Results from MASCOT search

1. Beta-actin-like protein 2

Analysis Information

Report Type Protain-Paptida Summary by Spot Analysis Typa Combinad (MS+MSMS)
Sample Set Mama 201105404 [001300010097-201103-18-1]  Database SwissPrat
Analysis Name KhalikMadicinal Chamistry[Mus Swissprot]  Craation Dale 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:24 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Mathods {Unspacified) | (Unspadified)
Interpratation Methad (Unspacified)
Gel ld/Pos J24NZ Instr./Gel Origin Ak1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 001300010087 Instrument Sample Name Spectra [

Rank P rotein Name Accession No.

Protein Protein Totallon Totallon Protein MW P rotein Spot Name
Pl

Pep. Username Department

Score  Score Score AN Count
C.L%
1 Rechlame: Full=Beta-actindike protein 2; Akhame: gi| 81805056 spj08 215 100 175 100 4Z319.1 5.3 A-H-Z T Hhall Me dicinal
Full=H appa-actin BFZ3.1JACTEL_M Chemistry
OUSE
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  €.1.% Modification Rank Result Type
Seq. Seq. Score
92315672 9238219 00547 59 330 337 ILPPERK Mazco
10386514 10367253 Q0738 Al 38 336 IKNAPPER Mascot
11757 1716542 aoaz Al 4 51 HQGYMJ/GMGOK Mascot
18238411 16239576 Q1165 72 17 192 LDLAGROLTDVYLMK Mascot
16338359 16399587 Q1228 75 17 192 LDLAGROLTDYLMK Cwidaion (M)[13) Mascot
1700882 THIO0M48 Q112D 63 240 255 SYELPDGOVITISHER 114 100 Mascot
1780882 1791 0043 a1123 83 240 255 SYELPDGIVITISNER Mascot
19540645 19541871 01228 a3 97 114 VAPDEHPILLTEAPLNPK a1 9as9a Mazcot
19540645 19544871 042 &3 97 114 VAPDEHPILLTEAPLNPK Maseot
31836143 Ha3ani 0197 82 14 178 TTGNMDSGDGWYTHTWVPI Mascot
2. Cytochrome b-c1 complex subunit 1
Analysis Information
Report Typa Protein-Paptide Summary by Spot Analysis Typa Combined (MS+MSMS)
Sample Set Name  2011-05-04 [001300010097-2011-03-18-1]  Database SwissProt
Analysis Mame KhalilkMedicinal Chemistry[Mus Swissprot]  Creation Dake 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:25 - admin Last Modifiad 05/04/2011 13:18:54
MS Acq.: Proc. Mathods (Unspecifiad) : (Unspacified)
Interpratation Mathod (Unspacified)
Gel ldw/Pos TG Instr.iGel Origin Ak1152011-03-18-1 Process Status  Analysis Succeedad
Plate [#] Name [1] 0013000 10067 Instrument Sample Name Spectra €

Rank Protein Name Accession No.

Protein Protein Totallon Total lon Protein MW Protein Spot Name
Pl

Pep. Username Department

Score  Score Score  C.L% Count
C.L%
1 RecName: Ful-Cyiochome bo1 complex suburit 1, gi| 1454 8201 |spla8 265 100 196 100 534197  5.75 AL 11 Knall Me dicinal
mifochondrial; AMame : Full=Complex Il subunit 1 CZ1212CRI1_MO Chemistry
USE
Calc. Mass Obsrv. Mass *da tppm Start End Sequence lon C.l % Maodification Rank Result Type
Seq. Seq. Score
9124393 9124589 Q0173 E] 473 479 SGMPWLR Cuidafian (M1{3] Mazco
10535081 05533 0028 a7 473 430 SGMPWLRF Cridlaian (13] Maseot
11005735 11006115 0038 35 424 432 |PLAEWESR Mascot
1105406 11105802 0037 34 214 222 TOLTOYLNR Maseot
12025198 1202 6586 Q0388 32 433 442 I1QEVDAQMLR Mascot
12186147 12186503 Q035 28 43 442 IQEVDAQMLR Cuidaian (M13] Mascot
12586746 1255.7087 Qo3 26 423 432 RIPLAEWESR a1 88713 Mascot
12565748 12587087 Q0321 28 423 432 RIPLAEWESR Mazcot
15387478 1S3AST 00578 3a a7 32 LCTSATESEVTRGK Cartiamidametid (C)2] Maseot
18057577 1605.7383 Q0408 25 258 269 VYEEDAVPGLTPCR EAl 100 Carbamidomethyd (C){13] Mascot
16057577 18057883 QD408 25 2% 269 VYEEDAVPGLTRCR Cartiamidametid {C1{13] Mascot
18468132 16458577 Q0445 27 12 126 EVESIGAHLNAYSTR Mascot
20538971 2054043 oo 25 397 415 NALVSHLDGTTRYCEDIS a4 100 Carbamidametil {C1{14] Mascot
05389971 05404 o052 25 g als :ALvsHLDG'rrchmG Cartiamidametiyd {C){14] Mascot
2W/023259 VLI QIST2 22 12 134 E¥E§IGAHLNAYSTREHT Mascot



3. ATP synthase subunit beta

Analysis Information

Report Type Protein-Paptide Summary by Spot Analysis Typa Combinad (MS+MSMS)
Sample Sat Mame 20110504 [001300010097-201103-18-1]  Database Swis=Prat
Analysis Nama KhalilkMedicinal Chemistry[Mus Swissprot]  Creation Dale 05/04/2011 1312229
Reporied By 05/04/2011 17:22:26 - admin Last Modified 05/04/2011 13:18:54
MS Acq.: Proc. Mathad U ifiad) : (Unspacified)
Intarpratation Meathod (Unspacifiad)
Gel ldx/Pos 328MN8 Instr./Gel Origin Ak1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 0013000 10067 Instrument Sample Name Spectra 8
Rank Protein Name Accession No. Protein Protein Totallon Total lon Protein MW P rotein Spot Name Pep. Username Department
ore  Score Score C.l% L Count
C.L%
1 Rechame: Ful=ATP synthase subunit beta, gi[20455479|sp|PS 485 100 3]/T 100 562655 519 AL2 15 Khall Medicinal
mitochondrial; Aags: Precursor B480.2)ATPE_MO Chemisiry
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  €.1.% Modification Rank Result Type
Seq. Seq. Score
12626409 12ELT0RE Q0617 43 110 121 TIAMDGTEGLVR Mascet
13857004 13857786 Q06 50 144 155 IMNVISEPIDER Mascot
14017042 140.7753 g7 51 144 155 IMNVIGEPIDER Cuidafion (M)[2] Mascot
1408.881 407507 Q067 50 226 238 AHGGYSVFAGVGER 127 100 Mascot
1406681 1408.7507 Q0687 50 22 239 AHGGYSVFAGVGER Mascot
14357518 M3BAMZ 0070 43 31 34 FTOAGSEVSALLGR Masco
14397893 14338893 04 a3 28 294 VALTGLTUAEYFR Mascot
16018104 1601838 Q0758 47 285 279 VALVYGQMNEPPGAR 55 99992 Mascot
16018104 1601886 QU7 47 285 279 VALWYGOMNEPPGAR Mascot
16178053 16178818 00765 47 285 279 VALVYGQMNEPPGAR Cuidafion (M){3] Mascot
18508174 18509941 QOTET 48 % 109 LVLEVAQHLGESTVR 7a 100 Mascot
18508174 16509941 Q0767 48 %5 108 LVLEVAQHLGESTVR Mascot
17809625 1781047 Q085 a7 184 159 IMNVIGEPIDERGPIK Mascet
17968575 TOT.0ME4 Q0603 34 14 150 IMNVIGEPIDERGPIK Cuidaian (M)i2] Mascot
18425802 134249714 Q0812 43 am 422 IMDPNIVGNEHYDVAR Mascot
18588752 1858477 Q4035 55 407 422 IMDPHNIVGNEHYDUAR Cuidaian (M)i2] Mascot
18180859 13181878 oo 43 125 143 VIDSGAPIKIPVGPETLG 107 100 Mascot
4. Tubulin beta-3 chain
Analysis Information
Report Type Protain-Peptide Summary by Spot Analysis Typa Combinad (MS+MSMS)
Sample Set Mame 201105404 [001300010097-2011-03-18-1]  Database SwizsPrat
Analysis Name KhalikMadicinal Chamistry[Mus Swissprof]  Creation Dale 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:27 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Methods (Unspacified) : (Unspacified)
Intarpratation Mathod (Unspacified)
Gel ldw/Pos T3oMe Instr.fGel Origin Ak1182011-03-181 Process Status  Analysis Succeeded
Plate [#] Name [1] 0013000 10097 Instrument Sample Name Spectra &
Rank P rotein Name Accession No. Protein Protein Totallon Totallon Protein MW Protein Spot Name Pep. Username Department
ore  Scomre Score  C.L Pl nt
c.L%
1 RechName: FulFTubulin beta-3 chain gi| 20455323 spj08 258 100 185 100 508424  4.82 H-B-1 11 Khall M dicinal
ERDT.1[TBE3_MO ‘Chemistry
USE
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon €. % Modification Rank Result Type
Seq. Seq. Score
10625041 0e3sE24 Q027 20 310 3@ YLTVATVFR Mascet
11305853 11305734 00249 19 242 51 FPGOLMADLR 72 100 Mascet
11305953 1305734 -00219 -18 242 251 FPGQLNADLR Mascd
114316343 11438411 -00232 20 253 22 LAVNMVPFPR 48 99885 Mascct
11436343 11436111 -00232 -20 253 282 LAVNMVPFPR Mascd
11506239 11595006  -Q0287 25 253 22 LAVNMVPFPR 11 O Cwidation (M)[S5] Mascet
11586233 11596006 -00287 =25 253 282 LAVNMVPFPR Cuidatian {M)f5] Mascd
12285883 122576 -0023  -18 381 3O ISEQFTAMFR Mascet
12455833 12455882 -002M1 -22 kL B0 ISEQFTAMFR Owidaian (M)E) Mascd
12586902 12586639 -00283 21 22 52 FPGOLNADLRK Mascet
13856995 13856688 -00287 =21 kL B1 ISEQFTAMFRR Mascd
13906882  13908W8  -00F\4 25 3% W6 EVDEQMLAKISK Mascet
14065832 140866 -00W6 22 3% W6 EVDEQMLAKISK Cuidstian (48] Mascct
16048406 16047888 -00508 -32 283 276 LHFFMPGFAPLTAR Mascd
16158359 1815TOPS  -0034 24 & 77 AILVDLEPGTMDSVR &7 100 Mascet
16158359 18157975  -00384 -24 63 77 AILVDLEPGTMDSVR Mascd
16208356 16207853 -00403 25 261 276 LHFFMPGFAPLTAR Cuidation BAES1 Mascet



5. Tubulin beta-6 chain

Report Type Protein-Peplide Summary by Spot Analysis Type Combined (MS+MSMS)
Sample Set Mame 201105404 [001300010097-201103-18-1]  Database SwissProt
Analysis Name Khalil-Medicinal Chemistry[Mus Swissprot]  Crealion Dale 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:27 - admin Last Modifiad 05/04/2011 13:18:54
MS Acq. : Proc. Methods ({Unspacified) : (Unspecified)
Interpratation Methad {Unspacified)
Gel Id/Pos T30S Instr./Gel Origin Ak1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 001300010087 Instrument Sample Name Spectra 6
Rank Protein Name Accession No. Protein Protein Totallon Totallon Protein MW Protein Spot Name Pep. Username Department
Score Scom Scome C.L% Pl Count
c.lL%
RechName: Ful=Tubulin beta-§ chain gi| 5577 S955|spjad 169 100 18 100 505143 4.8 H-B-1 9 Khall Medicinal
2Z2F4.1|TEBS_MO Chemistry
USE
Calc. Mass Obsrv. Mass *da tppm Start End Sequence lon  €.1.% Modification Rank Result Type
Seq. Seq. Score
063A041 0635824 00T .20 310 A YLTVATUFR Mascot
10775323 10775088  -00234 -22 15 162 IREEYPDR Mascot
11305853 11305734 00249 19 242 51 FPGOLNADLR 72 100 Mascot
11305953 11305734 00219 -18 242 251 FPGQLNADLR Mascot
11436343 11436111 -00232 -20 253 282 LAVNMVPFPR 48 93865 Mascot
11436343 11438111 -00232 20 253 282 LAVNMVPFPR Mascet
11586233 11596006 -00287 -25 253 282 LAVNMVPFPR 1" 0 Oxidafion (M)S] Mascot
11596283 11598006 -00287 25 253 282 LAVNMVPFPR Cuidaian (M)f5] Mascet
12586902 12586639 -00263 -21 242 252 FPGQLNADLRK Mascot
18048406 18047838 -Q0508 <32 263 276 LHFFMPGFAPLTAR Masco
16208356 16207853  -00403 -25 283 2768 LHFFMPGFAPLTAR Owidaion (M)5] Mascot
19968329 1897893 -00438 26 3 EO HSSYFVEWIPHNVE Masco
17008852 17008041 0081 -43 310 4 YLTVATVFRGPMS MK Mascot
@sasala 198847 -0031 20 104121 GHYTEGAELVDSVLOVY Masco
6. 14-3-3 protein beta/alpha
Analysis Information
Report Type Protein-Peptide Summary by Spot Analysis Type Combined (MS+MSMS)
Sample Set Mame 201105404 [001300010097-2011-03-18-1]  Database SwizsProt
Analysis Name KhalikMedicinal Chemistry[Mus Swissprot]  Creation Dake 05/04/2011 13:12:29
Reporied By 05042011 17:22:28 - admin Last Modifiad 05/04/2011 13:18:54
MS Acq.: Proc. Mathods (Unspacified) : (Unspecified)
Interpratation Method {Unspacifiad)
Gel ldx/Pos. 32N 10 Instr./Gel Origin Ak1152011-03-18-1 Process Status Analysis Succeeded
Plate [#] Name [1] 001300010087 Instrument Sample Name Spectra ]
Rank P rotein Name Accession No. Protein Protein Totallon Total lon Protein MW Protein $pot Name Pep. Username Department
Score  Scom Score c.L L] Count
C.L%
1 RecHame: Full=14-3-3 protsin beta/alpha; AktName: gi| 18202838 spj08 180 100 104 100 ze1829 477 H-B-3 9 Knall Me dicinal
Full=Protein kinase C inhibitor protein 1; Short= COVE 3| 1433E_M Chemisiry
OUSE
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon €.l % Modification Rank Result Type
Seq. Seq. Score
2015145 9034909 0026 26 & 70 VISSECGK Mascot
8075247 8074935  -00312 -34 £ 51 NLLSVAYK Mascd
9164355 9184106 00239 26 123 129 MKGDYFR Mascet
9324294 9324056 -00238 -26 123 128 MKGDYFR Cwidaian (MI{1] Mascd
11085559 11035365 00204 -13 18 169 EMQPTHPIR Mascet
11245518 11245269  -00249 -22 181 169 EMQPTHPIR Cwidaian (M){2] Mascd
11896808 1180636 00203 24 215 224 DSTUMOLLR Mascet
12056559 12056271 -00288 -24 215 224 DSTUMALLR Cwidaian (M){8] Mascd
12368517 12086355 -0Me2 -13 180 189 KEMQFTHRIR Mascet
15038641 15038271 -00%7 -25 £ 57 NLLSVAYENWGAR Mascd
15987405 1587085 -00m 20 a 43 AVTEQGHELSNEER Mascet
18128254 18127815 -00439 -24 14 29 LAEQAERYDDMAAAMK 104 100 Mascd
18128254 18127815 00439 24 14 29 LAEQAERY DOMAAAMK Mascet
18288204 1828.772  -00484 -26 14 29 LAEQAERYDDMAAAMK 29 968284 Owidaian (M[15] Mascd
18288204 188772 -00484 24 14 29 LAEQAERY DOMAAAMK Cuidafian (M1f11] Mascet
18448153 18447729 00424 -23 14 29 LAEQAERYDDMAAAMK Cwidaian (M){1 1,15] Mascd



7. V-type proton ATPase catalytic subunitA

ReportType Protein-Paptide Summary by Spot Analysis Type Combined (MS+MSMS)
Sample Set Name  2011-05-04 [001300010087-2011-03-18-1]  Database SwissProt
Analysis Namea Khalil-Madicinal Chamistry[Mus Swissprot]  Creation Dai 05/04/2011 13:12:.29
Reporiad By 051042011 17:22:28 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Mathods {Unspecified) : (Unspacified)
Interpratation Method {Unspacifiad)
Gelldx/Pos F3INT Instr./Gel Origin AKT152011-03-181 Process Status  Analysis Succeeded
Plate [#] Name [1] 001300010087 Instrument Sample Name Spectra [

Rank Protein Name Accession No.

Protein Protein Total lon

n Protein MW P rotein Spot Name
Pl

Pep. Username  Department

Rank Protein Name Accession No.

Protein Protein Totallon Total lon Protein MW Protein Spot Name
! Pl

Score  Scome Score Count
C.l.%
Rechame: FulFV-iype proton AT Pase calylic subunt gi 145558530 [5p|P 13100 79 100 686247 542 HE4 S Knall Medicinal
A, Short=V-ATPase subunit A; AKName: Full=v-A S0516.2VATA_M Chemistry
OUSE
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon €. % Modification Rank Result Type
Seq  Seq. Score
9025053 9024855  -0198 =22 121 129 GVNVSALSR Mascot
1248658 12405209 -00W9  -26 208 212 FSMVEVWRVR Maseat
1262678 1262 836 0048 -33 130 139 DIKWEFIPSK Mascot
12646508 12648208 -003  -24 200 212 FSMVOVWRVR Cuication {M)f3] Mascat
13087271 13086748  -00522 -40 L= 56 VGHSELVGENR Mascot
13167434 13167128 -00MS .23 2N 232 LPANHPLLTGGR 73 100 Mascat
13167434 13167128 -00305 =23 pal 232 LPANHPLLTGOR Mascot
131965 1319647 -0.008 -6 533 554 RAVETTAQSDNK Maseat
15157048 1515756 00388 28 309 23 TALVANTSHMPUAAR Masent
1531.7887 15317384 -00513 -33 309 323 TALVANTSNMPVAAR Oidaion (M){[10) Mascot
17818527 17817881 00688 37 355 381 LAEMPADSGYPAYLGAR Masent
17978477 17977947 -0.053 -28 38 331 LAEMPADSGYPAYLGAR Oidafian (M){4] Mascot
8. 60 kDa heat shock protein
Analysis Information
Report Type ProteinPaptide Summary by Spot Analysis Type Combined (MS+MSMS)
Sample SetName 201105404 [001300010097-2011-03-18-1]  Database SwissProt
Analysis Name Khalil-Meadicinal Chamistry[Mus Swissprot]  Creation Dale 05/04/2011 13:12:29
Repored By 05/0442011 172228 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Pros. Methods {Unspacified) : (Unspecified)
Intarpretation Meathod {Unspacified)
GelldwPos J3AINTT Instr.iGel Origin AK1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 001300010057 Instrument Sample Name Spectra 6

Pep. Username Department

Score Score  Scor  C. Count
c.1.%
heat shock protein hspsd, hepB0=chaperoninfmice,  gil247242 38 100 274 100 611115 635 H-B4 14 Khall Medicinal
Pepiide, 573 aa] Chemistry
#da tppm Start  End Sequence lon  €.1.% Modification Rank Resutt Type
Seq  Seq. Score
8015353 9015007 -00M6 =38 aw 405 LSDGVAVLK Mascot
8125876 9125194 -008s2 75 293 A VELOWVAVK Mascol
8418141 8415@9 -00212 =23 4683 470 IGIENKR Mascot
9605109 9604918 =001 =20 4an 429 VTDALNATR Mamcot
961.4849 9614778  -00071 -7 =) 310 APGFGDNRK Mascot
10085359 1008514 -00219 -22 12 130 SIWKEGFEK Mascot
17598 1017539 -00548 -54 73 82 VTKDGWTVAK Mascot
10878677 1097 8472 -00205 -19 517 528 GNDPTEJVWR Mamcot
1215653 12156248 -00332 =27 48 433 NAGVEGSUVEK Mamcot
13447158 13446816 -00342 =25 & 72 TVIEQSWGSPK Mascot
1382.705 1380.8861 -0.0389 -28 22 233 GYISPYFINTSK 3 96.123 Mascot
138705 13306661  -00389 -28 22 233 GYISPYFINTSK Mascot
18308084 168308536 -0.0438 -30 3485 350 VGEWTKDDAMLLE Mamcot
19050552 19050034 -00518 =27 25 268 IS5VASIVPALEIANAHR Mamcot
25602485 25801882  -00783 - aF 121 LMQDVANNTNE EAGDGT 238 100 Mascot
TTATVLAR

25602485 25801882  -00783 - aF 21 _I'._\‘o_?_‘lz\:hlvll_‘N'l'NEEAGDG'l' Mascot



9. Creatine kinase B-type

Report Type Protain-Peptide Summary by Spot Analysis Typa Combined (MS+MSMS)
Sample Set Name 201105404 [001300010097-201103-18-1]  Dalabase SwissProt
Analysis Name KhalilMadicinal Chamistry[Mus Swissprot]  Creation Dake 05/04/2011 13:12:29
Reporiad By 05/04£2011 17:22:29 - admin Last Modifiad 05/04/2011 13:18:54
MS Acq. : Proc. Mathods (Unspecified) : (Unspacifisd)
Interpratation Method (Unspacifiad)
Gel ldw/Pos. F34MI2 Instr./Gel Origin Ak1152011-03-181 Process Status
Plate [#] Name [1] 001300010097 Instrument Sample Name Spectra

Rank P rmotein Name

Accession No. Protein Protein Totallon Total

| lon Protein MW Protein Spot Name
L% L]

Analysia Succesded
&

Pep. Username Department

Score  Scom Score c. Count
Cc.L%
1 RecHame: Full=Creatine kinase B-type; AkName: gil417208(5p| 044 358 100 295 100 429714 54 H-BS 12 Khall Me dicinal
Full=B-CK; AMame: Full=Creatine kinase B chain AT A|KCRE_MOU Chemistry
SE
Feptide Information
Calc. Mass Obsrv. *da *ppm Start End Sequence lon Maodification Rarnk Result Type
Seq  Seq Score
W3ITSS\|S  105M2 002 30 33 36 LLIEMECQR Mascot
10475503 10475457 006 33 3% 38 LLIEMEGR Cidlaian (U1{5] Maseot
11545623 11545215 -00408 -35 243 252 GGNMEEVFTR Owidaian (M){4] Mascot
1159544 11595503 Q0042 1 2 11 PFSHSHHTOK Maseot
12466313 12885916  -0037 -32 a 86 DLFDPIEER 69 100 Mascot
1248633 12455016 -00WT 32 a7 96 DLFDRIEER Maseot
13017256 13036785  -00471 -36 B 43 VLTPELYAELR Mascot
15028577 1502787 0088 -39 W 45 VLTPELYAELRAK Mazcot
16028334 18027755 -00579 -36 157 172 LAVEALSSLDGDLSGR a7 100 Mascot
18028334 182775 -Q0F79 -3 157 172 LAVEALSSLDGDLSGR Mascot
1672821 16727588 00642 38 367 31 LEQGOADDLMPAK Cidatian (){11] Maseot
19649308 19648582 00726 -37 an M1 GTGGVDTAAVGGVFONS 129 100 Mascot
HADR
19649308 19648582 -00728 37 321 M1 GTEGVDTAAVGGVFDVS Mascot
HADR
1208 20847 00833 -39 30 M1 RGTGGVDTAMVGGEVFDY Mazcot
SHADR
201956 DRMATI3 00843 38 14 32 FPAEDEFPDLSSHNHHM Cuidatian (MI17] Maseot
AK
7013535 TH2EA -adiad 44 3% 31 LUEMECRLEQSQAIDDL Cuidsian (15,19] Mascot
MEAK
10. Peroxiredoxin-2
Analysis Information
Report Type ProtainPeptide Summary by Spot Analysis Type Combined (MS+MSMS)
Sample Set Mame 201105404 [001300010097-201103-18-1]  Database SwissProt
Analysis Nama Khalil-Madicinal Chemistry[Mus Swissprot]  Creation Dale 05/04/2011 13:12:29
Reporiad By 05/04/2011 17:22:30 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Methods (Unspacdified) : (Unspacified)
Interpretation Method (Unspecdified)

Gel ldwPos J3IENIZ Instr.iGel Origin AK1152011-03-18-1 Process Status  Analysis Succeeded

Plate [# Name [1] 001200010027 Instrument Sample Name Spectra [

Rank Protein Name Accession No. Pratein Protein Totallon n Protein MW Protein Spot Name Pep. Username Department

Score  Score Score Pl Count
C.L%

1 Rechame: Full=Peroxiredoxin-2; AkMame: gi| 2499 450 ap |251 83 100 240 100 219361 5.2 H-B8 & Khall Me dicinal
Full=Thick-specific antioddant protein; Shor=TSA; 1T13[PROXZ_MO Chemistry
AkName USE

Fephide Information
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  €.1. % Modification Rank Result Type
Seq Seq. Score
9374373 9374006 -00WT -39 120 127 NDEGIAYR Mascot
e76.488 8764143  -007H1 -75 1 10 MASGNAQIGK Mascot
10235489 10234988 -00481 -7 o 34 EIKLSDYR Mascet
11085837 11085618 -00%79 .34 110 119 SLSONYGULK Mascot
12116743 1211631 -00433 -36 140 150 QIMVNDLPYGR L 100 Mascot
12116743 1218 -00403 38 141 150 QITVNDLPYGR Mascot
0270192 A0269¥8 -00784 -39 10 127 SLSONYGVLENDEGIAYR 148 100 Mascot
0270192 NMIWA  -00794 -39 110 127 SLSQNYGUVLKNDEGIAYR Masco



11. Cytochrome b-c1 complex subunit 2

Analysis Information

Report Type
Sample Sat Nama
Analysis Name
Reporied By

M5 Acq. : Proc. Mathods

ProteinPeptide Summary by Spot

201105404 [001300010097-2011-03-18-1]

KhalikMadicinal Chamistry[Mus Swissprot]
05/04/2011 17:22:32 - admin

Intarpratation Mathod

(Unspacified)

Analysis Typa
Database

Craation Dale
Last Modified

{Unspacified) : (Unspacified)

Combinad (MS+MSMS)
SwissProt

05/04/2011 13:12:29
050472011 13:18:54

GelldaPos  23GN1T
Plate [#] Name [1] 001300010097

Rank Protein Name

Instr./Gal Origin

Instrument Sample Name

Accession No.

Ak1152011-03-18-1

Process Status

Spectra

Protein Protein Total lon Total lon Protein MW Protein Spot Name
% L

Analysis Succesded
&

Pep. Username Department

Score  Score Score Count
C.l.%
1 Rechame: Ful=Cytochrome bc1 complex subunit 2,  gi| 1454 8302|spj28 33 100 252 100 AEIE2 926 H-H4 11 Khall Me dicinal
mitochandrial; AkName : Full<Complex Il subunit 2 DET7 A|GCRZ_M Chemistry
OUSE
Calc. Mass Obsrv. Mass *da fppm Start End Sequence lon €. % Modification Rank Result Type
Seq. Seq. Score
10005886 10005305 -0031  -38 148 155 RWEVAALR Mascct
11215888 1215382 0036 -28 163 172 AVAFONSQTR 60 99596 Mascd
12356201 1235747 Q0454 3T 22 241 QVAEQFLNMR Mascct
1251815 12515726  -00424 -34 232 241 QVAEQFLNMR 13 0 Owidatian (M)f3) Mascd
1251815 12515726 00424 <34 22 241 QUAEQFLNMR Cuidatian (M13] Mascct
12626528 12625888 008 52 7 17 AGSFSRFYSLK Maseat
12826096 1282 5726 0037 -28 17 127 ENMAYTVEGIR Mascd
12986045 12985636 00408 -3 17 127 ENMAYTVEGIR Cuidsian (U13] Masect
13147052 1314.6622 -0.043 -33 173 183 IENLHDVAYK Mascd
14187438 14198941 00497 35 30 H5 GHNTTSLLSGSVAK Mascat
1477.7758 14777301 -00457 -3 160 172 IDKAVAFQNSQTR Mascd
15287017 1529737 008 34 380 5 AVAGGHLESADVEAAK 98 100 Mascat
15297917 1529.7387 -0052 -34 380 75 AVAQGNLSSADVOAAK Mascd
181a7az 1818724 008 38 T 84 YEDSHNLGTSHLLR a3 100 Mascct
1618.782 1618.724 -0.058 -38 al 84 YEDSNNLGTSHLLR Mascd
21730566 2788\ -Q1015 -47 200 217 ITSEELHYFUQNHFTSAR Mascct
12. Acetyl-CoA acetyltransferase
Analysis Information
Report Typa Protein-Paptide Summary by Spot Analysis Type Combined (MS+MSMS)
Sarmple Set Name  201105-04 [001300010097-201103-18-1]  Database SwissProt
Analysis Nama Khalil-Madicinal Chamistry[Mus Swissprot] ~ Creation Dale 05/04/2011 13:12:29
Raporied By 05/04/2011 17:22:28 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Methods (Unspacified) : (Unspadifiad)
Interpratation Method (Unspecified)
Gelldx/Pos IIAIN11 Instr./Gel Crigin Ak1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 00 1300010097 Instrument Sample Name Spectra 5

Rank Protein Name

Accession No.

Protein Protein Totallon Total lon Protein MW Protein Spot Name
Fl

Pep. Username Department

Score  Score Score Count
C.L%
acety-CoA acetybransferase, mitcchondnial precurser  gi|21450128 81 99879 68 99396 451285 871 H-H-4 4 Khall Medicinal
[Mus musculus] Chemistry
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  C.L % Modification Rank Result Type
Seq  Seq. Score
810583 810547 -00335 =37 o 308 LNVEPLAR Magcot
8735023 9734984 00055 & 383 370 MLEIDPGK Mascot
1561.7129 1561682 -00508 -33 208 218 QEQDOTYALSSYTR a3 99996 Mascot
1561.7128 1561682 -00%09 <33 208 218 QEQDTYALSSYTR Mascot
21720085 21789551  -00534 -25 0 218 MNISRQEQDTYALSSYTR Creiclation M)1] Mascot



13. Cytochrome c1

Analysis Information

Report Type Protain-Paptide Summary by Spot Analysis Typa

Sample Set Name 201105404 [001300010097-201103-18-1]  Database

Combinad (MS+MSMS)
SwissPral

Analysis Mame Khalik-Medicinal Chemistry[Mus Swissprot]  Creation Dale 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:34 - admin Last Modified 05/04/2011 13:18:54
MS Acq.: Proc. Mathods (Unspacified) : (Unspacified)
Intampreatation Mathod (Unspacifiad)
Gel l1dw/Pos 34 N0 Instr.iGel Origin Ak1152011-03-18-1 Process Status Analysis Succeeded
Plate [#] Name [1] 0012000 10087 Instrument Sample Name Spectra [
Rank Protein Name Accession No. Protein Protein Totallon Totallon Protein MW P rotein Spot Name Pep. Username Department
Score  Score Score  C.l. L Count
C.L%
1 Rechame: Ful=Cytochrome ¢1, heme prosein, i 21758079 spjoa prry 100 Py 100 3IE5F3 924 H-KS5 5 Hhall Medicinal
mifz.chonddial; Akhame: Full=Complex ||l subunit 4; DOM3.1CY1_MO Chemistry
ARN USE
Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  €.1.% Modification Rank Result Type
Seq. Seq. Score
9725989 9725772 Q027 22 38 305 KLAYRPPK Mascot
10335571 10335402 00169 -16 1 10 MAAAAASLRR Owidafian (M){1] Mascal
12987053 12887196 Q0133 10 100 111 GLLSSLDHTSIR 62 92598 Masco
12947083 1298.7196 M3 10 100 111 GLLSSLDHTSIR Mascal
1670888 16708984 Q0124 7 187 202 AANNGALPPDLSYIVR 28 100 Masco
1670885 16708984 00424 7 187 202 AANNGALPPDLSYIR Mascot
18643229 18649381 Qo152 a 1w 186 LSDYFPEPYPNPEAAR 93 100 Mascal
18649220 18549381  QHS2 a 7 186 LSDYFPKPYPHPEAAR Mascot
14. Proteasome subunit alpha type-6
Analysis Information
Report Type Protain-Peptide Summary by Spot Analysis Typa Combinad (MS+MSMS)
Sample Set Mame 2011405404 [001300010097-2011-03-18-1]  Database SwissProt
Analysis Nama Khalik-Madicinal Chamistry[Mus Swissprof]  Craation Dake 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:34 - admin Last Modified 05/04/2011 13:18:54
MS Acq. : Proc. Mathods (Unspedified) : (Unspedilied)
Intampratation Mathod (Unspacifiad)
Gel ldx/Pos J42N20 Instr.iGel Origin Ak1152011-03-18-1 Process Status  Analysis Succeeded
Plate [#] Name [1] 0013000 10087 Instrument Sampla Name Spectra &
Rank Protein Name Accession No. Protein Protein Totallon Total lon Protein MW Protein Spot Name Pep. Username Department
Score  Score Score Pl Count
C.L%
< subunit alpha type-5; gil9910829|sp )29 170 100 47 100 27811 634 H-KS 5 Knall Medicinal
ARName: Ful=Macropain kota chain; AkName: Full=-Mu  QUMS.1PSAS_M Chemistry
OUSE
Cale. Mass Obsrv. Mass *da *ppm Start End Sequence lon  €.1.% Modification Rank Result Type
Seq. Seq. Score
10335347 10335402 00055 5 Ll 54 DCAVIVTOK Carbamnidamethid (C)[2) Mascd
1158511 1158827 006 14 12 21 HITIFSPEGR 58 99894 Mascet
1155611 1156.827 0.Me 14 12 21 HITIFSPEGR Mascd
1SR 1T0AET 008 7 1 11 MSRGSSAGFDR Mascet
12857223 1285.7378 ok 12 3 43 AINOGGLTSVAVR 80 100 Mascd
12857223 12857378 0HS5 12 31 43 AINOGGLTSVAVR Moot



15. Proteasome subunit alpha type-4

Analysis Information

Report Type Protain-Paptide Summary by Spot Analysis Typa Combinad (MS+MSMS)
Sample Set Name 201105404 [001300010097-2011-03-18-1]  Database SwissPral
Analysis Mame Khalilk-Medicinal Chemistry[Mus Swissprot]  Creation Dale 05/04/2011 13:12:29
Reporied By 05/04/2011 17:22:35 - admin Last Modified 05/04/2011 13:16:54
MS Acq. : Proc. Mathods (Unspedified) | (Unspecified)
Interpratation Mathod (Unspacifiad)
Gel ldw/Pos 3d43m21 Instr.iGel Origin Ak1152011-03-18-1 Process Status Analysis Succeeded
Plate [#] Name [1] 0012000 10097 Instrument Sample Name Spectra [
Rank P rotein Name Accession No. Protein Protein Totallon Totallon Protein MW Protein Spot Name Pep. Username Department
Score  Score Score C.L% L Count
C.L%
1 Rechame: Full-Prote ssome subunk alpha type; P01 E30[ep |20 s 100 127 00 207373 750 HKB & Knall Medicinal
AkName: Full=Macropain subunit C9; AkName: Full=Mu R1P0.1|PSA4_MO Chemistry
USE

Peptide Informat ion’

Calc. Mass Obsrv. Mass *da *ppm Start End Sequence lon  C.L% Modification
Seq. Seq. Score
025305 B025261  -Q0044 -5 21 218 VEIATLTR
9994834 9985169 Q0275 28 118 127 QAYTOFGSK
10075156 1007533 QST 18 2 17 TTIFSPEGR 52 92875
10075156 1007 5313 QST 18 L] 17 TTIFSPEGR
12265304 1228845 QM4 1z = 64 LLDEVFFSEK
13576304 13577034 0073 54 177 187 QDYKEGEMTLK Cuictaian (4){3)
14308213 14308401 Qo188 13 208 218 LSAEKVERTLTR 75 100
14308213 14308401 Q0488 13 206 218 LEAEKVEWTLTR

Rank Resuft Type



