accession No.: BAF01944.1    

Plant species: Arabidopsis thaliana  

Protein name：S-adenosylmethionine synthase like protein 

Peptide sequences: K.ANVDYEQIVR.K; 

R.EIGFVSADVGLDADNCK.V; R.FVIGGPHGDAGLTGR.K 

PFF Mascot score: [291]      Sequence coverage %: [10]   

Matched peptides No.: [3]         

Calculated Mr: 43110             Calculated pI: 5.60 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL10 

NCBI accession No.:AAM61185.1   

Plant species: Arabidopsis thaliana  

Protein name：phosphoglycerate kinase  

Peptide sequences:  R.VTLFLNLANDPTIER.I; 

R.VDLNVPLDDNSNITDDTR.I;K.LVAGLPEGGVLLLENVR.F;R.FY

AEEEKNDPEFAK.K;K.LAALADVYVNDAFGTAHR.A;K.ELDYLV

GAVANPK.K;K.AQGLSVGSSLVEEDKLDLAK.S 

PFF Mascot score: [519]      Sequence coverage %: [24]   

Matched peptides No.: [6]         

Calculated Mr: 42178             Calculated pI: 5.49 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL11 

NCBI accession No.: BAE98486.1   

Plant species: Arabidopsis thaliana  

Protein name：glutamine synthetase like protein  

Peptide sequences:  R.HKEHISAYGEGNER.R; 

K.EHISAYGEGNER.R            

PFF Mascot score: [180]      Sequence coverage %: [3]   

Matched peptides No.: [2]         

Calculated Mr: 39323             Calculated pI: 5.14 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL13  

NCBI accession No.: BAH20341.1 

Plant species: Arabidopsis thaliana  

Protein name：AT1G04410, partial  

Peptide sequences:  R.ELVKDDAWLDGEFISTVQQR.G            

PFF Mascot score: [50]      Sequence coverage %: [8]   

Matched peptides No.: [1]         

Calculated Mr: 26347             Calculated pI: 6.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL14  

NCBI accession No.: AAC49472.1    

Plant species: Arabidopsis thaliana  

Protein name：Annexin-like protein  

Peptide sequences:K.TLDKELSNDFER.A;  

R.AILLWTLEPGER.D;K.SLEEDVAHHTTGDFR.K;K.HYNDEDVI

R.I;K.AQINATFNR.Y 

PFF Mascot score: [270]      Sequence coverage %: [17]   

Matched peptides No.: [5]         

Calculated Mr: 36322             Calculated pI: 5.34 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL15  

NCBI accession No.: CAA67608.1  

Plant species: Arabidopsis thaliana  

Protein name：Annexin, partial 

Peptide sequences: K.VSDSVPAPSDDAEQLR.T; 

R.AILLWTLEPGER.D; K.SLEEDVAHHTTGDFR.K; 

K.SLEEGDDDDKFLALLR.S 

PFF Mascot score: [350]      Sequence coverage %: [18]   

Matched peptides No.: [4]         

Calculated Mr: 35928             Calculated pI: 5.19 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL16 

NCBI accession No.: BAH20433.1    

Plant species: Arabidopsis thaliana  

Protein name：AT4G04640, partial 

Peptide sequences: K.SEPVIHTLLPLSPK.G; 

K.GEICDINGTCVDAAEDEFFR.L; R.ALQESLASELAAR.M 

PFF Mascot score: [299]      Sequence coverage %: [31]   

Matched peptides No.: [3]         

Calculated Mr: 16738             Calculated pI: 5.06 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL18  

NCBI accession No.: AAL16248.1     

Plant species: Arabidopsis thaliana  

Protein name：AT3g44310/T10D17_100 

Peptide sequences: R.KYHASAIHVPGPEVAR.L; 

K.YHASAIHVPGPEVAR.L; K.LGAAICWENR.M   

PFF Mascot score: [149]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 38553             Calculated pI: 5.78 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 

 



16 
 

Spot No.: OL19  

NCBI accession No.: AAL16224.1    

Plant species: Arabidopsis thaliana  

Protein name：AT4g38970/F19H22_70 

Peptide sequences:  R.TAAYYQQGAR.F; 

K.TWGGRPENVNAAQTTLLAR.A           

PFF Mascot score: [133]      Sequence coverage %: [7]   

Matched peptides No.: [2]         

Calculated Mr: 43029             Calculated pI: 6.79 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL20 

NCBI accession No.: BAH56881.1  

Plant species: Arabidopsis thaliana  

Protein name：AT2G21330  

Peptide sequences:  R.LASIGLENTEANR.Q; 

R.TAAYYQQGAR.F 

PFF Mascot score: [111]      Sequence coverage %: [6]   

Matched peptides No.: [2]         

Calculated Mr: 40612            Calculated pI: 6.34 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL22  

NCBI accession No.: NP_565203.1    

Plant species: Arabidopsis thaliana  

Protein name：mercaptopyruvate sulfurtransferase 1 

Peptide sequences:  R.NPIQEYQVAHIPR.A; 

R.ALFFDLDGISDR.K; K.VWVLDGGLPR.W 

PFF Mascot score: [197]      Sequence coverage %: [9]   

Matched peptides No.: [3]         

Calculated Mr: 42152             Calculated pI: 5.95 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL23 

NCBI accession No.: BAH57171.1 

Plant species: Arabidopsis thaliana  

Protein name：AT3G16420 

Peptide sequences:  K.GANLWDDGSTHDAVTK.I; 

K.QLTAFGSDDGTVWDDGAYVGVK.K; 

K.KVYVGQAQDGISAVK.F; K.VYVGQAQDGISAVK.F; 

K.FVYDKSPEEVTGEEHGK.S; K.IGVHVRPLSN.- 

PFF Mascot score: [576]      Sequence coverage %: [28]   

Matched peptides No.: [6]         

Calculated Mr: 29808             Calculated pI: 5.44 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL24 

NCBI accession No.: AAA96254.1      

Plant species: Arabidopsis thaliana  

Protein name：GF14chi isoform 

Peptide sequences:  K.AVDKDELTVEER.N; R.GNDDHVSLIR.D; 

R.KDAAEHTLTAYK.A; K.DAAEHTLTAYK.A; 

K.AAQDIANSELAPTHPIR.L; K.DSTLIMQLLR.D 

PFF Mascot score: [354]      Sequence coverage %: [22]   

Matched peptides No.: [6]         

Calculated Mr: 29997             Calculated pI: 4.68 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL26  

NCBI accession No.: BAH20249.1     

Plant species: Arabidopsis thaliana  

Protein name：AT5G14740, partial   

Peptide sequences: K.YMVFACSDSR.V; 

R.VCPSHVLDFHPGDAFVVR.N; K.VLAESESSAFEDQCGR.C; 

R.EAVNVSLANLLTYPFVR.E            

PFF Mascot score: [367]      Sequence coverage %: [22]   

Matched peptides No.: [4]         

Calculated Mr: 30867            Calculated pI: 5.94 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL27  

NCBI accession No.: AAA03449.1    

Plant species: Arabidopsis thaliana  

Protein name：Cytosolic triose phosphate isomerase  

Peptide sequences:  R.AILNESSEFVGDK.V; 

K.VIACVGETLEER.E; K.VASPAQAQEVHDELR.K; 

K.VASPAQAQEVHDELRK.W; K.NVSADVAATTR.I           

PFF Mascot score: [363]      Sequence coverage %: [20]   

Matched peptides No.: [5]         

Calculated Mr: 27366             Calculated pI: 5.24 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL28  

NCBI accession No.: AAA03449.1    

Plant species: Arabidopsis thaliana  

Protein name：Cytosolic triose phosphate isomerase  

Peptide sequences:  R.SDFFVAAQNCWVK.K; 

K.VIACVGETLEER.E; K.VASPAQAQEVHDELR.K; 

K.VASPAQAQEVHDELRK.W; K.NVSADVAATTR.I            

PFF Mascot score: [513]      Sequence coverage %: [20]   

Matched peptides No.: [5]         

Calculated Mr: 27366            Calculated pI: 5.24 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL29  

NCBI accession No.: BAH56801.1    

Plant species: Arabidopsis thaliana  

Protein name：AT3G01500  

Peptide sequences:  K.AFDPVETIK.Q; K.YETNPALYGELAK.G;  

K.YMVFACSDSR.V; R.VCPSHVLDFQPGDAFVVR.N; 

K.VISELGDSAFEDQCGR.C          

PFF Mascot score: [388]      Sequence coverage %: [22]   

Matched peptides No.: [5]         

Calculated Mr: 31727             Calculated pI: 6.14 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL30  

NCBI accession No.: BAH56801.1     

Plant species: Arabidopsis thaliana  

Protein name：AT3G01500 

Peptide sequences:  K.AFDPVETIK.Q; K.YETNPALYGELAK.G; 

K.YMVFACSDSR.V; R.VCPSHVLDFQPGDAFVVR.N; 

K.VISELGDSAFEDQCGR.C            

PFF Mascot score: [344]      Sequence coverage %: [22]   

Matched peptides No.: [5]         

Calculated Mr: 31727             Calculated pI: 6.14 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL31  

NCBI accession No.: BAH56768.1    

Plant species: Arabidopsis thaliana  

Protein name：AT5G54270 

Peptide sequences:  R.VDFKEPVWFK.A; R.VDFKEPVWFK.A           

PFF Mascot score: [63]      Sequence coverage %: [6]   

Matched peptides No.: [2]         

Calculated Mr: 17583             Calculated pI: 4.76 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL32  

NCBI accession No.: CAA72973.1      

Plant species: Arabidopsis thaliana  

Protein name：Glutathione transferase  

Peptide sequences: K.HVSAWWDDISSR.P          

PFF Mascot score: [68]      Sequence coverage %: [5]   

Matched peptides No.: [1]         

Calculated Mr: 24148             Calculated pI: 7.03 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL33  

NCBI accession No.: BAD94306.1    

Plant species: Arabidopsis thaliana  

Protein name：ferretin 1 precursor, partial 

Peptide sequences:  K.ISDYITQLR.M            

PFF Mascot score: [78]      Sequence coverage %: [18]   

Matched peptides No.: [1]         

Calculated Mr: 5787             Calculated pI: 4.74 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL34  

NCBI accession No.: AAG30126.1    

Plant species: Arabidopsis thaliana  

Protein name：Glutathione S-transferase  

Peptide sequences:  K.VFGHPASTATR.R; R.RVLIALHEK.N; 

K.VPAFEDGDFK.L; K.VLDVYEHR.L 

PFF Mascot score: [297]      Sequence coverage %: [18]   

Matched peptides No.: [4]         

Calculated Mr: 23539             Calculated pI: 6.31 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL35  

NCBI accession No.: AAM61077.1    

Plant species: Arabidopsis thaliana  

Protein name：Ferretin 1 precursor 

Peptide sequences:  K.FFKESSEEER.G; K.ISDYITQLR.M           

PFF Mascot score: [107]      Sequence coverage %: [7]   

Matched peptides No.: [2]         

Calculated Mr: 28156             Calculated pI: 5.73 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL36  

NCBI accession No.: AAA32791.1     

Plant species: Arabidopsis thaliana  

Protein name：Fe-superoxide dismutase, partial  

Peptide sequences:  K.QTLEFHWGK.H; K.PSGELLALLER.D; 

K.TFMTNLVSWEAVSAR.L            

PFF Mascot score: [159]      Sequence coverage %: [15]   

Matched peptides No.: [3]         

Calculated Mr: 25409             Calculated pI: 6.30 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL37  

NCBI accession No.: AAM66134.1    

Plant species: Arabidopsis thaliana  

Protein name：Translationally controlled tumor protein 

Peptide sequences:  K.VVDIVDTFR.L; R.LQEQPTYDKK.G            

PFF Mascot score: [115]      Sequence coverage %: [11]   

Matched peptides No.: [2]         

Calculated Mr: 18926             Calculated pI: 4.52 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL39  

NCBI accession No.: NP_173813.1 

 Plant species: Arabidopsis thaliana  

Protein name：MLP-like protein 423 

Peptide sequences:  K.TIQVLAGDGNAPGSIR.L; 

R.LITYGEGSPLVK.I; K.TAHEIDDPHVIKDFAVK.N            

PFF Mascot score: [281]      Sequence coverage %: [29]   

Matched peptides No.: [3]         

Calculated Mr: 17044            Calculated pI: 5.1 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL40  

NCBI accession No.: CAA32701.1     

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase  

Peptide sequences:  R.EHGNTPGYYDGR.Y; 

K.LPLFGCTDSAQVLK.E; K.KEYPGAFIR.I            

PFF Mascot score: [261]      Sequence coverage %: [19]   

Matched peptides No.: [3]         

Calculated Mr: 20588            Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL41  

NCBI accession No.: CAA32701.1   

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase  

Peptide sequences:  R.EHGNTPGYYDGR.Y; 

K.LPLFGCTDSAQVLK.E           

PFF Mascot score: [133]      Sequence coverage %: [14]   

Matched peptides No.: [2]         

Calculated Mr: 20588             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL42  

NCBI accession No.: CAA32701.1 

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase 

Peptide sequences:  R.EHGNTPGYYDGR.Y; 

K.LPLFGCTDSAQVLK.E            

PFF Mascot score: [197]      Sequence coverage %: [14]   

Matched peptides No.: [2]         

Calculated Mr: 20588             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL43  

NCBI accession No.: CAA32701.1     

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase  

Peptide sequences:  R.EHGNTPGYYDGR.Y            

PFF Mascot score: [68]      Sequence coverage %: [6]   

Matched peptides No.: [1]         

Calculated Mr: 20588             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL44  

NCBI accession No.: CAA31948.1   

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase  

Peptide sequences:  R.EHGNSPGYYDGR.Y; 

K.LPLFGCTDSAQVLK.E; K.KEYPNAFIR.I; K.EYPNAFIR.I            

PFF Mascot score: [303]      Sequence coverage %: [19]   

Matched peptides No.: [4]         

Calculated Mr: 20733             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: OL45  

NCBI accession No.: CAA31948.1    

Plant species: Arabidopsis thaliana  

Protein name：ribulose bisphosphate carboxylase  

Peptide sequences:  R.EHGNSPGYYDGR.Y; 

K.LPLFGCTDSAQVLK.E; K.KEYPNAFIR.I; K.EYPNAFIR.I           

PFF Mascot score: [324]      Sequence coverage %: [19]   

Matched peptides No.: [4]         

Calculated Mr: 20733             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 

 



40 
 

Spot No.:OR1  

NCBI accession No.: NP_199996.1     

Plant species: Arabidopsis thaliana  

Protein name: PfkB-like carbohydrate kinase family protein 

Peptide sequences:  K.KAPGGAPANVAVGVSR.L; 

K.IFHYGSISLIEEPCR.S; K.AAGSLLSYDPNLR.L; 

R.LPLWPSEEAAR.K            

PFF Mascot score: [343]      Sequence coverage %: [16]   

Matched peptides No.: [4]         

Calculated Mr: 37233             Calculated pI: 4.99 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR2  

NCBI accession No.: AAC27484.1     

Plant species: Arabidopsis thaliana  

Protein name: ACC oxidase 

Peptide sequences:  K.GLDNLETEVEDVDWESTFYVR.H; 

R.HLPQSNLNDISDVSDEYR.T; R.VVTQQEGNR.M        

PFF Mascot score: [254]      Sequence coverage %: [15]   

Matched peptides No.: [3]         

Calculated Mr: 36374             Calculated pI: 4.97 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR4  

NCBI accession No.: AAC14026.1     

Plant species: Arabidopsis thaliana  

Protein name: Chaperonin 10 

Peptide sequences:  K.YTSIKPLGDR.V; K.DGSNYIALR.A            

PFF Mascot score: [111]      Sequence coverage %: [7]   

Matched peptides No.: [2]         

Calculated Mr: 26912             Calculated pI: 8.86 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR5  

NCBI accession No.: NP_173387.1      

Plant species: Arabidopsis thaliana  

Protein name: Dehydroascorbate reductase 

Peptide sequences:  K.AAVGAPDHLGDCPFSQR.A; 

K.SKDSNDGSEHALLVELEALENHLK.S; K.SHDGPFIAGER.V; 

K.SWSVPESFPHVHNYMK.T + Oxidation (M); K.YVISGWAPK.V            

PFF Mascot score: [356]      Sequence coverage %: [36]   

Matched peptides No.: [5]         

Calculated Mr: 23740             Calculated pI: 5.56 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR6  

NCBI accession No.: NP_180643.1     

Plant species: Arabidopsis thaliana  

Protein name:Glutathione S-transferase PHI 9 

Peptide sequences:  K.VYGPHFASPK.R; 

K.GVAFETIPVDLMK.G; K.GVAFETIPVDLMK.G + Oxidation (M); 

K.LAGVLDVYEAHLSK.S; R.KHVSAWWDDISSR.P; 

K.HVSAWWDDISSR.P            

PFF Mascot score: [432]      Sequence coverage %: [23]   

Matched peptides No.: [6]         

Calculated Mr: 24131             Calculated pI: 6.17 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR7  

NCBI accession No.: AAC04902.1     

Plant species: Arabidopsis thaliana  

Protein name: Mitochondrial chaperonin (HSP60) 

Peptide sequences:  R.NVIIEQSWGAPK.V; 

K.QVANATNDVAGDGTTCATVLTR.A; K.LAVDTVVTNLQSR.A; 

K.LLEQDNPDLGYDAAK.G            

PFF Mascot score: [260]      Sequence coverage %: [11]   

Matched peptides No.: [4]         

Calculated Mr: 55561             Calculated pI: 5.30 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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 Spot No.:OR8  

NCBI accession No.: OAP06349.1     

Plant species: Arabidopsis thaliana  

Protein name: TSA1（ tryptophan synthase beta subunit） 

Peptide sequences:  R.AVGVQGLVVPDVPLEETEMLR.K; 

K.EALNNDIELVLLTTPTTPTER.M            

PFF Mascot score: [219]      Sequence coverage %: [13]   

Matched peptides No.: [2]         

Calculated Mr: 33362             Calculated pI: 7.68 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR9  

NCBI accession No.: AAN31820.1    

Plant species: Arabidopsis thaliana  

Protein name: Putative cysteine proteinase AALP 

Peptide sequences:  K.DWREDGIVSPVK.D; 

K.AYPYTGKDETCK.F; K.NSWGADWGDK.G            

PFF Mascot score: [161]      Sequence coverage %: [9]   

Matched peptides No.: [3]         

Calculated Mr: 39495             Calculated pI: 6.26 

Annotated PFF spectra: Ions score is -10*Log(P), where P is the probability that 

the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

  

Matched peptides shown in bold red. 
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Spot No.:OR10  

NCBI accession No.: AAL07227.1      

Plant species: Arabidopsis thaliana  

Protein name: Putative lactoylglutathione lyase 

Peptide sequences: K.DPDGYTFELIQR.G; 

R.GPTPEPFCQVMLR.V; R.GPTPEPFCQVMLR.V + Oxidation 

(M); R.EAGPLPGLGTK.I; K.IVSFLDPDGWK.T            

PFF Mascot score: [292]      Sequence coverage %: [16]   

Matched peptides No.: [5]         

Calculated Mr: 31995             Calculated pI: 5.11 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR11  

NCBI accession No.: AAB17995.1      

Plant species: Arabidopsis thaliana  

Protein name: Glyoxalase II 

Peptide sequences:  K.VSIGDIYLEVR.A; 

R.ATPGHTAGCVTYVTGEGADQPQPR.M; R.MAFTGDAVLIR.G; 

R.MAFTGDAVLIR.G + Oxidation (M); 

K.GFEVSTVGEEMQHNPR.L            

PFF Mascot score: [455]      Sequence coverage %: [24]   

Matched peptides No.: [5]         

Calculated Mr: 27941             Calculated pI: 5.58 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR12  

NCBI accession No.: NP_565203.1    

Plant species: Arabidopsis thaliana  

Protein name: Mercaptopyruvate sulfurtransferase 1 

Peptide sequences:  K.ILDASWYMPDEQR.N; 

R.NPIQEYQVAHIPR.A; R.ALFFDLDGISDR.K; 

K.VWVLDGGLPR.W            

PFF Mascot score: [343]      Sequence coverage %: [12]   

Matched peptides No.: [4]         

Calculated Mr: 42152             Calculated pI: 5.95 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR13  

NCBI accession No.: NP_199898.1      

Plant species: Arabidopsis thaliana  

Protein name: Transketolase family protein 

Peptide sequences:  K.VFVMGEEVGQYQGAYK.I; 

K.VLAPYSAEDAR.G; K.LAEEGISAEVINLR.S; 

R.IAGADVPMPYAANLER.L; R.LALPQIEDIVR.A            

PFF Mascot score: [409]      Sequence coverage %: [18]   

Matched peptides No.: [5]         

Calculated Mr: 39436             Calculated pI: 5.67 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR14  

NCBI accession No.: NP_850976.1      

Plant species: Arabidopsis thaliana  

Protein name: MLP-like protein 34 

Peptide sequences: K.TEAPSLVGKLETEVEIK.A; 

R.IEAVEPEKNLITFR.V; R.VIEGDLMKEYK.S; 

R.VIEGDLMKEYK.S + Oxidation (M); K.TTETLETEVEIK.A; 

K.EIDEHLLAEE.-            

PFF Mascot score: [329]      Sequence coverage %: [20]   

Matched peptides No.: [6]         

Calculated Mr: 35719             Calculated pI: 5.14 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR15  

NCBI accession No.: NP_565107.1     

Plant species: Arabidopsis thaliana  

Protein name: NmrA-like negative transcriptional regulator  

Peptide sequences:  K.AGHSTFALVR.E; 

K.DLGVTILHGDLNDHESLVK.A; R.FLPSEFGVDVDR.T; 

K.AVINKEEDIAAYTIK.A            

PFF Mascot score: [336]      Sequence coverage %: [18]   

Matched peptides No.: [4]         

Calculated Mr: 33733             Calculated pI: 5.66 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR16  

NCBI accession No.: OAP16650.1     

Plant species: Arabidopsis thaliana  

Protein name: GSTU26 

Peptide sequences:  R.FWAEFIDKK.F; R.IIEYVYVLR.K            

PFF Mascot score: [106]      Sequence coverage %: [8]   

Matched peptides No.: [2]         

Calculated Mr: 25891             Calculated pI: 5.53 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR17  

NCBI accession No.: CAA52238.1     

Plant species: Arabidopsis thaliana  

Protein name: RCI1B 

Peptide sequences:  K.AAQDIAAADMAPTHPIR.L            

PFF Mascot score: [58]      Sequence coverage %: [6]   

Matched peptides No.: [1]         

Calculated Mr: 28239             Calculated pI: 4.97 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR18  

NCBI accession No.: NP_188267.1     

Plant species: Arabidopsis thaliana  

Protein name: Mannose-binding lectin superfamily protein 

Peptide sequences:  K.SGFQISAPEATGK.Q; 

K.IYASYGGEGIQYVK.F; K.VYVGQGQDGVAAVK.F; 

K.TAGPFGIVSGTK.F; K.LEGAGSEAGTLWDDGAFDGVR.K; 

K.FGVHVAPITK.-            

PFF Mascot score: [560]      Sequence coverage %: [11]   

Matched peptides No.: [6]         

Calculated Mr: 72430             Calculated pI: 5.31 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR19  

NCBI accession No.: AAF19535.1      

Plant species: Arabidopsis thaliana  

Protein name: F23N19.3 

Peptide sequences: R.TAFHFQPEK.N; K.DFRDPTTAWK.T; 

R.TGISLIYDTTDFK.T;  K.GWSSVQGIPR.T; K.NLVQWPVEEIK.S            

PFF Mascot score: [334]      Sequence coverage %: [7]   

Matched peptides No.: [5]         

Calculated Mr: 81758             Calculated pI: 7.26 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR20  

NCBI accession No.: OAP11759.1     

Plant species: Arabidopsis thaliana  

Protein name: GSTF8 

Peptide sequences:  K.VHGVPMSTATMR.V; 

K.VHGVPMSTATMR.V + Oxidation (M); K.DLQFELIPVDMR.A; 

K.DLQFELIPVDMR.A + Oxidation (M); 

R.AITQYLAEEYSEKGEK.L; K.ATTNVWLQVEGQQFDPNASK.L            

PFF Mascot score: [341]      Sequence coverage %: [22]   

Matched peptides No.: [6]         

Calculated Mr: 29357             Calculated pI: 8.50 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR21  

NCBI accession No.: AAM61077.1  

Plant species: Arabidopsis thaliana  

Protein name: Ferretin 1 precursor 

Peptide sequences:  K.KADLAIPITSHASLAR.Q; 

K.ADLAIPITSHASLAR.Q; K.FFKESSEEER.G; K.KISDYITQLR.M; 

K.ISDYITQLR.M            

PFF Mascot score: [384]      Sequence coverage %: [14]   

Matched peptides No.: [5]         

Calculated Mr: 28156             Calculated pI: 5.73 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR22  

NCBI accession No.: AAM63854.1      

Plant species: Arabidopsis thaliana  

Protein name: Atpm24.1 glutathione S-transferase 

Peptide sequences:K.VFGHPASIATR.R; 

R.NPFGQVPAFEDGDLK.L; R.AITQYIAHR.Y; 

R.YENQGTNLLQTDSK.N; K.SIYGLTTDEAVVAEEEAK.L; 

R.VNEWVAEITK.R            

PFF Mascot score: [526]      Sequence coverage %: [36]   

Matched peptides No.: [6]         

Calculated Mr: 24036             Calculated pI: 6.08 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:OR23  

NCBI accession No.: NP_195637.1     

Plant species: Arabidopsis thaliana  

Protein name: Cold, circadian rhythm, and RNA binding 1

（Glycine-rich RNA-binding protein 8） 

Peptide sequences:  R.CFVGGLAWATNDEDLQR.T; 

R.GFGFVTFKDEK.A; R.VITVNEAQSR.G; 

R.SGGGGGYSGGGGGGYSGGGGGGYER.R            

PFF Mascot score: [528]      Sequence coverage %: [37]   

Matched peptides No.: [4]         

Calculated Mr: 16626             Calculated pI: 5.58 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.:ML1  

NCBI accession No.: AAL06896.1    

Plant species: Arabidopsis thaliana  

Protein name:AT5g26000/T1N24_7 

Peptide sequences:  K.LFNSGNFEK.G; R.GYALGTDAPGR.C；

R.EYVGDRLPEFSETEAALVK.G            

PFF Mascot score: [238]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 61704             Calculated pI: 5.67 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptides shown in bold red. 
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Spot No.: ML3  

NCBI accession No.: CAA61592.1     

Plant species: Arabidopsis thaliana  

Protein name：Thioglucoside glucohydrolase  

Peptide sequences: R.GPALWDIYCR.R; 

K.DFLSQGVRPSALK.K; R.CNNDNGDVAVDFFHR.Y  

PFF Mascot score: [183]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 60222           Calculated pI: 6.45 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML4  

NCBI accession No.: NP_051044.1 

Plant species: Arabidopsis thaliana  

Protein name：ATP synthase CF1 alpha subunit 

Peptide sequences:  R.ADEISNIIR.E; K.IAQIPVSEAYLGR.V; 

R.VINALANPIDGR.G; R.EQHTLIIYDDLSK.Q; 

R.EAYPGDVFYLHSR.L; K.EGIQEQLER.F            

PFF Mascot score: [506]      Sequence coverage %: [13]   

Matched peptides No.: [6]         

Calculated Mr: 55351             Calculated pI: 5.19 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML5  

NCBI accession No.: OAP04789.1 

Plant species: Arabidopsis thaliana  

Protein name：HCEF1（fructose 1,6-bisphosphatase） 

Peptide sequences:  U R.YIGSLVGDFHR.T; 

R.TLLYGGIYGYPR.D; R.VLDIQPTEIHQR.V           

PFF Mascot score: [214]      Sequence coverage %: [8]   

Matched peptides No.: [3]         

Calculated Mr: 45592             Calculated pI: 5.25 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML6  

NCBI accession No.: AAN18180.1    

Plant species: Arabidopsis thaliana  

Protein name：At2g39730/T5I7.3 

Peptide sequences:  R.GLAYDTSDDQQDITR.G;  

U.R.YREAADLIK.K; R.VPIICTGNDFSTLYAPLIR.D;   

R.EGPPVFEQPEMTYEK.L;R.VQLAETYLSQAALGDANADAIGR.

G; K.GAQQVNLPVPEGCTDPVAENFDPTAR         

PFF Mascot score: [517]      Sequence coverage %: [22]   

Matched peptides No.: [6]         

Calculated Mr: 52371             Calculated pI: 5.69 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML7  

NCBI accession No.: AAO19414.1     

Plant species: Arabidopsis thaliana  

Protein name：Ribulose-1,5-bisphosphate carboxylase 

Peptide sequences:  K.DTDILAAFR.V; K.TFQGPPHGIQVER.D; 

R.DNGLLLHIHR.A; R.ESTLGFVDLLR.D; R.VALEACVQAR.N; 

R.DLAVEGNEIIR.-            

PFF Mascot score: [488]      Sequence coverage %: [14]   

Matched peptides No.: [6]         

Calculated Mr: 47920             Calculated pI: 6.12 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML9 

NCBI accession No.: AAN18180.1 

Plant species: Arabidopsis thaliana  

Protein name：At2g39730/T5I7.3  

Peptide sequences:  R.GLAYDTSDDQQDITR.G; 

K.SFQCELVMAK.M; R.VQLAETYLSQAALGDANADAIGR.G            

PFF Mascot score: [214]      Sequence coverage %: [10]   

Matched peptides No.: [3]         

Calculated Mr: 52371           Calculated pI: 5.69 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML14  

NCBI accession No.: NP_566728.1     

Plant species: Arabidopsis thaliana  

Protein name：Plastid-lipid associated protein PAP / fibrillin 

family protein 

Peptide sequences: R.GLVASVDDLER.A; R.LLYSSAFSSR.S; 

K.TSGNLSQIPPFDIPR.L          

PFF Mascot score: [216]      Sequence coverage %: [12]   

Matched peptides No.: [3]         

Calculated Mr: 30493             Calculated pI: 5.82 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML15 

NCBI accession No.: AAL07227.1    

Plant species: Arabidopsis thaliana  

Protein name：Putative lactoylglutathione lyase 

Peptide sequences:  K.DPDGYTFELIQR.G; 

R.GPTPEPFCQVMLR.V; R.EAGPLPGLGTK.I 

PFF Mascot score: [217]      Sequence coverage %: [12]   

Matched peptides No.: [3]         

Calculated Mr: 31995             Calculated pI: 5.11 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML17 

NCBI accession No.: CAA63909.1    

Plant species: Arabidopsis thaliana  

Protein name：2-Cys peroxiredoxin bas1 

Peptide sequences: K.SFGVLIHDQGIALR.G        

PFF Mascot score: [97]      Sequence coverage %: [5]   

Matched peptides No.: [1]         

Calculated Mr: 28966             Calculated pI: 8.76 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML18 

NCBI accession No.: AAM63854.1   

Plant species: Arabidopsis thaliana  

Protein name：Atpm24.1 glutathione S transferase 

Peptide sequences:  K.VFGHPASIATR.R; 

R.NPFGQVPAFEDGDLK.L; R.YENQGTNLLQTDSK.N            

PFF Mascot score: [218]      Sequence coverage %: [18]   

Matched peptides No.: [3]         

Calculated Mr: 24036             Calculated pI: 6.08 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 

 



73 
 

Spot No.: ML19  

NCBI accession No.: AAM64537.1    

Plant species: Arabidopsis thaliana  

Protein name：Putative 2-cys peroxiredoxin BAS1 precursor  

Peptide sequences:  K.APDFEAEAVFDQEFIK.V; 

K.SFGVLIHDQGIALR.G; K.SFGVLIHDQGIALR.G          

PFF Mascot score: [164]      Sequence coverage %: [11]   

Matched peptides No.: [3]         

Calculated Mr: 29256             Calculated pI: 6.91 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML20  

NCBI accession No.: AAM64537.1    

Plant species: Arabidopsis thaliana  

Protein name： putative 2-cys peroxiredoxin BAS1 precursor 

Peptide sequences:  K.APDFEAEAVFDQEFIK.V; 

K.SFGVLIHDQGIALR.G; K.SFGVLIHDQGIALR.G          

PFF Mascot score: [164]      Sequence coverage %: [11]   

Matched peptides No.: [3]         

Calculated Mr: 29256             Calculated pI: 6.91 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 

 



75 
 

 

Spot No.: ML21 

NCBI accession No.: OAP02726.1    

Plant species: Arabidopsis thaliana  

Protein name：PBPI （PYK10-binding protein 1） 

Peptide sequences: K.GANLWDDGSTHDAVTK.I; 

K.VYVGQAQDGISAVK.F; K.FVYDKSPEEVTGEEHGK.S; 

K.IGVHVRPLSN.-  

PFF Mascot score: [208]      Sequence coverage %: [19]   

Matched peptides No.: [4]         

Calculated Mr: 32110             Calculated pI: 5.46 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML22 

NCBI accession No.: CAA31948.1   

Plant species: Arabidopsis thaliana  

Protein name：Ribulose bisphosphate carboxylase 

Peptide sequences:  R.EHGNSPGYYDGR.Y; K.EYPNAFIR.I 

PFF Mascot score: [80]      Sequence coverage %: [10]   

Matched peptides No.: [2]         

Calculated Mr: 20733             Calculated pI: 7.59 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML23  

NCBI accession No.: CAA36675.1 

Plant species: Arabidopsis thaliana  

Protein name：33 kDa oxygen-evolving protein 

Peptide sequences:  K.RLTYDEIQSK.T; K.NAPPEFQNTK.L; 

K.QLDASGKPDSFTGK.F 

PFF Mascot score: [140]      Sequence coverage %: [10]   

Matched peptides No.: [3]         

Calculated Mr: 35285             Calculated pI: 5.68 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: ML24 

NCBI accession No.: AAG30126.1    

Plant species: Arabidopsis thaliana  

Protein name：Glutathione S-transferase 

Peptide sequences:  K.VFGHPASTATR.R; K.VPAFEDGDFK.L; 

K.VLDVYEHR.L 

PFF Mascot score: [206]      Sequence coverage %: [13]   

Matched peptides No.: [3]         

Calculated Mr: 23539             Calculated pI: 6.31 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR1  

NCBI accession No.: OAP03586.1   

Plant species: Arabidopsis thaliana  

Protein name：Hypothetical protein AXX17_AT3G17230（plant 

invertase/pectin methylesterase inhibitor） 

Peptide sequences:  K.HLYVFDLETR.T; K.LLTPVEEGPTPR.S; 

R.LDKFGGEEETPSSR.G 

PFF Mascot score: [180]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 51810            Calculated pI: 5.37 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR2 

NCBI accession No.: OAP09497.1    

Plant species: Arabidopsis thaliana  

Protein name：JAL22（Jacalin-related lectin 22） 

Peptide sequences:  R.KLALCGGEGGQEWDDDVYEGVR.K; 

R.KVYVGQDLNR.I; K.VYVGQDLNR.I; R.VWDDGSYDGIK.T; 

R.ITYLEVEYEKDGEAK.T; K.GDTPSEFVLGYPDEYIK.S; 

R.TSFFGYNVGK.K;  K.LPAIGGNEGVTWDDGVYDGVR.K; 

K.ILVGQGNDGVSFVK.F 

PFF Mascot score: [624]      Sequence coverage %: [26]   

Matched peptides No.: [9]         

Calculated Mr: 50604             Calculated pI: 5.15 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR3  

NCBI accession No.: OAP06341.1   

Plant species: Arabidopsis thaliana  

Protein name：JR 1（JA-responsive protein 1） 

Peptide sequences:  R.GGEEWDDGGAYENVK.K; 

K.VYVGQGDSGVVYVK.F; K.TSQPFGLTSGEEAELGGGK.I; 

R.GGDVWDDGGAYDNVK.K 

PFF Mascot score: [426]      Sequence coverage %: [13]   

Matched peptides No.: [4]         

Calculated Mr: 48548             Calculated pI: 5.17 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR4 

NCBI accession No.: OAP06341.1 

Plant species: Arabidopsis thaliana  

Protein name：JR 1（JA-responsive protein 1） 

Peptide sequences:  R.GGEEWDDGGAYENVK.K; 

K.VYVGQGDSGVVYVK.F; K.FDYEKDGK.I; 

K.TSQPFGLTSGEEAELGGGK.I; R.GGDVWDDGGAYDNVK.K; 

K.ASKPVLGSDHGK.K; R.TSIPYGLEGGTEFVLEK.K 

PFF Mascot score: [561]      Sequence coverage %: [22]   

Matched peptides No.: [7]         

Calculated Mr: 48548             Calculated pI: 5.17 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR5 

NCBI accession No.: BAE98486.1    

Plant species: Arabidopsis thaliana  

Protein name：Glutamine synthetase like protein 

Peptide sequences:  R.TLPGPVTDPSKLPK.W; 

R.HKEHISAYGEGNER.R; K.EHISAYGEGNER.R           

PFF Mascot score: [229]      Sequence coverage %: [7]   

Matched peptides No.: [3]         

Calculated Mr: 39323             Calculated pI: 5.14 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR7  

NCBI accession No.: NP_188266.1    

Plant species: Arabidopsis thaliana  

Protein name：Mannose-binding lectin superfamily protein 

Peptide sequences:  K.VEAGGGAGGASWDDGVHDGVR.K; 

K.TSPPYGLETQK.K; K.LSAIGGDEGTAWDDGAYDGVK.K; 

K.VYVGQGQDGISAVK.F; K.QTSAPFGLEAGTAFELK.E            

PFF Mascot score: [425]      Sequence coverage %: [28]   

Matched peptides No.: [5]         

Calculated Mr: 32003             Calculated pI: 5.06 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR8  

NCBI accession No.: AAM66134.1    

Plant species: Arabidopsis thaliana  

Protein name：Translationally-controlled tumor protein-like 

protein 

Peptide sequences:  K.VVDIVDTFR.L           

PFF Mascot score: [74]      Sequence coverage %: [5]   

Matched peptides No.: [1]         

Calculated Mr: 18925             Calculated pI: 4.52 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR9  

NCBI accession No.: NP_180766.1    

Plant species: Arabidopsis thaliana  

Protein name：Ribosomal protein L7Ae/L30e/S12e/Gadd45 

family protein 

Peptide sequences:  R.NAQLCVLAEDCNQPDYVK.L; 

K.ALCADHSIK.L; K.TLGEWAGLCK.I            

PFF Mascot score: [227]      Sequence coverage %: [25]   

Matched peptides No.: [3]         

Calculated Mr: 15661             Calculated pI: 5.62 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR10  

NCBI accession No.: AAM66134.1   

Plant species: Arabidopsis thaliana  

Protein name：Translationally controlled tumor protein-like 

protein 

Peptide sequences:  K.VVDIVDTFR.L          

PFF Mascot score: [74]      Sequence coverage %: [5]   

Matched peptides No.: [1]         

Calculated Mr: 18925             Calculated pI: 4.52 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR12  

NCBI accession No.: NP_565265.1    

Plant species: Arabidopsis thaliana  

Protein name：MLP-like protein 329 

Peptide sequences:  K.EIDDENMVITFR.G + Oxidation (M)           

PFF Mascot score: [66]      Sequence coverage %: [7]   

Matched peptides No.: [1]         

Calculated Mr: 17705             Calculated pI: 5.30 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR13  

NCBI accession No.: NP_194098.1     

Plant species: Arabidopsis thaliana  

Protein name：Polyketide cyclase/dehydrase and lipid transport 

superfamily protein 

Peptide sequences: R.SWDYTYDGK.K; R.SWDYTYDGKK.E; 

R.GLDGHVMEHLK.V; K.ITMIWEKR.N; K.RNDDFPEPSGYMK.F; 

R.NDDFPEPSGYMK.F; K.QMVVDIEGHVNKA.-          

PFF Mascot score: [414]      Sequence coverage %: [35]   

Matched peptides No.: [7]         

Calculated Mr: 17621             Calculated pI: 5.91 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 
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Spot No.: MR14  

NCBI accession No.: NP_565264.1    

Plant species: Arabidopsis thaliana  

Protein name：MLP-like protein 328 

Peptide sequences: K.IWNYTCDGKPEVFK.E; 

R.REIDDENMAVTFR.G; R.EIDDENMAVTFR.G; 

R.EIDDENMAVTFR.G + Oxidation(M); R.GLEGHVMEQLK.V; 

R.GLEGHVMEQLK.V + Oxidation (M)           

PFF Mascot score: [369]      Sequence coverage %: [25]   

Matched peptides No.: [6]         

Calculated Mr: 17616             Calculated pI: 5.42 

Annotated PFF spectra:  
Ions score is -10*Log(P), where P is the probability that the observed match is a random event. 
Individual ions scores > 35 indicate identity or extensive homology (p<0.05). 
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 

 

Matched peptide sequences: shown in Bold Red 

 

 


