Additional file 2, Table S1.

MS/MS analysis table for differentially regulated proteins identified by Q-TOF MS/MS analysis
Footnotes: aMascot score a = >42 indicate identification or extensive homology (p < 0.05). 
bPeptide matched b= Number of peptides matched with protein in MS/MS query. 
	Spot ID
	Protein


	Accession no.
	Mascot

scorea
	Peptideb 

	MS/MS Analysis

	1
	SYFB
	Q9NSD9


	195
	7
	    1 MPTVSVKRDL LFQALGRTYT DEEFDELCFE FGLELDEITS EKEIISKE

  51 NVKAAGASDV VLYKIDVPAN RYDLLCLEGL VRGLQVFKER IKAPVYKRVM 

101 PDGKIQKLII TEETAKIRPF AVAAVLRNIK FTKDRYDSFI ELQEKLHQNI 

151 CRKRALVAIG THDLDTLSGP FTYTAKRPSD IKFKPLNKTK EYTACELMNI 

201 YKTDNHLKHY LHIIENKPLY PVIYDSNGVV LSMPPIINGD HSRITVNTRN 

251 IFIECTGTDF TKAKIVLDII VTMFSEYCEN QFTVEAAEVV FPNGKSHTFP 

301 ELAYRKEMVR ADLINKKVGI RETPENLAKL LTRMYLKSEV IGDGNQIEIE 

351 IPPTRADIIH ACDIVEDAAI AYGYNNIQMT LPKTYTIANQ FPLNKLTELL 

401 RHDMAAAGFT EALTFALCSQ EDIADKLGVD ISATKAVHIS NPKTAEFQVA 
451 RTTLLPGLLK TIAANRKMPL PLKLFEISDI VIKDSNTDVG AKNYRHLCAV 

501 YYNKNPGFEI IHGLLDRIMQ LLDVPPGEDK GGYVIKASEG PAFFPGRCAE 

551 IFARGQSVGK LGVLHPDVIT KFELTMPCSS LEINIGPFL
MS/MS Fragmentation of ASEG PAFFPGR
[image: image1.png]1134.5458

Monoisotopic mass of neutral peptide Mr{cale):

Ions Score:

0.0063
14/62 fragment ions using 36 nwost intense peaks

Expect:

E

Matches (Bold Red):





	2
	QCR1

	P31930


	190
	14
	    1 MAASVVCRAA TAGAQVLLRA RRSPALLRTP ALRSTATFAQ ALQFVPETQV 

   51 SLLDNGLRVA SEQSSQPTCT VGVWIDVGSR FETEKNNGAG YFLEHLAFKG 

 101 TKNRPGSALE KEVESMGAHL NAYSTREHTA YYIKALSKDL PKAVELLGDI 

 151 VQNCSLEDSQ IEKERDVILR EMQENDASMR DVVFNYLHAT AFQGTPLAQA 

 201 VEGPSENVRK LSRADLTEYL STHYKAPRMV LAAAGGVEHQ QLLDLAQKHL 

 251 GGIPWTYAED AVPTLTPCRF TGSEIRHRDD ALPFAHVAIA VEGPGWASPD 

 301 NVALQVANAI IGHYDCTYGG GVHLSSPLAS GAVANKLCQS FQTFSICYAE 

 351 TGLLGAHFVC DRMKIDDMMF VLQGQWMRLC TSATESEVAR GKNILRNALV 
401 SHLDGTTPVC EDIGRSLLTY GRRIPLAEWE SRIAEVDASV VREICSKYIY 

451 DQCPAVAGYG PIEQLPDYNR IRSGMFWLRF 

MS/MS Fragmentation of LCTSATESEVAR
[image: image2.png]1200

Monoisotopic mass of neutral peptide Mr(calc): 1322.6136
Variahle modifications:

c2 : Carbamidomethyl (C)

Tons Score: 80 Expect: 8.9e-06

Matches (Bold Red):

18/100 fragment ions using 34 most intense peaks





	3
	SUCB1

	Q9P2R7


	192
	8
	     1 MAASMFYGRL VAVATLRNHR PRTAQRAAAQ VLGSSGLFNN HGLQVQQQQQ 

   51 RNLSLHEYMS MELLQEAGVS VPKGYVAKSP DEAYAIAKKL GSKDVVIKAQ 

 101 VLAGGRGKGT FESGLKGGVK IVFSPEEAKA VSSQMIGKKL FTKQTGEKGR 

 151 ICNQVLVCER KYPRREYYFA ITMERSFQGP VLIGSSHGGV NIEDVAAESP 

 201 EAIIKEPIDI EEGIKKEQAL QLAQKMGFPP NIVESAAENM VKLYSLFLKY 

 251 DATMIEINPM VEDSDGAVLC MDAKINFDSN SAYRQKKIFD LQDWTQEDER 

 301 DKDAAKANLN YIGLDGNIGC LVNGAGLAMA TMDIIKLHGG TPANFLDVGG 

 351 GATVHQVTEA FKLITSDKKV LAILVNIFGG IMRCDVIAQG IVMAVKDLEI 

 401 KIPVVVRLQG TRVDDAKALI ADSGLKILAC DDLDEAARMV VKLSEIVTLA 
 451 KQAHVDVKFQ LPI

MS/MS Fragmentation of SPDEAYAIAK
[image: image3.png]Monoisotopic mass of neutral peptide Mr(calc): 1063.5186
Tons Score: 53 Expect: 0.0048
Matches (Bold Red): 13/78 fragment ions using 40 nost intense peaks






	4
	EIF3M


	Q7L2H7


	89
	3
	   1 MSVPAFIDIS EEDQAAELRA YLKSKGAEIS EENSEGGLHV DLAQIIEACD 

51 VCLKEDDKDV ESVMNSVVSL LLILEPDKQE ALIESLCEKL VKFREGERPS 
101 LRLQLLSNLF HGMDKNTPVR YTVYCSLIKV AASCGAIQYI PTELDQVRKW 

151 ISDWNLTTEK KHTLLRLLYE ALVDCKKSDA ASKVMVELLG SYTEDNASQA 

201 RVDAHRCIVR ALKDPNAFLF DHLLTLKPVK FLEGELIHDL LTIFVSAKLA 

251 SYVKFYQNNK DFIDSLGLLH EQNMAKMRLL TFMGMAVENK EISFDTMQQE 

301 LQIGADDVEA FVIDAVRTKM VYCKIDQTQR KVVVSHSTHR TFGKQQWQQL 

351 YDTLNAWKQN LNKVKNSLLS LSDT

MS/MS Fragmentation of LLTFMGMAVENK
[image: image4.png]BOCE )
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Monoisotopic mass of meutral peptide Mr(calc): 1384.6731

Variable modifications:

us : Oxidation (N, with neutral losses 0.0000(shown in table], 63.9983
ur : Oxidation (N, with neutral losses 0.0000(shown in table], 63.9983
Tons Score: 62 Expect: 0.00047

Matches (Bold Red): 12/170 fragment ions using 23 most intense peaks






	5
	NAGK

	Q9UJ70


	58
	3
	     1 MAAIYGGVEG GGTRSEVLLV SEDGKILAEA DGLSTNHWLI GTDKCVERIN 
   51 EMVNRAKRKA GVDPLVPLRS LGLSLSGGDQ EDAGRILIEE LRDRFPYLSE 

101 SYLITTDAAG SIATATPDGG VVLISGTGSN CRLINPDGSE SGCGGWGHMM 

151 GDEGSAYWIA HQAVKIVFDS IDNLEAAPHD IGYVKQAMFH YFQVPDRLGI 

201 LTHLYRDFDK CRFAGFCRKI AEGAQQGDPL SRYIFRKAGE MLGRHIVAVL 

251 PEIDPVLFQG KIGLPILCVG SVWKSWELLK EGFLLALTQG REIQAQNFFS 

301 SFTLMKLRHS SALGGASLGA RHIGHLLPMD YSANAIAFYS YTFS

MS/MS Fragmentation of SEVLLVSEDGK
[image: image5.png]Monoisotopic mass of neutral peptide Mr(calc): 1174.6081
Tons Score: 32 Expect: 0.58

Matches (Bold Red):

13/96 fragment ions using 53 nwost intense peaks





	6
	PRS7

	P35998


	115
	4
	     1 MPDYLGADQR KTKEDEKDDK PIRALDEGDI ALLKTYGQST YSRQIKQVED 

   51 DIQQLLKKIN ELTGIKESDT GLAPPALWDL AADKQTLQSE QPLQVARCTK 

 101 IINADSEDPK YIINVKQFAK FVVDLSDQVA PTDIEEGMRV GVDRNKYQIH 

  151 IPLPPKIDPT VTMMQVEEKP DVTYSDVGGC KEQIEKLREV VETPLLHPER 

  201 FVNLGIEPPK GVLLFGPPGT GKTLCARAVA NRTDACFIRV IGSELVQKYV 

  251 GEGARMVREL FEMARTKKAC LIFFDEIDAI GGARFDDGAG GDNEVQRTML 
  301 ELINQLDGFD PRGNIKVLMA TNRPDTLDPA LMRPGRLDRK IEFSLPDLEG 
  351 RTHIFKIHAR SMSVERDIRF ELLARLCPNS TGAEIRSVCT EAGMFAIRAR 

  401 RKIATEKDFL EAVNKVIKSY AKFSATPRYM TYN
  MS/MS Fragmentation of FDDGAGGDNEVQR
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	7
	PSB4

	P28070


	180
	5
	     1 MEAFLGSRSG LWAGGPAPGQ FYRIPSTPDS FMDPASALYR GPITRTQNPM 
  51 VTGTSVLGVK FEGGVVIAAD MLGSYGSLAR FRNISRIMRV NNSTMLGASG 

101 DYADFQYLKQ VLGQMVIDEE LLGDGHSYSP RAIHSWLTRA MYSRRSKMNP 

151 LWNTMVIGGY ADGESFLGYV DMLGVAYEAP SLATGYGAYL AQPLLREVLE 
201 KQPVLSQTEA RDLVERCMRV LYYRDARSYN RFQIATVTEK GVEIEGPLST 

251 ETNWDIAHMI SGFE

MS/MS Fragmentation of  TQNPMVTGTSVLGVK [image: image7.png]sa-@mh - |
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Monoisotopic mass of neutral peptide Mr(cale):

Variable modifications:

s

63.9983

with neutral losses 0.0000(shown in table),

2.12-06
34/240 fragment ions using 48 most intense peaks
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Ions Score:
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	8
	MOBKL1A

	Q7L9L4


	118
	2
	    1 MSFLFGSRSS KTFKPKKNIP EGSHQYELLK HAEATLGSGN LRMAVMLPEG 

  51 EDLNEWVAVN TVDFFNQINM LYGTITDFCT EESCPVMSAG PKYEYHWADG 

101 TNIKKPIKCS APKYIDYLMT WVQDQLDDET LFPSKIGVPF PKNFMSVAKT 

151 ILKRLFRVYA HIYHQHFDPV IQLQEEAHLN TSFKHFIFFV QEFNLIDRRE 
201 LAPLQELIEK LTSKDR

MS/MS Fragmentation of  HAEATLGSGNLR
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Monoisotopic mass of neutral peptide Mr(cale):

Ions Score:

0.00011
24/102 fragment ions using 43 most intense peaks

63 Expect:

Matches (Bold Red):





	9
	SOD2

	P04179


	126
	4
	   1 MLSRAVCGTS RQLAPALGYL GSRQKHSLPD LPYDYGALEP HINAQIMQLH 

  51 HSKHHAAYVN NLNVTEEKYQ EALAKGDVTA QIALQPALKF NGGGHINHSI 

101 FWTNLSPNGG GEPKGELLEA IKRDFGSFDK FKEKLTAASV GVQGSGWGWL 

151 GFNKERGHLQ IAACPNQDPL QGTTGLIPLL GIDVWEHAYY LQYKNVRPDY 
201 LKAIWNVINW ENVTERYMAC KK  

MS/MS Fragmentation of GDVTAQIALQPALK 
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	10
	SNAPA

	P54920


	44
	3
	    1 MDNSGKEAEA MALLAEAERK VKNSQSFFSG LFGGSSKIEE ACEIYARAAN 

  51 MFKMAKNWSA AGNAFCQAAQ LHLQLQSKHD AATCFVDAGN AFKKADPQEA 

101 INCLMRAIEI YTDMGRFTIA AKHHISIAEI YETELVDIEK AIAHYEQSAD 

151 YYKGEESNSS ANKCLLKVAG YAALLEQYQK AIDIYEQVGT NAMDSPLLKY 

201 SAKDYFFKAA LCHFCIDMLN AKLAVQKYEE LFPAFSDSRE CKLMKKLLEA 

251 HEEQNVDSYT ESVKEYDSIS RLDQWLTTML LRIKKTIQGD EEDLR
MS/MS Fragmentation of TIQGDEEDLR
[image: image10.png]Monoisotopic mass of meutral peptide Mr(calc): 1174.5466

Tons Soor
Matches (Bold Red):

27 Expect: 1.9

8/100 fragment ions using 26 most intense peaks





	11
	DBLOH

	Q9NR28


	52
	2
	       1 MAALKSWLSR SVTSFFRYRQ CLCVPVVANF KKRCFSELIR PWHKTVTIGF 

    51 GVTLCAVPIA QKSEPHSLSS EALMRRAVSL VTDSTSTFLS QTTYALIEAI 

  101 TEYTKAVYTL TSLYRQYTSL LGKMNSEEED EVWQVIIGAR AEMTSKHQEY 

  151 LKLETTWMTA VGLSEMAAEA AYQTGADQAS ITARNHIQLV KLQVEEVHQL 

  201 SRKAETKLAE AQIEELRQKT QEEGEERAES EQEAYLRED

  MS/MS Fragmentation of LAEAQIEELR
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Additional file 2, Table S2.

MS/MS analysis table for differentially regulated phospho-proteins identified by Q-TOF MS/MS analysis
Footnotes: aMascot score a = >42 indicate identification or extensive homology (p < 0.05). 
bPeptide matched b= Number of peptides matched with protein in MS/MS query. 

	Spot ID
	Protein


	Accession no.
	Mascot

scorea
	Peptidesb


	MS/MS Analysis

	12


	TCPD


	P50991


	152
	6
	    1 MPENVAPRSG ATAGAAGGRG KGAYQDRDKP AQIRFSNISA AKAVADAIRT 

  51 SLGPKGMDKM IQDGKGDVTI TNDGATILKQ MQVLHPAARM LVELSKAQDI 

101 EAGDGTTSVV IIAGSLLDSC TKLLQKGIHP TIISESFQKA LEKGIEILTD 

151 MSRPVELSDR ETLLNSATTS LNSKVVSQYS SLLSPMSVNA VMKVIDPATA 
201 TSVDLRDIKI VKKLGGTIDD CELVEGLVLT QKVSNSGITR VEKAKIGLIQ 

251 FCLSAPKTDM DNQIVVSDYA QMDRVLREER AYILNLVKQI KKTGCNVLLI 

301 QKSILRDALS DLALHFLNKM KIMVIKDIER EDIEFICKTI GTKPVAHIDQ 

351 FTADMLGSAE LAEEVNLNGS GKLLKITGCA SPGKTVTIVV RGSNKLVIEE 
401 AERSIHDALC VIRCLVKKRA LIAGGGAPEI ELALRLTEYS RTLSGMESYC 

451 VRAFADAMEV IPSTLAENAG LNPISTVTEL RNRHAQGEKT AGINVRKGGI 

501 SNILEELVVQ PLLVSVSALT LATETVRSIL KIDDVVNTR 

MS/MS Fragmentation of ALIAGGGAPEIELALR
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Monoisotopic mass of neutral peptide Mr(calc): 1549.8528
Tons Score: SO Expect: 0.0068
Matches (Bold Red): 22/124 fragment ions using 43 most intense peaks






	13
	ACTA
	P62736


	128
	5
	    1 MCEEEDSTAL VCDNGSGLCK AGFAGDDAPR AVFPSIVGRP RHQGVMVGMG 
  51 QKDSYVGDEA QSKRGILTLK YPIEHGIITN WDDMEKIWHH SFYNELRVAP 

101 EEHPTLLTEA PLNPKANREK MTQIMFETFN VPAMYVAIQA VLSLYASGRT 

151 TGIVLDSGDG VTHNVPIYEG YALPHAIMRL DLAGRDLTDY LMKILTERGY 

201 SFVTTAEREI VRDIKEKLCY VALDFENEMA TAASSSSLEK SYELPDGQVI 

251 TIGNERFRCP ETLFQPSFIG MESAGIHETT YNSIMKCDID IRKDLYANNV 

301 LSGGTTMYPG IADRMQKEIT ALAPSTMKIK IIAPPERKYS VWIGGSILAS 

351 LSTFQQMWIS KQEYDEAGPS IVHRKCF

 MS/MS Fragmentation of AGFAGDDAPR
  [image: image13.png]Monoisotopic mass of neutral peptide Mr{cale):
Tons Score: 48 Expect: 0.015
Matches (Bold Red)

10/74 fraguent ions using

5754410

27 most intense peaks





	14
	ADHX


	P11766


	74
	4
	    1 MANEVIKCKA AVAWEAGKPL SIEEIEVAPP KAHEVRIKII ATAVCHTDAY 

  51 TLSGADPEGC FPVILGHEGA GIVESVGEGV TKLKAGDTVI PLYIPQCGEC 

101 KFCLNPKTNL CQKIRVTQGK GLMPDGTSRF TCKGKTILHY MGTSTFSEYT 

151 VVADISVAKI DPLAPLDKVC LLGCGISTGY GAAVNTAKLE PGSVCAVFGL 

201 GGVGLAVIMG CKVAGASRII GVDINKDKFA RAKEFGATEC INPQDFSKPI 

251 QEVLIEMTDG GVDYSFECIG NVKVMRAALE ACHKGWGVSV VVGVAASGEE 

301 IATRPFQLVT GRTWKGTAFG GWKSVESVPK LVSEYMSKKI KVDEFVTHNL 

351 SFDEINKAFE LMHSGKSIRT VVKI

 MS/MS Fragmentation of IIGVDINKDK
[image: image14.png]Monoisotopic mass of neutral peptide Mr(calc): 1113.6394
Tons Score: 31 Expect: 0.71

Matches (Bold Red):

13/86 fragment ions using 46 nwost intense peaks





	15
	NACA


	Q13765


	342
	4
	    1 MPGEATETVP ATEQELPQPQ AETGSGTESD SDESVPELEE QDSTQATTQQ 

  51 AQLAAAAEID EEPVSKAKQS RSEKKARKAM SKLGLRQVTG VTRVTIRKSK 

101 NILFVITKPD VYKSPASDTY IVFGEAKIED LSQQAQLAAA EKFKVQGEAV 

151 SNIQENTQTP TVQEESEEEE VDETGVEVKD IELVMSQANV SRAKAVRALK 

201 NNSNDIVNAI MELTM 

MS/MS Fragmentation of SPASDTYIVFGEAK
[image: image15.png]1000 1200 1400 1600

Monoisotopic mass of neutral peptide Mr(calc): 1483.7195
Tons Score: 119 Expect: 9.5e-10
Matches (Bold Red): 15/126 fragment ions using 20 most intense peaks






	16
	TCTP


	P13693


	103
	5
	     1 MIIYRDLISH DEMFSDIYKI REIADGLCLE VEGKMVSRTE GNIDDSLIGG 

  51 NASAEGPEGE GTESTVITGV DIVMNHHLQE TSFTKEAYKK YIKDYMKSIK 

101 GKLEEQRPER VKPFMTGAAE QIKHILANFK NYQFFIGENM NPDGMVALLD 

151 YREDGVTPYM IFFKDGLEME KC

 MS/MS Fragmentation of GKLEEQRPER
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Monoisotopic mass of neutral peptide Mr(calc): 1240.6524

Tons Score: 40 Expect: 0.08
Matches (Bold Red): 16/98 fragment ions using 20 most intense peaks






	17
	ACTB


	Q96HG5


	76
	5
	   1 MDDDIAALVV DNGSGMCKAG FAGDDAPRAV FPSIVGRPRH QGVMVGMGQK 

  51 DSYVGDEAQS KRGILTLKYP IEHGIVTNWD DMEKIWHHTF YNELRVAPEE 

101 HPVLLTEAPL NPKANREKMT QIMFETFNTP AMYVAIQAVL SLYASGRTTG 

151 IVMDSGDGVT HTVPIYEGYA LPHAILRLDL AGRDLTDYLM KILTERGYSF 

201 TTTAEREIVR DIKEKLCYVA LDFEQEMATA ASSSSLEKSY ELPDGQVITI 

251 GNERFRCPEA LFQPSFLGME SCGIHETTFN SIMKCDVDIR KDLYANTVLS 

301 GGTTMYPGIA DRMQKEITAL APSTMKIKII APPERKYSVW IGGSILASLS 

351 TFQQMWISKQ EYDESGPSIV HRKCF  

MS/MS Fragmentation of AGFAGDDAPR
[image: image17.png]Monoisotopic mass of neutral peptide Mr(cale): S975.4410
Tons Score: 46 Expect: 0.028

Matches (Bold Red):

9/74 fragwent ions using 21 wost intense pesks





	18
	ICLN


	P54105


	139
	4
	    1 MSFLKSFPPP GPAEGLLRQQ PDTEAVLNGK GLGTGTLYIA ESRLSWLDGS 

  51 GLGFSLEYPT ISLHALSRDR SDCLGEHLYV MVNAKFEEES KEPVADEEEE 

101 DSDDDVEPIT EFRFVPSDKS ALEAMFTAMC ECQALHPDPE DEDSDDYDGE 

151 EYDVEAHEQG QGDIPTFYTY EEGLSHLTAE GQATLERLEG MLSQSVSSQY 

201 NMAGVRTEDS IRDYEDGMEV DTTPTVAGQF EDADVDH 

MS/MS Fragmentation of  GLGTGTLYIAESR
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Monoisotopic mass of neutral peptide Mr{cale):

Ions Score:
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22/112 fragment ions using 26 most intense peaks
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Matches (Bold Red):






