the protein name, possible protein isoforms in which the same peptide sequence can be found.

y Table 3. List of identified mouse cathepsin E cleavage sites. Columns from left to right contain: Swissprot accession number, start and end position of the identified peptide in the protein sequence, the identified (neo-N-terminal) peptide sequence, the residues
surrounding the cleavage site from P4 to P4', number of fragmentation spectra by which the peptide was identified, all different light/heavy ratios by which the peptide was quantified, the MASCOT score and threshold (99% confidence) of the best scoring fragmentation spectrum

accession | start | end |neo-N-terminal peptide sequence cleavage site # spectra |different light/heavy ratios score/threshold |protein name isoforms
P62259 8 19 [AcD3-VYQAKLAEQAER-COOH REDLJ VYQA 4 0.48466/0.50846/0.47288 75/47 14-3-3 protein epsilon

P62259 10 19 |AcD3-QAKLAEQAER-COOH DLVY QAKL 2 0.55671 82/47 14-3-3 protein epsilon

P62259 [ 178 | 190 |AcD3-SVFYYEILNSPDR-COOH ALNF | SVFY 1 0.65232 48/47 14-3-3 protein epsilon

P62259 | 181 | 190 |AcD3-YYEILNSPDR-COOH FSVFJ{ YYEI 1 0.71381 56/47 14-3-3 protein epsilon

P68510 30 42 |AcD3-VTELNEPLSNEDR-COOH AMKA VTEL 3 0.5518/0.52405 74/47 14-3-3 protein eta

P61982 24 42 |AcD3-AAAMKNVTELNEPLSNEER-COOH YDDM | AAAM 1 0.52726 64/47 14-3-3 protein gamma

P61982 30 42 |AcD3-VTELNEPLSNEER-COOH AMKN VTEL 2 0.42895 68/48 14-3-3 protein gamma

P61982 33 42 |AcD3-LNEPLSNEER-COOH NVTE{ LNEP 1 0.49528 53/47 14-3-3 protein gamma

070456 7 18 |AcD3-IQKAKLAEQAER-COOH RASL IQKA 5 0.54673/0.55126 89/45 14-3-3 protein sigma P68254 (7-18)
P68254 27 41 [AcD3-KAVTEQGAELSNEER-COOH ATCM | KAVT 3 0.55356/0.39311 127/47 14-3-3 protein theta

P68254 45 55 |AcD3-SVAYKNVVGGR-COOH RNLL{ SVAY 1 0.6112 75/47 14-3-3 protein theta

P63101 7 18 |AcD3-VQKAKLAEQAER-COOH KNELJ VOKA 2 0.52129 97/45 14-3-3 protein zeta/delta Q9CQVa (9-20)
P63101 23 41 [AcD3-AACMKSVTEQGAELSNEER-COOH YDDM AACM 6 0.47197/0.46382/0.44103/0.45846/0.50997 100/44 14-3-3 protein zeta/delta

P63101 24 41 [AcD3-ACMKSVTEQGAELSNEER-COOH DDMA ACMK 3 0.54575/0.47447 137/44 14-3-3 protein zeta/delta

P63101 26 41 [AcD3-MKSVTEQGAELSNEER-COOH MAAC{ MKSV 2 0.67068 131/46 14-3-3 protein zeta/delta

P63101 27 41 [AcD3-KSVTEQGAELSNEER-COOH AACM | KSVT 2 0.56883 110/47 14-3-3 protein zeta/delta

P63101 29 41 |AcD3-VTEQGAELSNEER-COOH CMKS{ VTEQ 7 0.51119/0.47254/0.47117/0.51045 79/46 14-3-3 protein zeta/delta P68254 (29-41)
P63101 44 55 |AcD3-LSVAYKNVVGAR-COOH ERNLJ LSVA 10 0.42402/0.49222/0.47159 87/45 14-3-3 protein zeta/delta :’42195:? (45-56), P68510 (45-56), Q3cQVa
P63101 | 45 | 55 |AcD3-SVAYKNVVGAR-COOH RNLLJ SVAY 4 0.66067/0.6267 64/46 14-3-3 protein zeta/delta :’f;zg? (46-56), P68510 (46-56), Q3cQVd
P63101 67 80 |AcD3-QKTEGAEKKQQMAR-COOH SSIEJ QKTE 2 0.55076 85/47 14-3-3 protein zeta/delta

P63101 | 118 | 127 |AcD3-YLKMKGDYYR-COOH SKVFJ YLKM 2 0.6497 54/48 14-3-3 protein zeta/delta 070456 (120-129), P61982 (123-132),

P68510 (123-132)

Q8CIH5 | 959 | 968 |AcD3-VETKADSIVR-COOH IRSF VETK 4 0.5661/0.52026 64/45 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase gamma-2

P62192 | 235 | 249 |AcD3-LAKAVANQTSATFLR-COOH GKTLJ LAKA 1 0.4751 81/44 26S protease regulatory subunit 4

P54775 30 43 |AcD3-LGPEPEDLEDLYSR-COOH GLSFJ LGPE 1 0.50969 50/47 26S protease regulatory subunit 6B

P54775 | 164 | 178 |AcD3-YADIGGMDIQKQEVR-COOH PDVM{ YADI 2 0.4417 96/47 26S protease regulatory subunit 6B

P54775 | 191 | 200 |AcD3-YKQIGIDPPR-COOH HFELJ YKQI 1 0.60708 52/46 26S protease regulatory subunit 6B

P46471 33 43 |AcD3-LKTYGQSTYSR-COOH DIAL LKTY 3 0.48321/0.4443 60/47 26S protease regulatory subunit 7

P46471 81 97 |AcD3-AADKQTLQSEQPLQVAR-COOH LWDL{ AADK 2 0.4448 103/47 26S protease regulatory subunit 7

P46471 | 122 | 139 |AcD3-VVDLSDQVAPTDIEEGMR-COOH FAKF{, VVDL 1 0.49635 57/46 26S protease regulatory subunit 7

P46471 | 126 | 139 |AcD3-SDQVAPTDIEEGMR-COOH VVDL{ SDQV 2 0.47037/0.45977 75/45 26S protease regulatory subunit 7

P62196 12 21 [AcD3-EEGKAGSGLR-COOH QMEL EEGK 6 0.45553/0.42531/0.45894 97/47 26S protease regulatory subunit 8

P62196 [ 176 | 201 |AcD3-EALGIAQPKGVLLYGPPGTGKTLLAR-COOH PELFJ EALG 1 0.44681 53/38 26S protease regulatory subunit 8

035593 | 271 | 282 |AcD3-AIKNVGKQDPKR-COOH PEQLJ AIKN 2 0.42566 61/41 26S proteasome non-ATPase regulatory subunit 14

035226 | 207 | 221 |AcD3-GVDPSADPELALALR-COOH DFEF{ GVDP 1 0.52427 50/47 26S proteasome non-ATPase regulatory subunit 4

035226 | 337 | 352 |AcD3-VLENLPGVDPNNAAIR-COOH FLOS VLEN 1 0.58867 54/46 26S proteasome non-ATPase regulatory subunit 4

Q3UHX2 | 81 88 |AcD3-IDIENPNR-COOH VEGL{/IDIE 1 0.5767 53/47 28 kDa heat- and acid-stable phosphoprotein

Q99J99 [ 217 | 231 |AcD3-LTNEGLEKSPEEIKR-COOH FTEFLTNE 3 0.45852/0.50891 80/46 3-mercaptopyruvate sulfurtransferase

Q9CR16 37 49 |AcD3-FADIVPKTAENFR-COOH VLEL{ FADI 1 0.3885 60/47 40 kDa peptidyl-prolyl cis-trans isomerase

Q9CR16 | 301 | 312 |AcD3-EMDPSNTKALYR-COOH LEALJ EMDP 1 0.56593 51/47 40 kDa peptidyl-prolyl cis-trans isomerase

P63323 89 96 |AcD3-VGLCKIDR-COOH LGEW VGLC 2 0.36101 53/47 40S ribosomal protein S12

P62843 26 40 [AcD3-LDMSYEQLMQLYSAR-COOH LDQL{ LDMS 2 0.37708 75/46 40S ribosomal protein S15

P63276 38 47 |AcD3-IAIIPSKKLR-COOH VCEEIAIl 1 0.41523 42/29 40S ribosomal protein S17

P63276 [ 109 | 132 |AcD3-LDFGSLSNLQVTQPTVGMNFKTPR-COOH MLKL\ LDFG 1 0.52745 69/47 40S ribosomal protein S17

P63276 | 118 | 132 [AcD3-QVTQPTVGMNFKTPR-COOH LSNL{ .QVTQ 2 0.47945 70/48 40S ribosomal protein S17

P62270 29 38 |AcD3-AITAIKGVGR-COOH KIAFJ AITA 3 0.33176/0.36954 50/42 40S ribosomal protein S18

P62849 24 41 |AcD3-VIDVLHPGKATVPKTEIR-COOH RKQM{ VIDV 2 0.39715/0.43347 86/39 40S ribosomal protein S24

P62852 68 76 |AcD3-ITPAVVSER-COOH NYKL{/ ITPA 1 0.42625 68/45 40S ribosomal protein S25

P97351 69 82 [AcD3-VSLADLONDEVAFR-COOH RVFE{ VSLA 2 0.47261 107/48 40S ribosomal protein S3a

P97351 72 82 |AcD3-ADLONDEVAFR-COOH EVSLJADLQ 4 0.40359/0.40646 68/47 40S ribosomal protein S3a

P97351 | 138 | 146 [AcD3-FCVGFTKKR-COOH LLRLJ FCVG 1 0.40954 62/47 40S ribosomal protein S3a

P62702 21 30 [AcD3-DKLTGVFAPR-COOH HWMLJ, DKLT 2 0.38749 68/46 40S ribosomal protein S4, X isoform

P97461 174 | 198 |AcD3-ADELINAAKGSSNSYAIKKKDELER-COOH AECLJ ADEL 1 0.448 68/46 40S ribosomal protein S5

P62082 31 41 |AcD3-EMNSDLKAQLR-COOH LLELY EMNS 2 0.34271 74/47 40S ribosomal protein S7

)



P62082 [ 133 | 143 |AcD3-LVFPSEIVGKR-COOH ILED LVFP 9 0.40254/0.37404/0.38437/0.33247 81/44 40S ribosomal protein S7
P14206 [ 140 | 155 |AcD3-VNLPTIALCNTDSPLR-COOH EASY{ VNLP 1 0.3645 68/47 40S ribosomal protein SA
Qa2 7 15 |AcD3-VVSQPLNYR-COOH TGTFLVWVSQ 3 0.45148/0.51236/0.55507 64/47 4-trimethylaminobutyraldehyde dehydrogenase
Qa2 91 | 107 |AcD3-IATVETINNGKSIFEAR-COOH RKDE IATV 2 0.56204 98/47 4-trimethylaminobutyraldehyde dehydrogenase
Qa2 94 | 107 |AcD3-VETINNGKSIFEAR-COOH EIAT VETI 2 0.53835 68/47 4-trimethylaminobutyraldehyde dehydrogenase
Qa2 308 | 326 |AcD3-VVKQTQKIKLGDPLLEDTR-COOH FINE{ VVKQ 2 0.45502/0.42882 66/40 4-trimethylaminobutyraldehyde dehydrogenase
QoIM14 | 18 29 |AcD3-ADFESGLLQGFR-COOH DGVL\ ADFE 2 0.42914 80/47 5'(3")-deoxyribonucleotidase, cytosolic type
Q9D110 | 132 | 145 |AcD3-IFLPGLGFDKDGNR-COOH GLDL\ IFLP 2 0.62212 98/47 5-formyltetrahydrofolate cyclo-ligase
P63038 47 60 |AcD3-LADAVAVTMGPKGR-COOH GVDL{,LADA 2 0.36736 69/47 60 kDa heat shock protein, mitochondrial
P63038 [ 405 | 420 |AcD3-KVGGTSDVEVNEKKDR-COOH VAVL| KVGG 1 0.77801 119/47 60 kDa heat shock protein, mitochondrial
P63038 | 412 | 420 |AcD3-VEVNEKKDR-COOH GTSDJ VEVN 2 0.32888/0.36849 89/47 60 kDa heat shock protein, mitochondrial
P63038 | 436 | 446 |AcD3-IVLGGGCALLR-COOH VEEG | IVLG 1 0.37412 77/44 60 kDa heat shock protein, mitochondrial
P63038 [ 514 | 526 |AcD3-VEKGIIDPTKVVR-COOH FVNM VEKG 1 0.43897 61/39 60 kDa heat shock protein, mitochondrial
P14869 29 44 |AcD3-IVGADNVGSKQMQQIR-COOH PKCFYIVGA 8 0.40229/0.37056/0.38675/0.37638/0.41811 111/48 60S acidic ribosomal protein PO
P14869 52 62 |AcD3-VVLMGKNTMMR-COOH RGKAL VLM 1 0.3376 57/47 60S acidic ribosomal protein PO
P14869 89 99 |AcD3-VFTKEDLTEIR-COOH NVGF{ VFTK 1 0.55737 56/47 60S acidic ribosomal protein PO
P14869 | 103 | 112 |AcD3-LANKVPAAAR-COOH RDML LANK 3 0.34311/0.38145 70/44 60S acidic ribosomal protein PO
P14869 | 138 | 149 |AcD3-FQALGITTKISR-COOH KTSF{ FQAL 2 0.42897 88/44 60S acidic ribosomal protein PO
P99027 10 38 |AcD3-AALGGNSSPSAKDIKKILDSVGIEADDDR-COOH SYLLV AALG 1 0.49405 52/47 60S acidic ribosomal protein P2
P53026 34 48 |AcD3-LQISLKNYDPQKDKR-COOH ETVE{ LQIS 5 0.39179/0.32975/0.37979 99/45 60S ribosomal protein L10a
P53026 35 48 |AcD3-QISLKNYDPQKDKR-COOH TVEL{ QISL 2 0.39176 80/46 60S ribosomal protein L10a
P53026 [ 111 | 122 |AcD3-LASESLIKQIPR-COOH YDAF |, LASE 5 0.41131/0.38137/0.40881 70/43 60S ribosomal protein L10a
P53026 [ 112 | 122 |AcD3-ASESLIKQIPR-COOH DAFL\ ASES 1 0.59564 44/43 60S ribosomal protein L10a
Q9CXw4 | 23 32 |AcD3-NICVGESGDR-COOH KLCL{ NICV 2 0.42182 76/45 60S ribosomal protein L11
Q9CXW4 [ 24 32 |AcD3-ICVGESGDR-COOH LCLN{ ICVG 1 0.44579 55/45 60S ribosomal protein L11
P35979 [ 107 | 114 |AcD3-DEIVNIAR-COOH NITFJ DEIV 2 0.4387 67/47 60S ribosomal protein L12
P47963 | 147 | 158 [AcD3-ATQLTGPVMPIR-COOH ELKLJ ATQL 4 0.45798/0.39766/0.34938 56/46 60S ribosomal protein L13
P19253 22 31 |AcD3-IVAKQVLLGR-COOH RLAAJ IVAK 2 0.3737 59/33 60S ribosomal protein L13a
Q9CR57 25 35 |AcD3-VAIVDVIDQNR-COOH AGKL\{ VAIV 4 0.37868/0.39682 73/47 60S ribosomal protein L14
Q9CR57 | 111 | 119 |AcD3-KVMKAKKMR-COOH FDRF{ KVMK 2 0.5883/0.51864 49/42 60S ribosomal protein L14
P62717 [ 128 | 138 |AcD3-KVEEIAAGKCR-COOH 1QIM{ KVEE 1 0.55275 60/47 60S ribosomal protein L18a
P84099 [ 124 | 136 |AcD3-YLKVKGNVFKNKR-COOH YHSL{ YLKV 1 0.60987 52/37 60S ribosomal protein L19
P84099 [ 125 | 136 |AcD3-LKVKGNVFKNKR-COOH HSLY | LKVK 2 0.51244 75/34 60S ribosomal protein L19
P67984 40 46 |AcD3-EQFLQER-COOH AANF EQFL 1 0.34094 53/47 60S ribosomal protein L22
P62830 63 73 |AcD3-ATVKKGKPELR-COOH DMVM | ATVK 2 0.39508/0.36369 49/38 60S ribosomal protein L23
P27659 | 217 | 234 |AcD3-IDVIGVTKGKGYKGVTSR-COOH QDEM\/ IDVI 3 0.41303/0.34586 114/43 60S ribosomal protein L3
P27659 | 331 | 343 |AcD3-IMLKGCVVGTKKR-COOH TNDF{ IMLK 4 0.38239/0.41945 82/42 60S ribosomal protein L3
P27659 [ 333 | 343 |AcD3-LKGCVVGTKKR-COOH DFIM{/LKGC 1 0.41808 58/40 60S ribosomal protein L3
P27659 | 334 | 343 |AcD3-KGCVVGTKKR-COOH FIML{ KGCV 2 0.61236 69/44 60S ribosomal protein L3
P62889 46 56 |AcD3-VILANNCPALR-COOH KAKL{ VILA 2 0.41119 55/47 60S ribosomal protein L30
P62889 49 56 |AcD3-ANNCPALR-COOH LVILJ ANNC 1 0.40797 51/47 60S ribosomal protein L30
P62889 94 | 106 |AcD3-LAIIDPGDSDIIR-COOH RVCT LAII 1 0.38945 51/46 60S ribosomal protein L30
P62889 95 | 106 |AcD3-AlIDPGDSDIIR-COOH VCTLJAIID 2 0.4178/0.32232 61/47 60S ribosomal protein L30
P629500 15 23 |AcD3-SAINEVVTR-COOH KKGR\/SAIN 1 0.75295 72/34 60S ribosomal protein L31
Q6ZWV7 | 59 70 |AcD3-TVINQTQKENLR-COOH ARVL{ TVIN 4 0.45525/0.48178 99/46 60S ribosomal protein L35
055142 28 36 |AcD3-LKIEGVYAR-COOH HTAL LKIE 2 0.39539 59/45 60S ribosomal protein L35a
055142 50 68 |AcD3-VYKAKNNTVTPGGKPNKTR-COOH RCAY{ VYKA 1 0.381 44/43 60S ribosomal protein L35a
Q9D8E6 | 326 | 336 |AcD3-LKLNPYAKTMR-COOH LRIM{ LKLN 2 0.39633 59/45 60S ribosomal protein L4
P47962 | 145 | 152 |AcD3-YLDAGLAR-COOH AFTC{ YLDA 1 0.48112 65/47 60S ribosomal protein L5
P47911 98 | 113 |AcD3-ATVTKTVGGDKNGGTR-COOH EKVLYATVT 2 0.43202 98/47 60S ribosomal protein L6
P47911 [ 181 | 191 |AcD3-LLVTGPLVINR-COOH DSGL{ LLVT 2 0.4263/0.6003 55/37 60S ribosomal protein L6
P47911 | 182 | 191 |AcD3-LVTGPLVINR-COOH SGLLL LVTG 1 0.39714 50/40 60S ribosomal protein L6
P47911 [ 183 | 191 |AcD3-VTGPLVINR-COOH GLLLy VTGP 3 0.39214/0.40911 53/42 60S ribosomal protein L6
P47911 [ 242 | 254 |AcD3-DTEKEKYEITEQR-COOH GEIFJ,DTEK 1 0.44709 63/48 60S ribosomal protein L6
P47911 [ 264 | 280 |AcD3-QILPKIKAVPQLQGYLR-COOH AVDL{ QILP 1 0.35779 71/35 60S ribosomal protein L6
P12970 [ 205 | 223 |AcD3-TQVNSEDKGALAKLVEAIR-COOH TVAF{ TQVN 2 0.48123/0.43016 65/44 60S ribosomal protein L7a
P51410 45 54 |AcD3-LSLLGKKKKR-COOH INVE/LSLL 2 0.39642 47/27 60S ribosomal protein L9
P51410 46 54 |AcD3-SLLGKKKKR-COOH NVEL{ SLLG 3 0.43333/0.34462 54/30 60S ribosomal protein L9
P51410 [ 151 | 173 |AcD3-IELVSNSAALIQQATTVKNKDIR-COOH EGND/IELV 1 0.37656 65/42 60S ribosomal protein L9
P51410 [ 154 | 173 |AcD3-VSNSAALIQQATTVKNKDIR-COOH DIEL{ VSNS 6 0.39418/0.42996/0.41948/0.48589 102/44 60S ribosomal protein L9
P51410 | 161 | 173 |AcD3-IQQATTVKNKDIR-COOH SAALV/1QQA 3 0.41496/0.37651 88/44 60S ribosomal protein L9
QI9WUAS3 | 359 | 373 |AcD3-CVQMTQDVQKAMDER-COOH PLME{,.CVQM 2 0.56314 103/44 6-phosphofructokinase type C
Q9WUAS3 | 360 | 373 |AcD3-VQMTQDVQKAMDER-COOH LMECJ{ vaMT 10 0.44792/0.4778/0.46847/0.37151 97/46 6-phosphofructokinase type C




QSWUAS3 | 362 | 373 |AcD3-MTQDVQKAMDER-COOH ECvQ{ MTQD 2 0.57075 70/45 6-phosphofructokinase type C

P12382 [ 538 | 554 |AcD3-SLGSDTAVNAAMESCDR-COOH GTDF{ SLGS 1 0.61543 94/42 6-phosphofructokinase, liver type

P12382 [ 701 | 713 |AcD3-ANAPDSACVIGLR-COOH GRVF{ ANAP 2 0.52283 65/48 6-phosphofructokinase, liver type

Q9DCDO | 43 69 |AcD3-LANEAKGTKVVGAQSLKDMVSKLKKPR-COOH VDDF{ LANE 1 0.42701 41/37 6-phosphogluconate dehydrogenase, decarboxylating
Q9DCDO | 62 69 |AcD3-VSKLKKPR-COOH LKDM{ VSKL 2 0.47889 49/34 6-phosphogluconate dehydrogenase, decarboxylating
Q9DCDO [ 97 | 107 |AcD3-IIIDGGNSEYR-COOH DTGD IIID 1 0.45764 79/47 6-phosphogluconate dehydrogenase, decarboxylating
Q9DCDO [ 123 | 136 |AcD3-FVGSGVSGGEEGAR-COOH KGIL{ FVGS 2 0.49645 70/47 6-phosphogluconate dehydrogenase, decarboxylating
Q9DCDO | 281 | 288 |AcD3-IGEAVFAR-COOH PVTL\L IGEA 2 0.47906 61/47 6-phosphogluconate dehydrogenase, decarboxylating
Q9CQ60 | 202 | 214 [AcD3-VATGEGKAAVLKR-COOH SIIFY VATG 3 0.48252/0.54238 68/43 6-phosphogluconolactonase

P20029 67 75 |AcD3-VAFTPEGER-COOH TPSY{ VAFT 1 0.48648 69/47 78 kDa glucose-regulated protein

P20029 | 268 | 280 |AcD3-IKLYKKKTGKDVR-COOH MEHFJ IKLY 4 0.56395/0.50371 93/33 78 kDa glucose-regulated protein

P20029 [ 314 | 325 |AcD3-FEGEDFSETLTR-COOH IESF{ FEGE 1 0.45405 75/46 78 kDa glucose-regulated protein

P20029 [ 550 | 559 |AcD3-AEEDKKLKER-COOH AEKF, AEED 2 0.47208 56/47 78 kDa glucose-regulated protein

Q8Q7T1 | 146 | 162 |AcD3-VAGGMESMSNVPYVMSR-COOH QDVM | VAGG 1 0.7455 60/43 Acetyl-CoA acetyltransferase, mitochondrial

Q8QzT1 | 291 | 300 |AcD3-VLMTAEAAQR-COOH AAALY VLMT 4 0.67767/0.68604 66/47 Acetyl-CoA acetyltransferase, mitochondrial

035381 | 121 | 132 |AcD3-FNCEVTNLNAYR-COOH SLDL{ FNCE 2 0.53453 65/45 Acidic leucine-rich nuclear phosphoprotein 32 family member A
QOESTS | 121 | 128 |AcD3-FGCEVTNR-COOH SLDL\ FGCE 1 0.51173 50/46 Acidic leucine-rich nuclear phosphoprotein 32 family member B
Q99KIO 48 56 |AcD3-LEKNINIVR-COOH RYDL{ LEKN 3 0.52982 52/43 Aconitate hydratase, mitochondrial

Q99KI0 49 56 |AcD3-EKNINIVR-COOH YDLL{ EKNI 1 0.59873 51/44 Aconitate hydratase, mitochondrial

Q99KIO 66 84 |AcD3-SEKIVYGHLDDPANQEIER-COOH PLTL SEKI 3 0.49339/0.504 111/47 Aconitate hydratase, mitochondrial

Q99KIO | 132 | 141 |AcD3-AQVGGEKDLR-COOH HLIEL AQVG 2 0.52051 65/47 Aconitate hydratase, mitochondrial

Q99KIO | 621 | 633 [AcD3-AINIENGKANSVR-COOH LLIGLAINI 2 0.58962 84/47 Aconitate hydratase, mitochondrial

P60710 5 28 |AcD3-IAALVVDNGSGMCKAGFAGDDAPR-COOH MDDD {/IAAL 1 0.69612 51/47 Actin, cytoplasmic 1

P60710 7 28 |AcD3-ALVVDNGSGMCKAGFAGDDAPR-COOH DDIAJALVV 1 0.46735 79/45 Actin, cytoplasmic 1

0.46616/0.49005/0.52394/0.51412/0.46655/0.4
P60710 8 28 |AcD3-LVVDNGSGMCKAGFAGDDAPR-COOH DIAA{ LVWD 72 9343/0.4677/0.49905/0.49937/0.50686/0.50403 124/45 Actin, cytoplasmic 1
/0.56316/0.48132/0.56838/0.45552

0.54994/0.41808/0.51933/0.5001/0.50011/0.48
P60710 9 28 |AcD3-VVDNGSGMCKAGFAGDDAPR-COOH IAALL, VVDN 25  |178/0.52377/0.5259/0.50062/0.52097/0.46767/ 95/43 Actin, cytoplasmic 1
0.56942/0.48139/0.559

P62737 (47-64), P63260 (45-62), P63268 (46-

P60710 | 45 | 62 |AcD3-VGMGQKDSYVGDEAQSKR-COOH QGVM{,VGMG 2 |0.74207 98/46 Actin, cytoplasmic 1
63), P68033 (47-64), P68134 (47-64)

P62737 (56-64), P63260 (54-62), P63268 (55-
P60710 54 62 |AcD3-VGDEAQSKR-COOH KDSY, VGDE 2 0.5501/0.50992 60/47 Actin, cytoplasmic 1 63), P68033 (56-64), P68134 (56-64),
Q8BFZ3 (55-63)

P62737 (142-149), P63260 (140-147),
AcD3-LSLYASGR-COOH IQAV{ LSLY 4 0.71974/0.73503/0.71079 76/47 Actin, cytoplasmic 1 P63268 (141-148), P68033 (142-149),
P68134 (142-149), Q8BFZ3 (141-148)

P60710 | 140 | 14

S

P62737 (192-198), P63260 (190-196),

P60710 | 190 | 196 |AcD3-MKILTER-COOH TDYLY MKIL 1 |o.61154 66/46 Actin, cytoplasmic 1 P63268 (191-197), P68033 (192-198),
P68134 (192-198), Q8BFZ3 (191-197)
P60710 | 280 | 290 [AcD3-NSIMKCDVDIR-COOH ETTFUNSIM 5 |0.54278/0.57677/0.57011 58/47 Actin, cytoplasmic 1 P63260 (280-290), Q8BFZ3 (281-291)
0.41583/0.53374/0.46953/0.44477/0.48859/0.5
P60710 | 294 | 312 |AcD3-YANTVLSGGTTMYPGIADR-COOH RKDL, YANT 23 |4949/0.47862/0.43169/0.48746/0.44507/0.4812 121/47 Actin, cytoplasmic 1 P63260 (294-312)
6
P60710 | 297 | 312 [AcD3-TVLSGGTTMYPGIADR-COOH LYANJ TVLS 2 |0.69458 119/47 Actin, cytoplasmic 1 P63260 (297-312)
P60710 | 298 | 312 |AcD3-VLSGGTTMYPGIADR-COOH YANTLVLSG 2 |0.48684 67/47 Actin, cytoplasmic 1 P62737 (300-314), P63260 (298-312),
P63268 (299-313), P68033 (300-314)
P62737 (302-314), P63260 (300-312),
P60710 | 300 | 312 |AcD3-SGGTTMYPGIADR-COOH NTVL SGGT 3 |0.7736/0.79715 77/45 Actin, cytoplasmic 1 P63268 (301-313), P68033 (302-314),
P68134 (302-314)
P60710 | 357 | 372 [AcD3-ISKQEYDESGPSIVHR-COOH QOMW 1 1SKQ, 1 |o.72155 90/47 Actin, cytoplasmic 1 P63260 (357-372)
P63260 | 5 | 28 [AcD3-IAALVIDNGSGMCKAGFAGDDAPR-COOH MEEE IAAL 3 |0.43713/0.47818 92/46 Actin, cytoplasmic 2
P63260 | 7 | 28 [AcD3-ALVIDNGSGMCKAGFAGDDAPR-COOH EEIALALVI 4 [0.483/0.46624/0.49607 110/45 Actin, cytoplasmic 2
P63260 | 8 | 28 [AcD3-LVIDNGSGMCKAGFAGDDAPR-COOH EIAALLVID 9 [0.46663/0.47533/0.4876 105/45 Actin, cytoplasmic 2
P63260 | 9 | 28 |AcD3-VIDNGSGMCKAGFAGDDAPR-COOH IAALL VIDN 9 2‘3585943/ 04869/0.49886/0.47703/0.49243/0.51 86/44 Actin, cytoplasmic 2
0.49143/0.50235/0.50051/0.50992/0.48862/0.4 PEO710 (105-116), P62757 (107-118),

P63260 [ 105 | 11

o

AcD3-LTEAPLNPKANR-COOH HPVLJ LTEA 57 94/46 Actin, cytoplasmic 2 - -
v 2975/0.46959/0.48899/0.46723 /  cytop :Zigi 883 ﬁ;:' P68033 (107-118),




P60710 (137-147), P62737 (139-149),

P63260 137 | 147 |AcD3-QAVLSLYASGR-COOH YVAIL QAVL 3 0.73398 75/47 Actin, cytoplasmic 2 P63268 (138-148), P68033 (139-149),
P68134 (139-149), Q8BFZ3 (138-148)
P61161 55 65 |AcD3-LMVGDEASELR-COOH EIKDJ LMVG 3 0.43835/0.49659 70/47 Actin-related protein 2
P61161 56 65 |AcD3-MVGDEASELR-COOH IKDLY MVGD 1 0.41417 63/46 Actin-related protein 2
P61161 69 80 |AcD3-EVNYPMENGIVR-COOH RSML{ EVNY 1 0.53753 54/47 Actin-related protein 2
P61161 [ 109 | 120 |AcD3-LTEPPMNPTKNR-COOH CKILJ LTEP 1 0.49838 58/48 Actin-related protein 2
Q9R0Q6 | 157 | 167 [AcD3-LAAGSCDFKCR-COOH NNVLJ LAAG 2 0.53226 58/45 Actin-related protein 2/3 complex subunit 1A Q9WV32 (157-167)
Q9IM76 55 66 |AcD3-FKNYEIKNEADR-COOH ANVF |, FKNY 2 0.63281 76/48 Actin-related protein 2/3 complex subunit 3
P59999 20 32 [AcD3-LCLENFSSQVVER-COOH LQAA LCLE 1 0.55698 72/47 Actin-related protein 2/3 complex subunit 4
P59999 23 32 |AcD3-ENFSSQVVER-COOH ALCLJ ENFS 4 0.50977/0.55488 77/47 Actin-related protein 2/3 complex subunit 4
P59999 25 32 [AcD3-FSSQVVER-COOH CLEN FSSQ 1 0.68488 62/47 Actin-related protein 2/3 complex subunit 4
P59999 47 55 |AcD3-LLQPVTISR-COOH SKEL{ LLQP 4 0.48666/0.46605/0.38962 57/41 Actin-related protein 2/3 complex subunit 4
P59999 63 71 |AcD3-IEGSINSVR-COOH EKVL{ IEGS 2 0.47378 76/46 Actin-related protein 2/3 complex subunit 4
Q9CPW4 | 25 47 |AcD3-VDEEDGGDGQAGPDEGEVDSCLR-COOH ENKF VDEE 1 0.50065 109/37 Actin-related protein 2/3 complex subunit 5
Q9CPW4 [ 54 74 |AcD3-ALQAALKNPPINTKSQAVKDR-COOH NMTA ALQA 1 0.43996 57/41 Actin-related protein 2/3 complex subunit 5
Q9CPW4 | 58 74 |AcD3-ALKNPPINTKSQAVKDR-COOH ALQAJ ALKN 4 0.48153/0.48394/0.48436 87/42 Actin-related protein 2/3 complex subunit 5
Q9CPW4 [ 60 74 |AcD3-KNPPINTKSQAVKDR-COOH QAAL{ KNPP 2 0.47557 94/44 Actin-related protein 2/3 complex subunit 5
Q9CPW4 | 134 | 143 [AcD3-AAGGVGSIVR-COOH EKALJ AAGG 2 0.54598 82/45 Actin-related protein 2/3 complex subunit 5
Q99JY9 35 49 |AcD3-IAIKESAKVGDQAQR-COOH IPSCIAIK 4 0.49919/0.49463 86/45 Actin-related protein 3
Q99JY9 37 49 |AcD3-IKESAKVGDQAQR-COOH SCIAJ/IKES 7 0.49523/0.51885/0.46845 88/47 Actin-related protein 3
Q99JY9 [ 222 | 230 |AcD3-ETAKAVKER-COOH EQSL{ ETAK 2 0.53183 77/46 Actin-related protein 3
Q99JY9 [ 299 | 312 |AcD3-VVDEVIQNCPIDVR-COOH PISE{,VVDE 1 0.46107 71/48 Actin-related protein 3
Q99JY9 [ 319 [ 329 |AcD3-IVLSGGSTMFR-COOH LYKN{ IVLS 4 0.53868/0.47055 105/48 Actin-related protein 3
Q99JY9 | 391 | 409 |AcD3-YQVCHTKKDYEEIGPSICR-COOH TPEF{ YQVC 1 0.44651 54/47 Actin-related protein 3
P31786 7 15 |AcD3-DKAAEEVKR-COOH QAEF\ DKAA 1 0.51871 52/47 Acyl-CoA-binding protein
Q9DpU1 68 89 |AcD3-FAQAPVDQFPGTAVESVTDSSR-COOH SGELJ,FAQA 1 0.53802 67/47 Adaptin ear-binding coat-associated protein 2
Q9WTP6 | 129 | 137 [AcD3-SIQDSLLIR-COOH VIEF{,SIQD 4 0.45561/0.45062 65/46 Adenylate kinase 2, mitochondrial
P54822 | 388 | 396 |AcD3-AMVKAGGSR-COOH NIIM{ AMVK 4 0.39401/0.38869 64/47 Adenylosuccinate lyase
P28650 53 62 |AcD3-LATDADIVSR-COOH VVDL\ LATD 4 0.55692/0.54726 97/48 Adenylosuccinate synthetase isozyme 1
P46664 50 59 |AcD3-LAQDADIVCR-COOH VVDL\, LAQD 1 0.53868 54/47 Adenylosuccinate synthetase isozyme 2
P40124 | 387 | 394 |AcD3-IVEIINSR-COOH DVVG . IVEI 3 0.53978/0.50608 57/45 Adenylyl cyclase-associated protein 1
Q9JKX6 35 43 [AcD3-YMDPTGKTR-COOH EKTTJ, YMDP 1 0.53036 53/46 ADP-sugar pyrophosphatase
QaJlie 47 72 |AcD3-ASVYGNETEIGEALKESVGSGKAVPR-COOH HIDC ASVY 3 0.56159/0.57455 80/47 Alcohol dehydrogenase [NADP+]
QaJlie 229 | 243 |AcD3-LEEPVVLALAEKHGR-COOH EPVL LEEP 4 0.52222/0.60061 85/44 Alcohol dehydrogenase [NADP+]
QaJlie 236 | 243 |AcD3-ALAEKHGR-COOH PVVL{ ALAE 1 0.59522 48/46 Alcohol dehydrogenase [NADP+]
Q57119 | 558 | 567 [AcD3-VAEGGAKDIR-COOH VSSYJ VAEG 2 0.49118 83/47 Aldehyde dehydrogenase family 16 member A1
P47738 69 86 |AcD3-QVAEGNKEDVDKAVKAAR-COOH EVICJ QVAE 1 0.64135 80/47 Aldehyde dehydrogenase, mitochondrial
P47738 70 86 |AcD3-VAEGNKEDVDKAVKAAR-COOH VICQ{ VAEG 2 0.64464 69/46 Aldehyde dehydrogenase, mitochondrial
P47738 | 272 | 283 [AcD3-IQVAAGSSNLKR-COOH VGHL{/1QVA 1 0.49519 46/46 Aldehyde dehydrogenase, mitochondrial
P45376 | 259 | 269 |AcD3-VVIPKSVTPVR-COOH QRNL{ VVIP 2 0.43795/0.51674 48/39 Aldose reductase
P45376 | 280 | 294 |AcD3-EVSSEDMATLLSYNR-COOH VFDF | EVSS 2 0.53594 95/45 Aldose reductase
Q7TPR4 | 555 | 565 |AcD3-KATLPDADKER-COOH HEQF | KATL 1 0.43282 51/47 Alpha-actinin-1
088990 | 352 | 359 [AcD3-NTLQTKLR-COOH EINFUNTLQ 4 0.4835/0.43493 68/44 Alpha-actinin-3 PS7780 (359-366), Q7TPR4 (339-346),
Q9JI91 (346-353)
P57780 | 272 | 281 |AcD3-AQKAETAANR-COOH AFSG AQKA 2 0.52821 70/48 Alpha-actinin-4 Q7TPR4 (252-261)
P57780 | 355 | 366 |AcD3-EINFNTLQTKLR-COOH KCQLEINF 1 0.44529 49/45 Alpha-actinin-4 088990 (348-359), Q7TPR4 (335-346),
Q9JI91 (342-353)
P61164 | 212 | 220 |AcD3-EIVKAIKER-COOH SSEFJ EIVK 1 0.35428 40/40 Alpha-centractin
P61164 [ 298 | 313 |AcD3-IVLSGGSTLFKGFGDR-COOH LFSN IVLS 1 0.53777 48/46 Alpha-centractin Q8R5C5 (298-313)
P17182 22 32 |AcD3-VDLYTAKGLFR-COOH PTVE{,VDLY 10 0.49323/0.49369/0.48971/0.50009 89/45 Alpha-enolase P17183 (22-32)
P17182 24 32 |AcD3-LYTAKGLFR-COOH VEVD{ LYTA 1 0.52559 73/45 Alpha-enolase P17183 (24-32)
P17182 25 32 |AcD3-YTAKGLFR-COOH EVDL YTAK 14 0.48559/0.4815/0.49854 71/45 Alpha-enolase P17183 (25-32)
P17182 43 50 |AcD3-IYEALELR-COOH ASTGIYEA 1 0.42549 47/46 Alpha-enolase P17183 (43-50), P21550 (43-50)
P17182 | 114 | 132 |AcD3-VSLAVCKAGAVEKGVPLYR-COOH AILG{/VSLA 2 0.74253/0.6344 64/44 Alpha-enolase
P17182 | 117 | 132 |AcD3-AVCKAGAVEKGVPLYR-COOH GVSLJ AVCK 40 046751/0.45224/0.49505/0.44347/0.43109/0.5 101/45 Alpha-enolase
2483/0.4758/0.49689/0.4812/0.42481
P17182 | 118 | 132 |AcD3-VCKAGAVEKGVPLYR-COOH VSLA{ VCKA 3 0.6054/0.55185 82/46 Alpha-enolase
P17182 [ 168 | 179 |AcD3-FMILPVGASSFR-COOH AMQE FMIL 2 0.44158 74/47 Alpha-enolase
P17182 [ 169 | 179 |AcD3-MILPVGASSFR-COOH MQEF{ MILP 3 0.4625/0.45986 62/47 Alpha-enolase
P17182 | 172 | 179 |AcD3-PVGASSFR-COOH FMILJ PVGA 2 0.49543 65/47 Alpha-enolase
P17182 | 240 | 253 |AcD3-VVIGMDVAASEFYR-COOH YTDQ WIG 2 0.45235/0.43375 102/48 Alpha-enolase P21550 (240-253)
P17182 | 244 | 253 |AcD3-MDVAASEFYR-COOH VWVIGJ{ MDVA 2 0.74388 74/44 Alpha-enolase P17183 (244-253), P21550 (244-253)
P17182 | 313 | 327 |AcD3-IQVVGDDLTVTNPKR-COOH ASAG{/1QvV 2 0.49719 92/46 Alpha-enolase




P17182 [ 320 | 327 |AcD3-LTVTNPKR-COOH VGDD{ LTVT 2 0.50678/0.50259 54/43 Alpha-enolase P17183 (320-327), P21550 (320-327)

P17182 | 381 | 400 |AcD3-IADLVVGLCTGQIKTGAPCR-COOH EDTF{/IADL 2 0.43585/0.47727 64/47 Alpha-enolase P17183 (381-400), P21550 (381-400)

P17182 | 384 | 400 |AcD3-LVVGLCTGQIKTGAPCR-COOH FIAD\ LVVG 3 0.47918/0.54778 66/47 Alpha-enolase P17183 (384-400), P21550 (384-400)

P17182 | 385 | 400 |AcD3-VVGLCTGQIKTGAPCR-COOH IADL, VVGL 2 0.47194 59/47 Alpha-enolase P17183 (385-400), P21550 (385-400)

P17182 | 389 | 400 |AcD3-CTGQIKTGAPCR-COOH VVGL, CTGQ 2 0.4952/0.48151 73/47 Alpha-enolase P17183 (389-400), P21550 (389-400)

P17182 [ 415 | 426 |AcD3-EELGSKAKFAGR-COOH LRIE{ EELG 2 0.68565 69/46 Alpha-enolase

P17182 | 418 | 426 |AcD3-GSKAKFAGR-COOH EEELJ, GSKA 5 0.51144/0.47771 60/46 Alpha-enolase

Q9EPC1 30 39 |AcD3-LGKLGGTLAR-COOH DDSF{,LGKL 2 0.66827 63/40 Alpha-parvin Q9ES46 (23-32)

31230 | 177 | 185 |AcD3-VDVGEAAPR-COOH YVEELVDVG ) 0.41902 71/47 /i\minoacyl tRNA synthetase complex-interacting multifunctional protein

P59672 475 | 489 [AcD3-LLTAETKKLGTTDGR-COOH PYELJ LLTA 2 0.7072 60/45 Ankyrin repeat and SAM domain-containing protein 1A

P10107 4 12 |AcD3-VSEFLKQAR-COOH MAM | VSEF 1 0.63765 63/46 Annexin A1

P10107 63 72 |AcD3-ATIIDILTKR-COOH GVDEATII 2 0.57649/0.52328 84/38 Annexin A1

P10107 [ 110 | 124 |AcD3-AMLKTPAQFDADELR-COOH EVVLJ AMLK 1 0.65272 72/48 Annexin A1

P10107 [ 112 | 124 |AcD3-LKTPAQFDADELR-COOH VLAM | LKTP 3 0.64144/0.45643 77/48 Annexin A1

P10107 [ 138 | 144 |AcD3-IEILTTR-COOH EDTLIEIL 3 0.64367/0.56449 66/42 Annexin A1 035639 (114-120)

P10107 [ 181 | 188 |AcD3-LALAKGDR-COOH RKAL{ LALA 6 0.57929/0.54928 81/45 Annexin A1

P10107 | 193 | 204 |AcD3-SVNQDLADTDAR-COOH CQDbL{,SVNQ 6 0.72538/0.60815/0.58279 92/47 Annexin A1

P10107 [ 222 | 228 |AcD3-TTILTSR-COOH VNVF{ TTIL 2 0.54285 70/45 Annexin A1

P10107 [ 278 | 292 |AcD3-FAEKLYEAMKGAGTR-COOH TPAF FAEK 5 0.6426/0.62111 95/48 Annexin A1

P10107 [ 283 | 292 |AcD3-YEAMKGAGTR-COOH AEKL{, YEAM 4 0.44639/0.6636 67/47 Annexin A1

P07356 41 63 |AcD3-NIETAVKTKGVDEVTIVNILTNR-COOH RDAL{ NIET 1 0.48159 63/42 Annexin A2

P07356 45 63 |AcD3-AVKTKGVDEVTIVNILTNR-COOH NIET AVKT 1 0.57087 53/41 Annexin A2

P07356 54 63 |AcD3-VTIVNILTNR-COOH GVDE VTIV 5 0.52785/0.55071/0.48752 95/43 Annexin A2

P07356 56 63 |AcD3-IVNILTNR-COOH DEVT{/IVNI 3 0.51032/0.54268 72/42 Annexin A2

P07356 [ 172 | 178 |AcD3-VALAKGR-COOH RKLM VALA 2 0.60681 50/41 Annexin A2

035639 42 48 |AcD3-INILTER-COOH EKTLJ INIL 3 0.59805/0.55984/0.5547 52/46 Annexin A3

035639 | 300 [ 312 |AcD3-YSAIQSDTSGDYR-COOH GYSL{ YSAI 1 0.68046 81/45 Annexin A3

P97429 | 110 | 116 |AcD3-IEILASR-COOH EGCLJIEIL 2 0.64116 69/45 Annexin A4 035640 (117-123), P14824 (116-122),
Q9Q710 (113-119)

P97429 [ 299 | 308 |AcD3-IKGDTSGDYR-COOH LYSF{ IKGD 1 0.7082 53/47 Annexin A4

P48036 [ 109 | 115 |AcD3-TEIIASR-COOH EKVLJ TEIN 1 0.5678 64/44 Annexin AS

P48036 [ 136 | 149 |AcD3-EDDVVGDTSGYYQR-COOH GSNL\{ EDDV 1 0.51155 59/43 Annexin AS

P14824 | 609 | 624 |AcD3-YKSMKGAGTDEKTLTR-COOH ADKL\, YKSM 3 0.63613/0.70904 95/47 Annexin A6

Q07076 | 183 | 190 |AcD3-IVDVVSNR-COOH DEQAJ IVDV 2 0.54395 61/46 Annexin A7

Q9DBG3 | 18 30 |AcD3-LKAELNNEKKEKR-COOH EIFEJ LKAE 1 0.67898 89/43 AP-2 complex subunit beta

Q9DBG3 [ 19 30 |AcD3-KAELNNEKKEKR-COOH IFELJ KAEL 2 0.54305 103/44 AP-2 complex subunit beta

Q8VBT6 | 895 | 913 |AcD3-EETPELSATKPEGTPVPAR-COOH SLQL{ EETP 2 0.56509 105/48 Apolipoprotein B-100 receptor

035841 33 43 |AcD3-DGVKGGTKEKR-COOH QVILY DGVK 2 0.64026 61/46 Apoptosis inhibitor 5

Q9EPB4 | 132 | 148 |AcD3-DALHGSVLTEGQYQAVR-COOH DGVL{ DALH 1 0.57539 63/47 Apoptosis-associated speck-like protein containing a CARD

Q9EPB4 | 140 | 148 |AcD3-TEGQYQAVR-COOH GSVLY TEGQ 2 0.57134 62/47 Apoptosis-associated speck-like protein containing a CARD

Q8K2K6 48 57 |AcD3-VCTSCSGSLR-COOH VGSF{, VCTS 2 0.5761 56/44 Arf-GAP domain and FG repeats-containing protein 1

Q8K2K6 | 174 | 186 |AcD3-NKGTPSQSPVVGR-COOH ALHLJ NKGT 1 0.7063 65/47 Arf-GAP domain and FG repeats-containing protein 1

Q80WC7 | 135 | 143 [AcD3-LQEKYEKKR-COOH VKEF{, LQEK 2 0.63123 64/44 Arf-GAP domain and FG repeats-containing protein 2 Q8K2K6 (117-125)

Q8K2H4 | 722 | 732 |AcD3-MASDDPEKLSR-COOH DFSLLMASD 1 06175 58/47 /i\rf-GAP with coiled-coil, ANK repeat and PH domain-containing protein

Q61176 9 21 |AcD3-EIIGAPFSKGQPR-COOH PKSL{ EIG 5 0.59262/0.60698/0.59052 81/46 Arginase-1

Q61176 55 71 |AcD3-FVDVPNDSSFQIVKNPR-COOH GDLA FVDV 1 0.66857 59/47 Arginase-1

Q61176 56 71 |AcD3-VDVPNDSSFQIVKNPR-COOH DLAF{,VDVP 25 2'3528/?)722;65132Z/O'64472/0'66937/0'61932/0'61 79/47 Arginase-1

Q61176 81 92 |AcD3-AGVVAEVQKNGR-COOH NEELJ AGVV 2 0.73053 95/47 Arginase-1

Q61176 | 302 | 308 |AcD3-ACFGTQR-COOH ALTLJ ACFG 1 0.69483 48/45 Arginase-1

P16460 | 224 | 244 |AcD3-EIEFKKGVPVKVTNIKDGTTR-COOH PDVL EIEF 1 0.42759 55/41 Argininosuccinate synthase

P16460 [ 225 | 244 |AcD3-IEFKKGVPVKVTNIKDGTTR-COOH DVLE  IEFK 1 0.38941 48/39 Argininosuccinate synthase

Q8BP47 57 65 |AcD3-VDSQKENER-COOH PTIY VDSQ 2 0.59775 73/47 Asparaginyl-tRNA synthetase, cytoplasmic

Q92282 34 43 |AcD3-MIQSQEKPDR-COOH GISS\ MIQS 1 0.46369 56/47 Aspartyl-tRNA synthetase, cytoplasmic

Q92282 35 43 |AcD3-IQSQEKPDR-COOH ISSM 1asQ 2 0.48177 50/47 Aspartyl-tRNA synthetase, cytoplasmic

Q9CVD2 | 341 | 353 [AcD3-SLETAKDNLKAER-COOH AVTM{ SLET 1 0.71646 64/47 Ataxin-3

Q91v92 21 28 |AcD3-TTSAIQNR-COOH KYICJ TTSA 1 0.50725 51/48 ATP-citrate synthase

Q91v92 52 65 |AcD3-SQSLVVKPDQLIKR-COOH PWLL{ SQSL 1 0.67029 48/41 ATP-citrate synthase

Q91v92 56 65 |AcD3-VVKPDQLIKR-COOH SQSL{ VVKP 4 0.60672 57/37 ATP-citrate synthase

Q91V92 | 438 | 452 |AcD3-LLNASGSTSTPAPSR-COOH TANF{ LLNA 1 0.47434 51/48 ATP-citrate synthase

Q91V92 | 439 | 452 |AcD3-LNASGSTSTPAPSR-COOH ANFL\{ LNAS 2 0.60881 75/47 ATP-citrate synthase

Q91V92 | 584 | 597 |AcD3-IAIIAEGIPEALTR-COOH QIRT{ IAII 1 0.62194 68/44 ATP-citrate synthase




Q91V92 | 586 | 597 |AcD3-IIAEGIPEALTR-COOH RTIALIIAE 2 0.60643 68/45 ATP-citrate synthase

Q61655 70 81 |AcD3-VDNTNQVEVLQR-COOH RSNLJ, VDNT 2 0.55617 63/48 ATP-dependent RNA helicase DDX19A

Q9Z2H5 | 856 | 863 |AcD3-VTKAVVYR-COOH PDML\ VTKA 1 0.56764 46/42 Band 4.1-like protein 1

070318 | 760 | 773 |AcD3-LEEEPGQGAKVVER-COOH CDEE LEEE 2 0.61603/0.63656 54/48 Band 4.1-like protein 2

070318 | 761 | 773 |AcD3-EEEPGQGAKVVER-COOH DEEL EEEP 4 0.63724/0.65185 107/48 Band 4.1-like protein 2

070318 | 861 | 869 [AcD3-VTISDASQR-COOH KTEM{ VTIS 2 0.6892 56/48 Band 4.1-like protein 2

054962 11 33 |AcD3-VAEPMGEKPVGSLAGIGDVLSKR-COOH HRDF{ VAEP 2 0.45682 61/46 Barrier-to-autointegration factor

088597 98 | 112 |AcD3-IGEASDGGTMENLSR-COOH SFTLJIGEA 1 0.61531 80/45 Beclin-1

Q8BWGS8 | 40 51 |AcD3-VVLVDPEYLKER-COOH PVDG VWLV 1 0.5626 49/45 Beta-arrestin-1

Q99KR3 | 233 | 242 |AcD3-EKSFTVTELR-COOH RDNF{ EKSF 1 0.68434 64/47 Beta-lactamase-like protein 2

Q8CGC7 | 154 | 161 [AcD3-LEAQQAFR-COOH WFGF{ LEAQ 1 0.38155 65/47 Bifunctional aminoacyl-tRNA synthetase

Q9DBL7 10 21 [AcD3-VLTTPLATLAAR-COOH SGLLJ VLTT 1 0.61061 41/40 Bifunctional coenzyme A synthase

QocwJ9 9 22 [AcD3-FSVSDKTGLVEFAR-COOH QLAL FSVS 1 0.44746 90/47 Bifunctional purine biosynthesis protein PURH
Qocwi9 | 32 42 |AcD3-VASGGTAKAIR-COOH GLSL{,VASG 4 0.38421/0.45183 100/45 Bifunctional purine biosynthesis protein PURH
Q9CWIJ9 | 319 | 335 [AcD3-VALSDICDVPTAKIISR-COOH FGDF{,VALS 1 0.41575 81/46 Bifunctional purine biosynthesis protein PURH
Q9CWIJ9 | 475 | 484 [AcD3-SMKFKAGVKR-COOH PRVL{ SMKF 4 0.46281/0.46025 61/44 Bifunctional purine biosynthesis protein PURH
Q9CY64 36 44 |AcD3-LNLIGYVSR-COOH SSAF{ LNLI 2 0.52161 56/46 Biliverdin reductase A

Q9CY64 | 258 | 276 |AcD3-IQKLLGQVSAEDLAAEKKR-COOH QDIF{ IQKL 2 0.60349/0.52437 88/41 Biliverdin reductase A

Q8BGS2 23 30 |AcD3-VEDTTLNR-COOH EHVE{ VEDT 1 0.51549 53/47 BolA-like protein 2

Q8BGS2 39 52 |AcD3-VVSAKFEGKPLLQR-COOH FRVL{ VVSA 5 0.60694/0.71103/0.66911 65/42 BolA-like protein 2

035855 | 103 | 117 |AcD3-FEGLKAYKGGDQQVR-COOH SLQL FEGL 2 0.44262 86/47 Branched-chain-amino-acid aminotransferase, mitochondrial
Q6WVG3 | 38 48 |AcD3-LNVGGQVYVTR-COOH DIVEJLNVG 1 0.76582 51/46 BTB/POZ domain-containing protein KCTD12
Q922D8 | 156 | 166 [AcD3-IKEAGVQIAGR-COOH CLEL\, IKEA 1 0.38546 51/45 C-1-tetrahydrofolate synthase, cytoplasmic
Q922D8 | 731 | 739 |AcD3-VEKGFSNLR-COOH DLDL, VEKG 1 0.38544 65/47 C-1-tetrahydrofolate synthase, cytoplasmic
P11798 16 28 [AcD3-FEELGKGAFSVVR-COOH EYQLJ FEEL 2 0.61786 80/47 Calcium/calmodulin-dependent protein kinase type Il alpha chain Q6PHZ2 (17-29), Q923T9 (17-29)
P11798 40 | 52 [AcD3-AAKIINTKKLSAR-COOH GQEY{ AAKI 2 0.72834 66/34 Calcium/calmodulin-dependent protein kinase type Il alpha chain :’:iiz? (41-53), Q6PHZ2 (41-53), Q923T9
P28652 | 253 | 260 [AcD3-LTINPAKR-COOH INOMLTIN 1 0.53218 42/41 Calcium/calmodulin-dependent protein kinase type Il beta chain Q6PHZ2 (253-260), Q923T9 (253-260)
P62204 21 38 |AcD3-DKDGDGTITTKELGTVMR-COOH FSLF{,DKDG 1 0.67002 62/48 Calmodulin

P62204 94 | 107 |AcD3-DKDGNGYISAAELR-COOH FRVF{ DKDG 1 0.60501 73/47 Calmodulin

035350 6 22 |AcD3-ITPVYCTGVSAQVQKKR-COOH TEELJITPV 2 0.55097/0.54802 67/45 Calpain-1 catalytic subunit

P51125 | 365 | 381 |AcD3-VINDQALQALSDSLGTR-COOH VEEE VIND 2 0.57026 77/47 Calpastatin

P51125 [ 449 | 458 |AcD3-IGELSADFDR-COOH ESEL\/IGEL 4 0.60272/0.60928 82/47 Calpastatin

P51125 [ 512 | 522 |AcD3-VETLAGSLGTR-COOH PEDA VETL 3 0.59768/0.56481 83/46 Calpastatin

P14211 50 73 |AcD3-VLSSGKFYGDLEKDKGLQTSQDAR-COOH FGKF{ VLSS 1 0.50161 74/47 Calreticulin

P14211 52 73 |AcD3-SSGKFYGDLEKDKGLQTSQDAR-COOH KFVL\{ SSGK 6 0.57331/0.7315/0.7314/0.69501 121/47 Calreticulin

035887 53 72 |AcD3-LGAEEAKSFDQLTPEESKER-COOH HDAF LGAE 1 0.52286 54/47 Calumenin

035887 | 297 | 311 |AcD3-FVGSQATDFGEALVR-COOH KYDL{ FVGS 4 0.70941/0.79806 120/47 Calumenin

035887 | 298 | 311 |AcD3-VGSQATDFGEALVR-COOH YDLF{ VGSQ 2 0.78543 70/48 Calumenin

Q9DBC7 | 106 | 115 [AcD3-TEEDAASYVR-COOH AEVY{ TEED 1 0.59585 50/46 cAMP-dependent protein kinase type |-alpha regulatory subunit
P67871 | 200 | 215 [AcD3-QLQAASNFKSPVKTIR-COOH AvaL| QLQA 2 0.56267 109/43 Casein kinase Il subunit beta

P24270 | 447 | 456 |AcD3-YTKVLNEEER-COOH VRTF{ YTKV 1 0.55041 56/48 Catalase

P26231 40 52 |AcD3-VNTNSKGPSNKKR-COOH VTTLJ VNTN 2 0.64232 63/46 Catenin alpha-1

P06797 | 311 | 318 |AcD3-YIKIAKDR-COOH GMEG YIKI 2 0.75623 51/42 Cathepsin L1

Q8C5L3 | 228 | 236 |AcD3-SDFPALADR-COOH GLDLJ SDFP 1 0.56299 49/47 CCR4-NOT transcription complex subunit 2
P60766 | 113 | 120 [AcD3-VGTQIDLR-COOH PFLLJ VGTQ 2 0.57885 71/47 Cell division control protein 42 homolog

Q6A068 | 310 | 321 |AcD3-VVKVGQASEVAR-COOH ELQE, VVKV 2 0.63099 62/45 Cell division cycle 5-related protein

Q6A068 | 512 | 521 |AcD3-IEDAADVDAR-COOH DDTY IEDA 3 0.59764/0.60715 73/46 Cell division cycle 5-related protein

Q8CH18 | 167 | 182 |AcD3-FQLGAVKGKTPQVGDR-COOH EDVF{ FQLG 1 0.6581 75/45 Cell division cycle and apoptosis regulator protein 1
Q921WO0 | 163 | 181 |AcD3-DQLSQLPEGASAVGESSVR-COOH LEVL{ DQLS 1 0.57917 118/47 Charged multivesicular body protein 1a

Q971Q5 10 29 |AcD3-LFVKAGSDGAKIGNCPFSQR-COOH PQVE{ LFVK 2 0.5445/0.495 70/47 Chloride intracellular channel protein 1

Q971Q5 11 29 |AcD3-FVKAGSDGAKIGNCPFSQR-COOH QVEL{ FVKA 3 0.57187/0.58501 100/48 Chloride intracellular channel protein 1

Q971Q5 12 29 |AcD3-VKAGSDGAKIGNCPFSQR-COOH VELF{ VKAG 3 0.61352/0.65265 100/48 Chloride intracellular channel protein 1

Q921Q5 | 220 | 238 [AcD3-ASTCPDDEEIELAYEQVAR-COOH REEFJ ASTC 1 0.4841 52/44 Chloride intracellular channel protein 1

Q971Q5 | 229 | 238 [AcD3-IELAYEQVAR-COOH DDEE [ELA 2 0.51186 77/47 Chloride intracellular channel protein 1

Q9Z1Q5 | 231 | 238 |AcD3-LAYEQVAR-COOH EEIE LAYE 2 0.55256/0.53859 56/47 Chloride intracellular channel protein 1

Q9QYB1 | 242 | 250 |AcD3-IAYSDVAKR-COOH KEVE IAYS 2 0.5957 67/47 Chloride intracellular channel protein 4

P23198 76 91 |AcD3-FLNSQKAGKEKDGTKR-COOH LIED{ FLNS 1 0.52028 52/45 Chromobox protein homolog 3

Q9CzU6 26 47 |AcD3-ASASSTNLKDVLSNLIPKEQAR-COOH AARH{ ASAS 1 0.78891 46/45 Citrate synthase, mitochondrial

Q9ESNS | 300 | 310 |AcD3-VSVTKNNKQAR-COOH LGDY VSVT 1 0.70041 54/45 C-jun-amino-terminal kinase-interacting protein 3
Q58A65 | 610 | 621 |AcD3-LSEETEASLASR-COOH AFDF{ LSEE 1 0.65314 66/47 C-jun-amino-terminal kinase-interacting protein 4
Q68FD5 | 167 | 176 |AcD3-LTGISAQQNR-COOH KWLL{ LTGI 2 0.54684 73/47 Clathrin heavy chain 1




Q68FD5 | 378 | 393 |AcD3-SEAAKVAANAPKGILR-COOH QGNY{ SEAA 2 0.50709 82/42 Clathrin heavy chain 1
Q68FD5 | 1472 | 1481 |AcD3-ITEEDYQALR-COOH NNLF{ ITEE 2 0.60963 56/47 Clathrin heavy chain 1
008585 83 | 101 |AcD3-YQESNGPTDSYAAISEVDR-COOH NGEY{ YQES 1 0.65267 61/43 Clathrin light chain A
008585 94 | 101 |AcD3-AAISEVDR-COOH TDSY | AAIS 1 0.61694 82/47 Clathrin light chain A
008585 | 153 | 161 |AcD3-LQKTKANNR-COOH QDEQ, LOKT 2 0.68501/0.64216 53/45 Clathrin light chain A
Q6IRUS 78 95 |AcD3-QEANGPADGYAAIAQADR-COOH GDVF{ QEAN 2 0.56052 107/46 Clathrin light chain B
Q6IRUS 88 95 |AcD3-AAIAQADR-COOH ADGY AAIA 1 0.4993 59/47 Clathrin light chain B
Q6IRU5 | 147 | 155 |AcD3-VEKNKINNR-COOH QSEQW VEKN 1 0.49379 63/44 Clathrin light chain B
Q6IRUS | 220 | 229 [AcD3-MSLKQTPLSR-COOH RSVL{ MSLK 2 0.51179 75/47 Clathrin light chain B
QIJIF7 692 | 702 |AcD3-SLLAAMGNTQR-COOH QFQL{ SLLA 1 0.65379 55/48 Coatomer subunit beta
QIJIF7 694 | 702 |AcD3-LAAMGNTQR-COOH QLSLJ LAAM 5 0.50696/0.7455/0.46966 60/47 Coatomer subunit beta
P18760 57 81 |AcD3-VGDVGQTVDDPYTTFVKMLPDKDCR-COOH KEIL{, VGDV 4 0.48048/0.49397/0.49128 68/46 Cofilin-1
P18760 72 81 |AcD3-VKMLPDKDCR-COOH YTTFJ VKML 4 0.51483/0.46611/0.5253 59/47 Cofilin-1
035638 | 1058 | 1066 |AcD3-SVISGMSSR-COOH DDTM{,SVIS 1 0.65917 56/47 Cohesin subunit SA-2
Q69ZT1 | 747 | 752 |AcD3-LSLYQR-COOH TGHR LSLY 1 0.4932 40/32 Coiled-coil domain-containing protein MTMR15
Q8K2Q0 | 10 25 |AcD3-VALQSLLKASSKDVVR-COOH AEHF{ VALQ 2 0.51104 102/40 COMM domain-containing protein 9
Q99LD4 | 421 | 428 |AcD3-LMGKEFQR-COOH EKSLV LMGK 1 0.46293 60/48 COP9 signalosome complex subunit 1
P61202 [ 259 | 272 |AcD3-FEAFKNYDESGSPR-COOH HTDF |, FEAF 2 0.38321 79/45 COP9 signalosome complex subunit 2
035864 | 270 | 282 |AcD3-SEKLEQSEAQLGR-COOH VFDL{ SEKL 2 0.53824 74/48 COP9 signalosome complex subunit 5
008997 10 21 |AcD3-MTCEGCAEAVSR-COOH FSVD{ MTCE 4 0.64805/0.6865 83/38 Copper transport protein ATOX1
008997 11 21 |AcD3-TCEGCAEAVSR-COOH SVDM{ TCEG 1 0.49008 47/42 Copper transport protein ATOX1
P36552 [ 120 | 128 |AcD3-MSSPVTELR-COOH CSTFJ MSSP 1 0.49724 53/47 Coproporphyrinogen-IIl oxidase, mitochondrial
089053 60 69 |AcD3-LVLPLGKTGR-COOH GGAF{/LVLP 4 0.44892/0.43816 55/36 Coronin-1A
089053 | 229 | 241 |AcD3-VSEGKILTTGFSR-COOH HAVF{ VSEG 6 0.45302/0.46028 100/47 Coronin-1A
089053 | 310 | 317 |AcD3-FSSKESQR-COOH YLSM | FSSK 3 0.43657/0.42372/0.4809 57/47 Coronin-1A
089053 | 390 | 402 |AcD3-ISLKDGYVPPKSR-COOH GPLLY/ISLK 1 0.43202 54/45 Coronin-1A
089053 | 441 | 450 |AcD3-NAIVQKLQER-COOH VRNL{ NAIV 1 0.41296 56/44 Coronin-1A
QSWUM3 | 192 | 201 |AcD3-CSACKDKSVR-COOH GSLF{, CSAC 2 0.58304 58/47 Coronin-1B
QSWUM3 [ 229 | 241 |AcD3-LADGKVFTTGFSR-COOH RAIF{ LADG 2 0.59652 71/47 Coronin-1B
QSWUM4 [ 227 | 239 |AcD3-LADGNVFTTGFSR-COOH RAIF{ LADG 2 0.51099 81/48 Coronin-1C
Q9D2V7 | 228 | 236 [AcD3-VSTGFNQMR-COOH QEHL{ VSTG 2 0.50118 61/47 Coronin-7
Q9D2V7 | 898 | 904 [AcD3-VAKLGNR-COOH LNAM {, VAKL 6 0.54539/0.48713/0.52629/0.49335 64/42 Coronin-7
Q04447 | 328 | 341 |AcD3-AAVGGVFDVSNADR-COOH GVDTJ AAVG 2 0.39958 116/47 Creatine kinase B-type
P47941 [ 257 | 268 |AcD3-ALEVGDIVKVTR-COOH KTALJ ALEV 2 0.62205 59/43 Crk-like protein
P47941 [ 259 | 268 |AcD3-EVGDIVKVTR-COOH ALAL{ EVGD 2 0.57798 73/45 Crk-like protein
Q9Z0H4 | 136 | 149 |AcD3-IGMVSKKCNENDIR-COOH RKLF{ IGMV 2 0.53909 67/48 CUG-BP- and ETR-3-like factor 2
QOJLVS | 723 | 733 |AcD3-VAEVTQQLKAR-COOH HNVL{ VAEV 1 0.64914 50/45 Cullin-3
Q61458 | 286 | 294 |AcD3-ALNAVTKKR-COOH SSDLJ ALNA 1 0.64705 44/41 Cyclin-H
Q62426 39 45 |AcD3-KAISFKR-COOH FDVF KAIS 1 0.56571 43/41 Cystatin-B
Q62426 83 91 |AcD3-SSYQTNKER-COOH PLTL{/SSYQ 2 0.65704/0.6206 49/47 Cystatin-B
Q9D1P4 | 54 63 |AcD3-LSIVGCTKGR-COOH FSDF{ LSIV 3 0.56889/0.53861 76/46 Cysteine and histidine-rich domain-containing protein 1
Qacax2 25 31 |AcD3-LEEVAKR-COOH TYYR{ LEEV 1 0.5002 36/31 Cytochrome b5 type B
Q9JHU4 | 2096 | 2103 |AcD3-VSAGNVKR-COOH KSVL{ VSAG 2 0.47269 58/45 Cytoplasmic dynein 1 heavy chain 1
Q9JHU4 | 3353 | 3362 |AcD3-SAEEISDAIR-COOH IVNF{ SAEE 2 0.40283 61/47 Cytoplasmic dynein 1 heavy chain 1
088487 | 422 | 435 |AcD3-VVGSEEGSVYTACR-COOH VNNF{ VVGS 1 0.48711 58/45 Cytoplasmic dynein 1 intermediate chain 2
Q6PDLO | 340 | 346 |AcD3-IVKPPVR-COOH YEDF{ IVKP 1 0.63605 43/38 Cytoplasmic dynein 1 light intermediate chain 2
Q6PDLO | 363 | 379 |AcD3-LMKQQSLLAKQPATPTR-COOH EQVF{LMKQ 1 0.53175 54/44 Cytoplasmic dynein 1 light intermediate chain 2
Q9CPY7 71 84 |AcD3-LNISGPPLKAGKTR-COOH LREM{ LNIS 2 0.41429/0.45412 48/40 Cytosol aminopeptidase
Q9CPY7 72 84 |AcD3-NISGPPLKAGKTR-COOH REML{/NISG 2 0.45151/0.49233 71/44 Cytosol aminopeptidase
Q91vi12 81 91 |AcD3-IEEAGAIISTR-COOH ILKM IEEA 2 0.37323 82/46 Cytosolic acyl coenzyme A thioester hydrolase
Q91V12 | 255 | 265 |AcD3-MDEVAGIVAAR-COOH TMKL{ MDEV 2 0.30943 79/47 Cytosolic acyl coenzyme A thioester hydrolase
Q91Vv12 | 367 | 373 |AcD3-LQMKAKR-COOH KGRY\ LQMK 1 0.41488 53/44 Cytosolic acyl coenzyme A thioester hydrolase
Q61753 11 20 |AcD3-ISDSLDPCCR-COOH RKVL{ 1SDS 1 0.43145 48/43 D-3-phosphoglycerate dehydrogenase
QaJlis 40 51 |AcD3-VIMKDKTTNQSR-COOH VVDC{ VIMK 3 0.45683/0.58994 76/47 DAZ-associated protein 1
Q9DCPY | 106 | 115 [AcD3-VEGGYDAGAR-COOH SAVL{ VEGG 2 0.77825 66/45 DAZ-associated protein 2
Q3U0B3 | 16 29 |AcD3-VTGASGGIGAAVAR-COOH RLALY VTGA 2 0.47649 100/47 Dehydrogenase/reductase SDR family member 11
Q8BVI4 [ 175 | 188 |AcD3-IAVLPVTLDTPMNR-COOH GAAAIAVL 1 0.59989 59/46 Dihydropteridine reductase
008553 | 381 | 397 |AcD3-VAVTSTNAAKVFNLYPR-COOH ENQF{ VAVT 2 0.49969 80/45 Dihydropyrimidinase-related protein 2
008553 | 506 | 532 |AcD3-VSVTPKTVTPASSAKTSPAKQQAPPVR-COOH PVCE VSVT 1 0.41016 70/43 Dihydropyrimidinase-related protein 2
Q99KK7 | 629 | 638 |AcD3-KSTGDVVAGR-COOH LQVL{ KSTG 2 0.46907 77/47 Dipeptidyl-peptidase 3
P98078 74 84 |AcD3-MKLKGMAAAGR-COOH QDSM |, MKLK 2 0.66638 65/47 Disabled homolog 2
P98078 [ 236 | 251 |AcD3-LVDLNSEIDTNQNSLR-COOH KDIL{ LVDL 2 0.69211 100/48 Disabled homolog 2
P98078 [ 240 | 251 |AcD3-NSEIDTNQNSLR-COOH LVDL{ NSEI 1 0.72455 69/47 Disabled homolog 2
P62876 29 42 |AcD3-YTEGDALDALGLKR-COOH LQAE{ YTEG 2 0.61195 65/47 DNA-directed RNA polymerases |, II, and Il subunit RPABCS




Q9QYJO [ 143 | 163 |AcD3-CSACSGQGGKSGAVQKCSACR-COOH KNVL{ CSAC 2 0.63562/0.74442 63/43 DnaJ homolog subfamily A member 2

Q99KV1 75 83 |AcD3-EVLSDSEKR-COOH GAAY{ EVLS 1 0.48066 62/47 DnaJ homolog subfamily B member 11

QsQYI3 | 436 | 446 [AcD3-TILSDPKKKTR-COOH GEAF{ TILS 2 0.56595 63/41 DnaJ homolog subfamily C member 7

Q6NZBO | 24 33 |AcD3-YSEVKQIEKR-COOH FMTF YSEV 2 0.70588 56/47 DnaJ homolog subfamily C member 8

Q6NZBO 63 76 |AcD3-QIDPEVTDEEIKKR-COOH FEVL{,QIDP 2 0.64833 69/47 DnaJ homolog subfamily C member 8

070469 88 94 |AcD3-ILETKER-COOH TSAFILET 2 0.60133 61/44 Docking protein 2

Q61550 | 305 | 320 |AcD3-ALEPIDITVKETKAKR-COOH EEAF ALEP 1 0.7307 69/42 Double-strand-break repair protein rad21 homolog
Q62418 31 41 |AcD3-FTYEGNSNDIR-COOH DWALJ FTYE 1 0.53765 52/46 Drebrin-like protein

Q62418 | 370 | 383 |AcD3-MQSQGFSGQGLCAR-COOH IDNY{ MQSQ 2 0.59162 119/45 Drebrin-like protein

Q99KJI8 89 | 105 |AcD3-LGEGLGVKETPQQKYQR-COOH DYEM{ LGEG 2 0.48121 77/47 Dynactin subunit 2

Q99KJ8 90 | 105 |AcD3-GEGLGVKETPQQKYQR-COOH YEML GEGL 2 0.61134 91/47 Dynactin subunit 2

Q99KJ8 [ 372 | 380 |AcD3-LTQVQTTMR-COOH NTAL{ LTQV 2 0.56425 54/48 Dynactin subunit 2

Q8CBY8 12 21 |AcD3-YLVQGEKKVR-COOH ERVL{ YLVQ 1 0.53417 58/43 Dynactin subunit 4

Q8CBY8 | 247 | 255 |AcD3-TEVTTLQQR-COOH PVNL{ TEVT 1 0.51172 57/47 Dynactin subunit 4

Q9ERUS | 1785 | 1793 [AcD3-ADLAKSTSR-COOH TFTFJ ADLA 1 0.61799 62/47 E3 SUMO-protein ligase RanBP2

QSERUS | 3021 | 3029 [AcD3-VKDGMDTVR-COOH VFGF{,VKDG 1 0.61617 55/47 E3 SUMO-protein ligase RanBP2

Q99PP7 | 143 | 151 |AcD3-VCQQSLQSR-COOH DTCA{ VCQQ 1 0.60451 55/47 E3 ubiquitin-protein ligase TRIM33

Q8BL66 | 1382 | 1400 |AcD3-CAECSTKNALTPSSKKPVR-COOH GNIFJ, CAEC 1 0.60658 51/47 Early endosome antigen 1
Q9WVK4 | 18 26 |AcD3-FQTVAEGLR-COOH EPELJ FQTV 1 0.58844 55/47 EH domain-containing protein 1
Q9WVK4 [ 279 | 287 |AcD3-FKDIQSLPR-COOH EQDL\ FKDI 1 0.50425 49/46 EH domain-containing protein 1

Q9EQP2 21 29 |AcD3-VQTVTGGLR-COOH GMDAJ{ vQTV 2 0.5093 60/46 EH domain-containing protein 4
Q9DCW4 | 44 51 [AcD3-IAVEEAVR-COOH PFCE\ IAVE 2 0.51072 51/46 Electron transfer flavoprotein subunit beta
Q9DCW4 | 64 76 |AcD3-VSCGPSQCQETIR-COOH EIIAJ VSCG 1 0.46021 51/45 Electron transfer flavoprotein subunit beta
Q9DCW4 [ 150 | 164 |AcD3-ASQVTLEGDKVKVER-COOH QGTFJ ASQV 2 0.55051 104/45 Electron transfer flavoprotein subunit beta
Q9DCW4 [ 246 | 255 |AcD3-VAKLKEVGRI-COOH TEDLJ, VAKL 1 0.41608 41/35 Electron transfer flavoprotein subunit beta

P10126 59 67 |AcD3-VLDKLKAER-COOH KYAW{ VLDK 1 0.40454 46/41 Elongation factor 1-alpha 1 P62631 (59-67)
P10126 [ 115 | 134 |AcD3-IVAAGVGEFEAGISKNGQTR-COOH CAVL{ IVAA 1 0.53414 89/47 Elongation factor 1-alpha 1 P62631 (115-134)
P10126 [ 255 | 266 |AcD3-KIGGIGTVPVGR-COOH QDVY | KIGG 2 0.74719 78/40 Elongation factor 1-alpha 1 P62631 (255-266)
P57776 26 38 |AcD3-YEQMNGPVTSGSR-COOH ERRF{ YEQM 4 0.39666/0.39779/0.39836 61/45 Elongation factor 1-delta

Q9D8NO [ 20 30 |AcD3-IAAQYSGAQVR-COOH FKALJVIAAQ 4 0.36658/0.36111 103/47 Elongation factor 1-gamma

P58252 40 50 |AcD3-VCKAGIIASAR-COOH TDSL{,VCKA 6 0.4111/0.39502/0.36209 88/45 Elongation factor 2

P58252 42 50 |AcD3-KAGIIASAR-COOH SLVC{ KAGI 2 0.55542 68/41 Elongation factor 2

P58252 | 112 | 120 |AcD3-SSEVTAALR-COOH HVDF |, SSEV 1 0.49597 54/46 Elongation factor 2

P58252 [ 614 | 625 |AcD3-AEDIDKGEVSAR-COOH PDGL\ AEDI 4 0.4083/0.3792 96/47 Elongation factor 2

P58252 | 616 | 625 |AcD3-DIDKGEVSAR-COOH GLAE{ DIDK 1 0.38929 79/47 Elongation factor 2

P58252 [ 617 | 625 |AcD3-IDKGEVSAR-COOH LAED{ IDKG 2 0.39841 73/47 Elongation factor 2

P58252 [ 731 | 739 |AcD3-ASVLTAQPR-COOH RCLY\ ASVL 5 0.49893/0.53435 78/46 Elongation factor 2

P70429 [ 110 | 123 |AcD3-NIMNSQEGGPSTQR-COOH LFALJNIMN 2 0.65431 89/44 Ena/VASP-like protein

Q9JK48 78 85 |AcD3-FVYEKLDR-COOH RIEEJ FVYE 1 0.77892 49/47 Endophilin-B1

Q9EQH2 | 559 | 568 [AcD3-ITSKSDSVQR-COOH PLTF{ ITSK 1 0.47563 59/47 Endoplasmic reticulum aminopeptidase 1

P57759 [ 171 | 179 |AcD3-IKASSIEAR-COOH AGEF IKAS 2 0.58292 70/44 Endoplasmic reticulum protein ERp29

P08113 56 67 |AcD3-IQLDGLNASQIR-COOH EEEA{ QLD 5 0.47417/0.51462/0.47102/0.50308 60/47 Endoplasmin

P08113 [ 433 | 448 |AcD3-VKGVVDSDDLPLNVSR-COOH YLNF{ VKGV 4 0.46361/0.52468 79/46 Endoplasmin

P08113 [ 539 | 546 |AcD3-YFMAGSSR-COOH QDKIJ YFMA 1 0.38489 49/45 Endoplasmin

P08113 | 575 | 587 [AcD3-YCIQALPEFDGKR-COOH PVDE YCIQ 2 0.48569 57/48 Endoplasmin

P08113 [ 678 | 690 |AcD3-YASQKKTFEINPR-COOH STNY{ YASQ 1 0.52434 68/47 Endoplasmin

Q8K3X4 | 762 | 773 |AcD3-ILAGDVKVKKER-COOH EIATV ILAG 2 0.7383 61/37 Enhanced at puberty protein 1

Q8K3X4 | 764 | 773 |AcD3-AGDVKVKKER-COOH ATILY AGDV 2 0.76762 53/43 Enhanced at puberty protein 1

Q9JIX0 68 76 [AcD3-VAEITPKGR-COOH VDDL, VAEI 3 0.48902/0.56293 57/45 Enhancer of yellow 2 transcription factor homolog
Q8R180 50 60 |AcD3-VETIDKFNNYR-COOH CTCD VETI 1 0.70624 81/48 ERO1-like protein alpha

Q9D172 | 145 | 159 |AcD3-AVDGKDCKVNKEVER-COOH LSTFJ AVDG 4 0.54051/0.55517 80/48 ES1 protein homolog, mitochondrial

Q91V76 | 162 | 177 |AcD3-ASEGQPGKVIEVQAKR-COOH ANLF | ASEG 3 0.51427/0.59472 82/46 Ester hydrolase C11orf54 homolog

Q91V76 | 251 | 263 |AcD3-PVFVSKDPGLDLR-COOH LVCL{ PVFV 2 0.61029 62/45 Ester hydrolase C11orf54 homolog

Q91V76 | 254 | 263 |AcD3-VSKDPGLDLR-COOH LPVF{, VSKD 2 0.59399 59/46 Ester hydrolase C11orf54 homolog

Q149F3 | 598 | 609 |AcD3-LETFKDFPQMGR-COOH GTICL LETF 1 0.35762 60/47 Eukaryotic peptide chain release factor GTP-binding subunit ERF3B Q8RO50 (465-476)
Q8BWY3 | 35 47 |AcD3-ISLIIPPKDQISR-COOH GTSMISLI 1 0.49633 46/40 Eukaryotic peptide chain release factor subunit 1
Q6ZWX6 | 256 | 266 |AcD3-AVIKEKIEEKR-COOH NQAM A AVIK 3 0.46314/0.50347 60/41 Eukaryotic translation initiation factor 2 subunit 1
Q9Z0N1 | 405 | 416 |AcD3-MVNIGSLSTGGR-COOH NEVLJ{ MVNI 2 0.4296 107/47 Eukaryotic translation initiation factor 2 subunit 3, X-linked Q9Z0N2 (405-416)
Q9DCH4 | 104 | 112 [AcD3-ASIVDSYER-COOH PVIL ASIV 1 0.5533 48/46 Eukaryotic translation initiation factor 3 subunit F
Q6NZJ6 | 643 | 654 |AcD3-VVLDKANKTPLR-COOH HITDy VVLD 1 0.62643 43/41 Eukaryotic translation initiation factor 4 gamma 1
Q62448 | 375 | 392 |AcD3-GQMPGSGIGTGPGVIQDR-COOH ADMF{ GQMP 1 0.67007 63/47 Eukaryotic translation initiation factor 4 gamma 2
Q9EST3 | 895 | 903 |AcD3-AVMQQQLQR-COOH PLHLJ AVMQ 2 0.51843 63/47 Eukaryotic translation initiation factor 4E transporter
QSWUK2 | 90 | 109 |AcD3-DEVDSLKEALTYDGALLGDR-COOH YVEF{,DEVD 1 0.60717 61/47 Eukaryotic translation initiation factor 4H




0.48379/0.49817/0.49201/0.4638/0.47564/0.50

P63242 6 26 |AcD3-DFETGDAGASATFPMQCSALR-COOH ADDL,DFET 11 019/0.44817 109/43 Eukaryotic translation initiation factor 5A-1

P63242 8 26 |AcD3-ETGDAGASATFPMQCSALR-COOH DLDF{ ETGD 3 0.47674/0.47793 63/43 Eukaryotic translation initiation factor 5A-1

P63242 92 | 109 |AcD3-IGIQDGYLSLLQDSGEVR-COOH DFQLVIGIQ 4 0.51423/0.47816 127/47 Eukaryotic translation initiation factor 5A-1

Q6KAR6 17 25 [AcD3-EAVATAVQR-COOH ETDL{ EAVA 1 0.55061 50/47 Exocyst complex component 3

Q8R313 | 227 | 237 |AcD3-SVALOKQNNMR-COOH QKSF SVAL 1 0.65256 57/47 Exocyst complex component 6

Q8VBV3 53 62 |AcD3-IASVAGSVER-COOH EEKL\ IASV 1 0.29762 52/46 Exosome complex exonuclease RRP4

P26040 | 302 | 310 |AcD3-VQQMKAQAR-COOH DTIE{,vQQM 3 0.50837/0.48449 78/48 Ezrin P26041 (302-310), P26043 (302-310),
P46662 (318-326)

P26040 | 532 | 542 |AcD3-LTLSNELSQAR-COOH QRQALVLTLS 4 0.47483/0.42521 83/47 Ezrin

P26040 [ 533 | 542 |AcD3-TLSNELSQAR-COOH RQLL{ TLSN 1 0.60071 57/47 Ezrin

P47754 30 37 |AcD3-NEVFNDVR-COOH PGEFJ{/NEVF 1 0.5342 51/46 F-actin-capping protein subunit alpha-2 P47753 (30-37)

P47757 40 51 |AcD3-LSSVDQPLKIAR-COOH CEDL{ LSSV 3 0.53763/0.55761 87/44 F-actin-capping protein subunit beta

P47757 | 231 | 244 |AcD3-IYFGKTKDIVNGLR-COOH TLNEVIYFG 1 0.52965 70/44 F-actin-capping protein subunit beta

Q91WJ8 | 186 | 210 [AcD3-IMIPASKAGLVIGKGGETIKQLQER-COOH AVQE IMIP 1 0.42663 59/40 Far upstream element-binding protein 1

Q3U0V1 | 239 | 263 [AcD3-IMIPAGKAGLVIGKGGETIKQLQER-COOH TVQEJ IMIP 1 0.48272 83/40 Far upstream element-binding protein 2

Q920E5 | 342 | 351 |AcD3-MELANKIYKR-COOH PSIFJ, MELA 2 0.32052 53/47 Farnesyl pyrophosphate synthetase

Q61553 | 177 | 185 |AcD3-ITLAFQDQR-COOH VDSL{ITLA 1 0.48101 54/47 Fascin

Q61553 | 263 | 271 |AcD3-VVLQAANER-COOH SCAQ WLQ 1 0.51709 88/46 Fascin

P19096 | 696 | 703 |AcD3-QALKKVIR-COOH PTLLJ QALK 1 0.44834 41/34 Fatty acid synthase

P19096 | 1934 | 1946 |AcD3-VSTSNVSSLEGAR-COOH 1QVL{ VSTS 1 0.35425 79/47 Fatty acid synthase

Q3UFK8 | 423 | 432 |AcD3-YVEDGKGIKR-COOH STIDJ YVED 1 0.71128 47/46 FERM domain-containing protein 8

Q8K1B8 | 170 | 179 [AcD3-AGGVAPTLFR-COOH KWL AGGV 1 0.4989 50/46 Fermitin family homolog 3

P09528 [ 138 | 157 |AcD3-YLSEQVKSIKELGDHVTNLR-COOH IETY{ YLSE 1 0.73343 55/46 Ferritin heavy chain

Q6P9Q4 | 1144 | 1154 [AcD3-LVQSVTKSGPR-COOH IMDL{ LVQsS 2 0.57169 70/45 FH1/FH2 domain-containing protein 1

Q8BTMS8 | 162 | 171 [AcD3-EAKKQTPKQR-COOH EEDE EAKK 1 0.4899 51/43 Filamin-A

Q8BTMS8 [ 418 | 437 |AcD3-VVIQDPTGQKGTVEPQLEAR-COOH GEVEJ WIQ 1 0.49495 52/46 Filamin-A

Q8BTMS8 | 912 | 921 [AcD3-SGLAKGDAVR-COOH DVQF | SGLA 1 0.61908 49/46 Filamin-A

Q8BTMS8 | 914 | 921 [AcD3-LAKGDAVR-COOH QFSG{ LAKG 2 0.55904 58/45 Filamin-A

Q8BTMS8 | 1159 | 1172 [AcD3-DASKVKCSGPGLER-COOH EPSH{, DASK 2 0.54392 85/48 Filamin-A

Q8BTMS8 | 1525 | 1532 [AcD3-YGEEEVPR-COOH ISVL{ YGEE 2 0.53068 57/47 Filamin-A

Q8BTMS8 | 1794 | 1809 [AcD3-VIPFTIKKGEITGEVR-COOH PFDL{ VIPF 2 0.69841/0.53706 75/42 Filamin-A

Q8VHX6 | 1789 | 1804 [AcD3-VIPFTVQKGELTGEVR-COOH PFNL VIPF 2 0.37229 65/45 Filamin-C

Q8VHX6 | 1854 | 1861 [AcD3-YVDAINSR-COOH PLQF{/ YVDA 1 0.35843 62/47 Filamin-C

Q62446 | 180 | 189 |AcD3-LTMSKGEKAR-COOH DEAL{ LTMS 2 0.51154 75/47 FK506-binding protein 3

P30416 23 39 |AcD3-VDISPKQDEGVLKVIKR-COOH PLEG{,VDIS 1 0.5435 44/39 FK506-binding protein 4

P39749 | 342 | 353 |AcD3-FKVTGSLSSAKR-COOH LDDF FKVT 3 0.54675/0.53726 67/44 Flap endonuclease 1

Q923D2 75 92 |AcD3-LGTGNDLSPTTVMSEGTR-COOH VIVLY LGTG 2 0.51633 74/46 Flavin reductase

Q9R059 6 17 |AcD3-DCAKCNESLYGR-COOH SEAF{ DCAK 2 0.59966 49/44 Four and a half LIM domains protein 3

P05064 32 43 |AcD3-AADESTGSIAKR-COOH KGIL{ AADE 25 0.53808/0.56129/0.54425/0.4599 79/48 Fructose-bisphosphate aldolase A

P05064 34 43 |AcD3-DESTGSIAKR-COOH ILAA{ DEST 3 0.57196/0.56599 73/47 Fructose-bisphosphate aldolase A

P05064 35 43 |AcD3-ESTGSIAKR-COOH LAAD{ ESTG 2 0.72483 60/47 Fructose-bisphosphate aldolase A

P05064 | 153 | 173 |AcD3-KIGEHTPSALAIMENANVLAR-COOH RCVL{ KIGE 1 0.50081 58/46 Fructose-bisphosphate aldolase A

P05064 | 163 | 173 |AcD3-AIMENANVLAR-COOH PSALJ AIME 13 0.54289/0.51745/0.53008 75/48 Fructose-bisphosphate aldolase A

P05064 | 175 | 201 [AcD3-ASICQQNGIVPIVEPEILPDGDHDLKR-COOH LARY ASIC 1 0.50608 60/47 Fructose-bisphosphate aldolase A P05063 (175-201)

P05064 | 322 | 331 |AcD3-KAAQEEYIKR-COOH KENLJ KAAQ 6 0.53126/0.53166 73/46 Fructose-bisphosphate aldolase A

P05063 32 43 |AcD3-AADESVGSMAKR-COOH KGIL{ AADE 5 0.55418/0.57293 68/47 Fructose-bisphosphate aldolase C

P05063 [ 107 | 134 |AcD3-IKVDKGVVPLAGTDGETTTQGLDGLLER-COOH ILVG{/IKVD 1 0.51171 53/45 Fructose-bisphosphate aldolase C

P05063 [ 163 | 173 |AcD3-AILENANVLAR-COOH PSAL AILE 2 0.56583 66/46 Fructose-bisphosphate aldolase C

P05063 | 177 | 201 |AcD3-ICQONGIVPIVEPEILPDGDHDLKR-COOH RYAS{ ICQQ 2 0.48581/0.52019 72/47 Fructose-bisphosphate aldolase C P05064 (177-201)

P05063 | 249 | 258 |AcD3-IAMATVTALR-COOH SPEEJIAMA 30 2'9543938/0'57227/0'54689/0'54007/0'5457/0'50 85/45 Fructose-bisphosphate aldolase C P05064 (249-258)

P05063 [ 251 | 258 |AcD3-MATVTALR-COOH EEIAL MATV 1 0.4883 65/47 Fructose-bisphosphate aldolase C P05064 (251-258)

P05063 | 252 | 258 |AcD3-ATVTALR-COOH EIAM{ ATVT 2 0.52221 61/46 Fructose-bisphosphate aldolase C P05064 (252-258)

P05063 [ 271 | 289 |AcD3-LSGGQSEEEASLNLNAINR-COOH GVTFJ LSGG 2 0.48362 82/47 Fructose-bisphosphate aldolase C

P97807 | 149 | 157 |AcD3-NVNEVISNR-COOH QTNM< NVNE 1 0.41736 62/47 Fumarate hydratase, mitochondrial

P97807 | 223 | 230 |AcD3-AQVIKIGR-COOH SKEFJ AQVI 1 0.53486 62/39 Fumarate hydratase, mitochondrial

P97807 [ 270 | 283 |AcD3-AAGGTAVGTGLNTR-COOH IYELV AAGG 2 0.47692 92/47 Fumarate hydratase, mitochondrial

035601 | 772 | 785 |AcD3-EVIQSTDDTKVLCR-COOH GESLYEVIQ 1 0.60479 53/48 FYN-binding protein

P16110 [ 146 | 158 |AcD3-ITIMGTVKPNANR-COOH PRML{ ITIM 9 0.5547/0.53693/0.58972/0.60379/0.57224 84/46 Galectin-3

Q9ERD8 10 26 |AcD3-LQLPKEVAQPTEEELPR-COOH LYDL{,LQLP 1 0.68771 63/46 Gamma-parvin

P13020 [ 313 | 325 |AcD3-VADENPFAQGALR-COOH SVSL{, VADE 5 0.49892/0.52792 84/47 Gelsolin

P13020 [ 512 | 523 |AcD3-DEELGGTPVQSR-COOH TAQL\ DEEL 2 0.55566/0.62905 67/47 Gelsolin

Q3THK3 | 363 | 372 [AcD3-MAKKKTPPKR-COOH SALFJ, MAKK 1 0.60604 44/41 General transcription factor IIF subunit 1




QOESZ8 | 686 | 702 |AcD3-VTVEGPNNSSPQTSAVR-COOH PEIEJ,VTVE 1 0.69115 78/48 General transcription factor Il-I

Qacal3 10 19 |AcD3-VAEDLVEKLR-COOH VVCD{ VAED 1 0.54448 49/45 Glia maturation factor beta

Q9ERL7 6 19 |AcD3-VVCEVDPELKETLR-COOH SDSL{ VVCE 2 0.56646 65/47 Glia maturation factor gamma

Q9ERL7 9 19 |AcD3-EVDPELKETLR-COOH LVVC{ EVDP 1 0.50397 84/47 Glia maturation factor gamma

Q00612 | 413 | 427 |AcD3-FNPEESELDLTYGNR-COOH PGMF{ FNPE 1 0.40975 58/46 Glucose-6-phosphate 1-dehydrogenase X

P06745 67 75 [AcD3-MLVELAKSR-COOH EVMQ{ MLVE 1 0.67597 55/46 Glucose-6-phosphate isomerase

P06745 68 75 |AcD3-LVELAKSR-COOH VMQM {, LVEL 5 0.52339/0.5024 56/43 Glucose-6-phosphate isomerase

P06745 69 75 |AcD3-VELAKSR-COOH MQML{ VELA 4 0.5303/0.50633/0.5581 66/44 Glucose-6-phosphate isomerase Q6GQX2 (768-774)

P06745 | 352 | 370 |AcD3-FQQGDMESNGKYITKSGAR-COOH FAAY | FQQG 7 0.46709/0.55639/0.48511/0.49764/0.50474 90/47 Glucose-6-phosphate isomerase

P06745 | 407 | 417 |AcD3-LIPVQTQHPIR-COOH PCDF{ LIPV 1 0.49394 44/43 Glucose-6-phosphate isomerase

P06745 | 430 | 446 |AcD3-LAQTEALMKGKLPEEAR-COOH LANF{ LAQT 5 0.48194/0.49476 76/47 Glucose-6-phosphate isomerase

P06745 | 431 | 446 |AcD3-AQTEALMKGKLPEEAR-COOH ANFL{J AQTE 5 0.52221/0.49594 98/47 Glucose-6-phosphate isomerase

P06745 | 436 | 446 |AcD3-LMKGKLPEEAR-COOH QTEAJ LMKG 4 0.49665/0.52854 62/46 Glucose-6-phosphate isomerase

P06745 | 437 | 446 |AcD3-MKGKLPEEAR-COOH TEALY MKGK 1 0.50586 66/47 Glucose-6-phosphate isomerase

P06745 [ 546 | 553 |AcD3-ISFIKQQR-COOH TNGL\ISFI 2 0.53338 71/44 Glucose-6-phosphate isomerase

008795 | 160 | 177 |AcD3-LELQAGKKSLEDQVETLR-COOH QSKLVLELQ 2 0.52399/0.56551 93/45 Glucosidase 2 subunit beta

008795 | 163 | 177 [AcD3-QAGKKSLEDQVETLR-COOH LLELJ QAGK 2 0.61987 103/46 Glucosidase 2 subunit beta

008795 | 359 | 367 |AcD3-IIDAAQEAR-COOH ETQAIIDA 2 0.54086 82/47 Glucosidase 2 subunit beta

P26443 | 378 | 395 |AcD3-ILIPAASEKQLTKSNAPR-COOH ADCD{/ILIP 3 0.4432/0.46322 99/42 Glutamate dehydrogenase 1, mitochondrial

P15105 [ 270 | 280 |AcD3-IEEAIDKLSKR-COOH GLKCJ IEEA 2 0.69882 59/44 Glutamine synthetase

Q9cam9 | 93 | 101 |AcD3-FKNSQKVDR-COOH TFLFJ FKNS 2 0.51347 54/47 Glutaredoxin-3

P47791 46 59 |AcD3-LVIGGGSGGLASAR-COOH SFDY{ LVIG 10 0.4614/0.43044/0.4177 108/46 Glutathione reductase, mitochondrial

P47791 47 59 |AcD3-VIGGGSGGLASAR-COOH FDYL| VIGG 2 0.55212 88/47 Glutathione reductase, mitochondrial

P47791 [ 350 | 369 |AcD3-AVGDVCGKALLTPVAIAAGR-COOH KGVY{| AVGD 3 0.35868/0.45221 92/45 Glutathione reductase, mitochondrial

P10649 20 32 |AcD3-LLEYTDSSYDEKR-COOH PIRM{ LLEY 1 0.71737 69/47 Glutathione S-transferase Mu 1

P10649 22 32 |AcD3-EYTDSSYDEKR-COOH RMLL{ EYTD 2 0.67558 73/43 Glutathione S-transferase Mu 1

009131 40 48 |AcD3-MVLKAKGIR-COOH QRTLY MVLK 2 0.61583/0.61914 48/40 Glutathione S-transferase omega-1

009131 41 48 |AcD3-VLKAKGIR-COOH RTLM{ VLKA 8 0.56287/0.57618/0.56031/0.63948 57/33 Glutathione S-transferase omega-1 Q8K2Q2 (41-48)

P16858 93 | 116 |AcD3-VVESTGVFTTMEKAGAHLKGGAKR-COOH GAEY\ VVES 1 0.48539 72/46 Glyceraldehyde-3-phosphate dehydrogenase

P16858 | 101 | 116 |AcD3-TTMEKAGAHLKGGAKR-COOH TGVFJ TTME 4 0.50111/0.51221/0.50895 71/47 Glyceraldehyde-3-phosphate dehydrogenase

P16858 | 241 | 246 |AcD3-VDLTCR-COOH NVSV{ VDLT 1 0.45459 48/47 Glyceraldehyde-3-phosphate dehydrogenase Q64467 (347-352)

Q9ETO1 22 34 |AcD3-VENVAELKKGFNR-COOH GIVG VENV 2 0.66787 77/45 Glycogen phosphorylase, liver form

Q9ETO1 25 34 |AcD3-VAELKKGFNR-COOH GVEN{ VAEL 3 0.56789/0.5878 55/43 Glycogen phosphorylase, liver form

Q2NL51 | 145 | 155 |AcD3-VAIKKVLQDKR-COOH TRELJ VAIK 2 0.70409 53/33 Glycogen synthase kinase-3 alpha Q9WVED (82-92)

070310 99 | 115 |AcD3-FSVGQGPAKTMEEASKR-COOH AIEL{ FSVG 5 0.56464/0.57112/0.56583 113/47 Glycylpeptide N-tetradecanoyltransferase 1

070310 | 100 | 115 |AcD3-SVGQGPAKTMEEASKR-COOH IELF{, SVGQ 1 0.7164 80/48 Glycylpeptide N-tetradecanoyltransferase 1

Q9CZD3 | 192 | 203 |AcD3-MVKDVKNGECFR-COOH FADF{ MVKD 2 0.51268 73/47 Glycyl-tRNA synthetase

Q9oCPV4 89 | 101 |AcD3-ITLASSQAVSNAR-COOH DFMG{ ITLA 3 0.56436/0.46851 93/47 Glyoxalase domain-containing protein 4

Q9CPV4 | 90 | 101 |AcD3-TLASSQAVSNAR-COOH FMGI{ TLAS 2 0.75 63/48 Glyoxalase domain-containing protein 4

Q91753 | 308 | 318 |AcD3-LAANNLLAGLR-COOH TMSL LAAN 3 0.54022/0.55825 93/42 Glyoxylate reductase/hydroxypyruvate reductase

Q60780 | 381 | 394 |AcD3-FNQSTVEPVDQLLR-COOH ETDM{ FNQS 1 0.47181 55/47 Growth arrest-specific protein 7

Q9WTP7 | 111 | 124 [AcD3-VINLNVPFEVIKQR-COOH QIDT{ VINL 2 0.5468 76/42 GTP:AMP phosphotransferase mitochondrial

P62827 14 29 |AcD3-VLVGDGGTGKTTFVKR-COOH QFKL{ VLVG 8 0.54298/0.41307/0.40721/0.42947 77/44 GTP-binding nuclear protein Ran

P62827 16 29 |AcD3-VGDGGTGKTTFVKR-COOH KLVL{, VGDG 2 0.41308 64/47 GTP-binding nuclear protein Ran

Q9R111 | 119 | 126 [AcD3-VAEEVYTR-COOH RSTD VAEE 1 0.76986 49/48 Guanine deaminase

Q9R111 | 154 | 163 [AcD3-AEITDKFGQR-COOH SLILY AEIT 2 0.68259 71/48 Guanine deaminase

P68040 | 110 | 118 [AcD3-SVAFSSDNR-COOH KDVL\ SVAF 2 0.62111 78/46 Guanine nucleotide-binding protein subunit beta-2-like 1

P52785 | 203 | 209 |AcD3-ALSTALR-COOH EAGRJALST 1 0.52704 34/32 Guanylyl cyclase GC-E

Q3SXD3 | 179 | 186 |AcD3-VSELETER-COOH VAL VSEL 1 0.43185 56/47 HD domain-containing protein 2

P16627 30 38 |AcD3-IIANDQGNR-COOH GKVEIIAN 1 0.48837 57/47 Heat shock 70 kDa protein 1L P17156 (29-37), P17879 (28-36), P20029 (53-
61), P63017 (28-36), Q61696 (28-36)

P16627 44 51 |AcD3-VAFTDTER-COOH TPSY VAFT 1 0.50794 55/47 Heat shock 70 kDa protein 1L P17156 (43-50), P17879 (42-49), P63017 (42-
49), Q61696 (42-49)

Q61316 | 338 | 346 |AcD3-VEIVGGATR-COOH DIYA{ VEIV 4 0.50819/0.49757 81/46 Heat shock 70 kDa protein 4

Q61316 | 598 | 615 |AcD3-YTENEGKMIMQDKLEKER-COOH MLAL{ YTEN 1 0.60238 78/47 Heat shock 70 kDa protein 4

Q61316 | 677 | 689 |AcD3-AELKSLGQPIKTR-COOH VDKL, AELK 1 0.45593 59/41 Heat shock 70 kDa protein 4

P48722 26 33 |AcD3-IANEYSDR-COOH GIETJ IANE 1 0.53611 48/45 Heat shock 70 kDa protein 4L Q61316 (26-33)

P48722 | 338 | 346 |AcD3-IEIVGGATR-COOH DINS{ IEIV 2 0.51517/0.54178 67/45 Heat shock 70 kDa protein 4L Q61699 (338-346)

P48722 | 381 | 390 |AcD3-AILSPAFKVR-COOH ALQCJ AILS 6 0.52308/0.48946/0.51767 58/41 Heat shock 70 kDa protein 4L Q61316 (381-390), Q61699 (381-390)

P63017 51 72 |AcD3-IGDAAKNQVAMNPTNTVFDAKR-COOH TERL{/IGDA 5 0.45224/0.55428/0.66979/0.59471 106/47 Heat shock cognate 71 kDa protein

P63017 59 72 |AcD3-VAMNPTNTVFDAKR-COOH AKNQ{ VAMN 2 0.49834 78/48 Heat shock cognate 71 kDa protein

P63017 [ 133 | 155 |AcD3-AYLGKTVTNAVVTVPAYFNDSQR-COOH EIAEL AYLG 1 0.53207 48/47 Heat shock cognate 71 kDa protein




P63017 [ 142 | 155 |AcD3-AVVTVPAYFNDSQR-COOH TVINJAWT 1 0.75275 54/48 Heat shock cognate 71 kDa protein

P63017 [ 143 | 155 |AcD3-VVTVPAYFNDSQR-COOH VINAJWTV 2 0.44358/0.45722 73/47 Heat shock cognate 71 kDa protein

Q61699 | 463 | 477 |AcD3-VVQNVSAQKDGEKSR-COOH IGRF{,VVON 2 0.50853/0.54508 89/47 Heat shock protein 105 kDa

P07901 [ 581 | 592 |AcD3-EKKVEKVVVSNR-COOH KDIL{ EKKV 2 0.44736 71/42 Heat shock protein HSP 90-alpha

P11499 [ 344 | 358 |AcD3-FENKKKKNNIKLYVR-COOH PFDL{ FENK 3 0.35915/0.42658 74/39 Heat shock protein HSP 90-beta

P49710 28 37 |AcD3-VNDISEKEQR-COOH DPDF VNDI 1 0.556 70/47 Hematopoietic lineage cell-specific protein

P49710 [ 213 | 236 |AcD3-NEMEAPTTAYKKTTPIEAASSGAR-COOH AVGF{| NEME 3 0.54081/0.55183/0.51139 81/47 Hematopoietic lineage cell-specific protein

P49710 [ 215 | 236 |AcD3-MEAPTTAYKKTTPIEAASSGAR-COOH GFNEJ MEAP 2 0.54321 109/47 Hematopoietic lineage cell-specific protein

Q9R257 22 34 |AcD3-STGGKEDVSYEER-COOH WQVL{ STGG 2 0.80024 50/45 Heme-binding protein 1

Q99LI8 [ 266 | 279 |AcD3-ALALSQSEAEEKER-COOH ELQLJ ALAL 1 0.46439 73/48 Hepatocyte growth factor-regulated tyrosine kinase substrate

Q99LI8 [ 268 | 279 |AcD3-ALSQSEAEEKER-COOH QLALJALSQ 4 0.62083/0.65084 71/47 Hepatocyte growth factor-regulated tyrosine kinase substrate

Q99020 | 106 | 114 |AcD3-IKMDPNTGR-COOH VDCT, IKMD 1 0.50186 49/47 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 121 | 139 |AcD3-ILFKDSSSVEKVLDQKEHR-COOH GFGF A/ ILFK 2 0.6203/0.56527 84/45 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 123 | 139 |AcD3-FKDSSSVEKVLDQKEHR-COOH GFILJ, FKDS 2 0.47377 116/47 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 187 | 199 |AcD3-AIELPIDPKLNKR-COOH GEIEJ AIEL 1 0.52112 50/40 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 188 | 199 |AcD3-IELPIDPKLNKR-COOH EIEAJ IELP 2 0.46811/0.49201 60/39 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 191 | 199 |AcD3-PIDPKLNKR-COOH AIEL{ PIDP 2 0.5528 58/41 Heterogeneous nuclear ribonucleoprotein A/B

Q99020 | 231 | 250 |AcD3-IKVAQPKEVYQQQQYGSGGR-COOH SKCE IKVA 1 0.46712 51/47 Heterogeneous nuclear ribonucleoprotein A/B

P49312 60 75 [AcD3-VTYATVEEVDAAMNAR-COOH GFGF{ VTYA 1 0.37751 89/46 Heterogeneous nuclear ribonucleoprotein A1

P49312 63 75 [AcD3-ATVEEVDAAMNAR-COOH FVTY ATVE 1 0.59408 98/46 Heterogeneous nuclear ribonucleoprotein A1

P49312 65 75 [AcD3-VEEVDAAMNAR-COOH TYAT\ VEEV 2 0.47296 53/45 Heterogeneous nuclear ribonucleoprotein A1

Q8BG05 86 96 [AcD3-VEEVDAAMCAR-COOH TYSC, VEEV 4 0.51716/0.48456 52/43 Heterogeneous nuclear ribonucleoprotein A3

Q60668 | 211 | 222 |AcD3-IELPMDNKTNKR-COOH EVES\ IELP 2 0.36099/0.4647 51/47 Heterogeneous nuclear ribonucleoprotein DO

Q972X1 222 | 230 |AcD3-IVKQAGLDR-COOH RYIG{ IVKQ 4 0.57557/0.67036 70/43 Heterogeneous nuclear ribonucleoprotein F

035737 | 309 | 316 |AcD3-FSPLNPVR-COOH IYNF FSPL 1 0.59155 52/46 Heterogeneous nuclear ribonucleoprotein H Q972X1 (309-316)

P61979 | 360 | 377 |AcD3-AYEPQGGSGYDYSYAGGR-COOH EWQM- AYEP 1 0.63332 45/42 Heterogeneous nuclear ribonucleoprotein K

Q921F4 | 426 | 436 |AcD3-VEMGDEYAVER-COOH GTALY VEMG 1 0.54783 45/44 Heterogeneous nuclear ribonucleoprotein L-like

QO9DOE1 | 374 | 381 [AcD3-ILSNALKR-COOH RINE\ILSN 1 0.46377 52/40 Heterogeneous nuclear ribonucleoprotein M

Q8VDM6 | 111 | 126 |AcD3-YETPVIKQENESSYDR-COOH QNQF YETP 1 0.68872 63/47 Heterogeneous nuclear ribonucleoprotein U-like protein 1

088569 67 82 |AcD3-VTFSSMAEVDAAMAAR-COOH GFGF{,VTFS 1 0.67591 61/45 Heterogeneous nuclear ribonucleoproteins A2/B1

088569 73 82 |AcD3-AEVDAAMAAR-COOH FSSM\ AEVD 3 0.58839/0.66917 62/46 Heterogeneous nuclear ribonucleoproteins A2/B1

088569 318 | 325 |AcD3-SGNFGGSR-COOH GPMK SGNF 1 0.80277 52/46 Heterogeneous nuclear ribonucleoproteins A2/B1

P17710 [ 444 | 452 |AcD3-ATLGAILNR-COOH NLVA ATLG 2 0.54601 81/44 Hexokinase-1

P17710 | 585 | 595 |AcD3-LALDLGGTNFR-COOH HGDF{ LALD 2 0.49463 87/47 Hexokinase-1 008528 (81-91), Q3TRMS (537-547),
Q91W97 (529-539)

P17710 | 947 | 966 |AcD3-LLSEDGSGKGAALITAVGVR-COOH TVSF{ LLSE 1 0.54267 69/44 Hexokinase-1

008528 | 891 | 910 |AcD3-LESEDGSGKGAALITAVACR-COOH DVSF | LESE 1 0.46777 84/47 Hexokinase-2

P62748 | 169 | 181 |AcD3-FIKGAKSDPSIVR-COOH SLEE{ FIKG 2 0.6617 49/43 Hippocalcin-like protein 1

P62748 | 170 | 181 |AcD3-IKGAKSDPSIVR-COOH LEEF{/IKGA 4 0.61266/0.588 77/42 Hippocalcin-like protein 1

P70349 10 24 |AcD3-VAQPGGDTIFGKIIR-COOH AKAQ{ VAQP 1 0.4613 61/44 Histidine triad nucleotide-binding protein 1

P43275 62 81 |AcD3-AALKKSLAAAGYDVEKNNSR-COOH GVSLJ AALK 1 0.50939 60/45 Histone H1.1

P43275 69 81 |AcD3-AAAGYDVEKNNSR-COOH KKSLJ AAAG 2 0.54273 87/47 Histone H1.1 P15864 (67-79), P43274 (67-79), P43277 (68-
80), Q07133 (69-81)

P15864 44 54 |AcD3-ITKAVAASKER-COOH VSEL{ ITKA 2 0.47221 66/43 Histone H1.2 P43274 (44-54), P43277 (45-55)

P15864 60 79 |AcD3-AALKKALAAAGYDVEKNNSR-COOH GVSLJ AALK 3 0.47622/0.5285 110/45 Histone H1.2 ;111;’274 (60-79), P43277 (61-80), QO7133 (62

P43276 44 54 |AcD3-ITKAVSASKER-COOH VSEL{ ITKA 2 0.45539 56/44 Histone H1.5
P27661 (60-72), Q64522 (60-72), Q64523

P22752 60 72 [AcD3-TAEILELAGNAAR-COOH LEYL TAEI 4 0.51399/0.50168 102/47 Histone H2A type 1 (60-72), Q6GSS7 (60-72), QBBFU2 (60-72),
Q8CGPS (60-72), Q8CGP6 (60-72), Q8CGP7
(60-72), Q8R1M2 (60-72), Q9QZQ8 (57-69)
P27661 (63-72), Q64522 (63-72), Q64523
(63-72), Q6GSS7 (63-72), Q8BFU2 (63-72),

P22752 63 72 |AcD3-ILELAGNAAR-COOH LTAE ILEL 11 0.42721/0.53715/0.4281 96/46 Histone H2A type 1 Q8CCKO (60-69), Q8CGPS5 (63-72), Q8CGP6
(63-72), Q8CGP7 (63-72), Q8R1M2 (63-72),
Q9QzQ8 (60-69)
P22752 (58-72), P27661 (58-72), Q64522 (58|

Q64523 58 72 [AcD3-YLTAEILELAGNAAR-COOH AVLE YLTA 2 0.64593 96/46 Histone H2A type 2-C 72), Q6GSS7 (58-72), QBBFU2 (58-72),

Q8CGP5 (58-72), Q8CGP6 (58-72), Q8CGP7
(58-72), Q8R1M2 (58-72), Q9QZQ8 (55-69)




Q3THWS | 66 81 |AcD3-VLELAGNASKDLKVKR-COOH LTAE VLEL 8 0.51502/0.55256/0.64474/0.78221/0.57621 117/41 Histone H2A.V POCOS6 (66-81)

POCOS6 63 81 |AcD3-TAEVLELAGNASKDLKVKR-COOH LEYLJ TAEV 1 0.75634 120/42 Histone H2A.Z Q3THWS (63-81)

POCOS6 68 81 |AcD3-ELAGNASKDLKVKR-COOH AEVL{ ELAG 1 0.61371 64/43 Histone H2A.Z Q3THWS (68-81)

POCOS6 70 81 |AcD3-AGNASKDLKVKR-COOH VLELJ AGNA 3 0.46068/0.55544 61/42 Histone H2A.Z Q3THWS (70-81)
P10853 (66-73), P10854 (66-73), Q64478 (66-|

Q64475 66 73 [AcD3-FVNDIFER-COOH IMNS{ FVND 2 0.75516 70/47 Histone H2B type 1-B 73), Q64524 (66-73), Q64525 (66-73),
Q6ZWY9 (66-73), Q8CGPO (66-73), Q8CGP1
(66-73), Q8CGP2 (66-73), Q9D2U9 (66-73)

Q99147 | 158 | 168 |AcD3-VKLQKPNAAIR-COOH ASVF{ VKLQ 1 0.55395 59/37 Hsc70-interacting protein

Q99147 | 205 | 221 |AcD3-ALACKLDYDEDASAMLR-COOH AHDLJ ALAC 1 0.6549 65/46 Hsc70-interacting protein

Q99147 | 207 | 221 |AcD3-ACKLDYDEDASAMLR-COOH DLAL{ ACKL 2 0.5684 98/45 Hsc70-interacting protein

Q99147 | 211 | 221 [AcD3-DYDEDASAMLR-COOH ACKL{, DYDE 1 0.60526 49/41 Hsc70-interacting protein

Q61081 | 130 | 145 |AcD3-VNTKPEKAEEDSEEAR-COOH SKSM{ VNTK 1 0.63047 72/47 Hsp90 co-chaperone Cdc37

Q8VD75 | 925 | 932 |AcD3-TQLQQASR-COOH SLNLJ TQLQ 1 0.40289 48/47 Huntingtin-interacting protein 1

035343 76 96 |AcD3-IVQNASSDNQGIQLSAVQAAR-COOH SLEAJIVON 1 0.57199 65/47 Importin subunit alpha-4

QOEPL8 | 772 | 779 |AcD3-EVKTSELR-COOH RLTR{ EVKT 1 0.42397 35/33 Importin-7

088351 | 413 | 419 |AcD3-ILQEPKR-COOH SVSC{ ILQE 1 0.55629 46/42 Inhibitor of nuclear factor kappa-B kinase subunit beta

Q9D819 60 79 |AcD3-IATKDPLNPIKQDVKKGKLR-COOH AKME | IATK 1 0.315 44/33 Inorganic pyrophosphatase

P24547 | 186 | 203 |AcD3-VVAPAGVTLKEANEILQR-COOH REDL{, VVAP 2 0.53847 105/44 Inosine-5'-monophosphate dehydrogenase 2 P50096 (186-203)

088844 | 210 | 222 |AcD3-STKNTILKKYDGR-COOH PLYLJ, STKN 1 0.77511 56/45 Isocitrate dehydrogenase [NADP] cytoplasmic

Q9CX00 | 196 | 211 |AcD3-IDVGFTDDVKKGGPGR-COOH ETDL{ IDVG 2 0.59513 79/47 IST1 homolog

Q9DBS5 | 346 | 358 |AcD3-LCQNQGKYEAVER-COOH NLAL{,LCON 2 0.53155/0.44695 71/47 Kinesin light chain 4

Q61768 | 947 | 956 |AcD3-VONNQPVGLR-COOH GGSF{,VOQNN 1 0.63042 68/47 Kinesin-1 heavy chain
035066 (245-252), 035071 (247-254),
035231 (671-678), P28741 (249-256),
P33173 (247-254), P33174 (240-247),
Q60575 (247-254), Q61771 (244-251),

008672 | 628 | 635 |AcD3-VDLAGSER-COOH TLHLL VDLA 1 0.65614 62/47 Kinesin-like protein KIFC2 Q6PIL6 (264-271), Q6RT24 (234-241),
Q7M6Z4 (243-250), Q99PWS (239-246),
Q9EQW?7 (251-258), Q9QWT9 (565-572),
Q9QXL1 (273-280), Q9QXL2 (273-280),
QOWV04 (244-251)

Q99KP3 | 176 | 185 |AcD3-MKKIGQSPVR-COOH TYALJY MKKI 1 0.52014 45/44 Lambda-crystallin homolog

Q9Z1R2 18 29 |AcD3-EVLVKTLDSQTR-COOH PDSL{ EVLV 1 0.7935 71/45 Large proline-rich protein BAT3

Q9Z1R2 | 1065 | 1072 |AcD3-LSGMPAKR-COOH SDAY{/LSGM 1 0.69746 54/46 Large proline-rich protein BAT3

P70202 33 48 |AcD3-LVQTVQQASKEDIPGR-COOH HKLF{ LvQT 2 0.47464/0.54844 59/46 Latexin

P70202 34 48 |AcD3-VQTVQQASKEDIPGR-COOH KLFLJ vQTV 2 0.5442/0.55276 64/47 Latexin

Q3uz39 77 85 |AcD3-ASLGGTSSR-COOH AATLLASLG 1 0.55932 60/47 Leucine-rich repeat flightless-interacting protein 1

Q3UZ39 | 179 | 186 |AcD3-AEVKEALR-COOH QFQFJ AEVK 2 0.56854 70/45 Leucine-rich repeat flightless-interacting protein 1

Q3UZ39 | 387 | 401 |AcD3-GQTAEIDKVTCTDSR-COOH DYILJ{ GQTA 2 0.71241 75/46 Leucine-rich repeat flightless-interacting protein 1

Q505F5 28 36 |AcD3-LTGPGLEER-COOH RELLY LTGP 2 0.48514 62/47 Leucine-rich repeat-containing protein 47

Q8BMJ2 | 727 | 742 [AcD3-LTLSQAVDKFSADGMR-COOH TGNF{LTLS 2 0.54909 107/48 Leucyl-tRNA synthetase, cytoplasmic

Q8BMJ2 | 997 | 1008 [AcD3-MIKENMEKKGPR-COOH PFVA{ MIKE 2 0.52555 76/48 Leucyl-tRNA synthetase, cytoplasmic

Q55v42 | 294 | 308 |AcD3-FSSSKADLSGMSGSR-COOH VQDL{ FSSS 2 0.35997 96/46 Leukocyte elastase inhibitor C Q9D154 (297-311)

P24527 41 51 |AcD3-LTVQSQEENLR-COOH GTAALLTVQ 1 0.46056 70/48 Leukotriene A-4 hydrolase

Q99)W4 | 160 | 173 |AcD3-NCANCGKELTADAR-COOH PDHFJ NCAN 2 0.58122 82/44 LIM and senescent cell antigen-like-containing domain protein 1

Q61792 65 73 |AcD3-VADTPENLR-COOH SFTM{ VADT 6 0.5166/0.48411 67/48 LIM and SH3 domain protein 1

Q61792 99 | 109 |AcD3-SVVADTPELQR-COOH GKGF{ SVWA 1 0.64191 51/47 LIM and SH3 domain protein 1

Q8BGB5 | 97 | 109 [AcD3-FKSKGNYDEGFGR-COOH FQQL FKSK 1 0.66946 74/47 LIM domain-containing protein 2

088951 | 106 [ 121 |AcD3-NIMGGKEQNSPIYISR-COOH GLGF{NIMG 1 0.70369 50/48 Lin-7 homolog B 088952 (106-121)

Q8BFW?7 | 100 | 114 |AcD3-KVQQGNPGGKTLEER-COOH EGAF{ KvaQ 3 0.65857/0.60088 111/47 Lipoma-preferred partner homolog

P06151 [ 253 | 268 |AcD3-GLSVADLAESIMKNLR-COOH SWAIJ GLSV 1 0.68678 86/47 L-lactate dehydrogenase A chain

P06151 [ 303 | 315 |AcD3-VVKVTLTPEEEAR-COOH GISD, VVKV 2 0.48575 83/46 L-lactate dehydrogenase A chain

P00342 92 99 |AcD3-VIITAGAR-COOH NSKLJ VIIT 4 0.4689/0.42585 76/44 L-lactate dehydrogenase C chain P06151 (92-99)

P19973 | 223 | 234 |AcD3-QQYTQATESSGR-COOH DERL QQYT 2 0.60717 63/46 Lymphocyte-specific protein 1

P19973 | 225 | 234 |AcD3-YTQATESSGR-COOH RLOQ\ YTOA 2 0.57662 81/45 Lymphocyte-specific protein 1

009159 | 847 | 856 |AcD3-LSSVSDAAAR-COOH HLVL{ LSSV 9 0.68094/0.65611/0.54178 90/47 Lysosomal alpha-mannosidase

009159 | 952 | 965 |AcD3-LQETTLAANQPLSR-COOH TINY{ LQET 2 0.72871/0.70246 97/47 Lysosomal alpha-mannosidase

P16675 | 405 | 417 |AcD3-FVDSLNQKMEVQR-COOH GDEW. FVDS 2 0.71058 58/47 Lysosomal protective protein

P34884 5 12 |AcD3-IVNTNVPR-COOH MPMF{ IVNT 16 0.62033/0.57897/0.56283/0.61095 71/45 Macrophage migration inhibitory factor

P34884 65 74 |AcD3-IGKIGGAQNR-COOH SLHS\VIGKI 1 0.68249 47/46 Macrophage migration inhibitory factor




P34884 80 87 |AcD3-LCGLLSDR-COOH YSKL\ LCGL 1 0.46267 62/47 Macrophage migration inhibitory factor

P34884 81 87 |AcD3-CGLLSDR-COOH SKLLY CGLL 1 0.47399 53/47 Macrophage migration inhibitory factor

P24452 | 142 | 151 |AcD3-YQVKGKKNIR-COOH IRKL{ YQVK 2 0.51575 73/42 Macrophage-capping protein

P24452 | 332 | 339 |AcD3-VEILPQGR-COOH PNTQJ VEIL 1 0.42739 48/45 Macrophage-capping protein

Q9EQKS 75 82 |AcD3-FDVTGQVR-COOH SSVL\ FDVT 2 0.50617 71/48 Major vault protein

Q9EQKS | 390 | 399 |AcD3-VQDVKTGKVR-COOH EGIYJ, vaDVv 3 0.51209/0.52949 66/43 Major vault protein

Q9EQKS | 715 | 729 [AcD3-AVESTGNAKAEAESR-COOH AMSM | AVES 3 0.54163 105/47 Major vault protein

P14152 82 92 [AcD3-DVAVLVGSMPR-COOH FKDL\, DVAV 1 0.37493 78/47 Malate dehydrogenase, cytoplasmic

P14152 | 224 | 230 [AcD3-ITTVQQR-COOH KGEFITTV 1 0.51015 51/45 Malate dehydrogenase, cytoplasmic

Q64327 70 88 |AcD3-VELAPVGEGEDGAADIQDR-COOH EQEE{ VELA 1 0.58715 55/47 Male-enhanced antigen 1

Q8BTZ7 5 13 |AcD3-ILVGGYGTR-COOH MKALY ILVG 2 0.59284 70/46 Mannose-1-phosphate guanyltransferase beta

Q9DBGS5 | 136 | 150 |AcD3-VSSSVSSAKETVATR-COOH AQEM 1 VSSS 1 0.56719 72/47 Mannose-6-phosphate receptor-binding protein 1

Q9DBGS5 [ 218 | 234 |AcD3-IATPPEDSDMASLQQQR-COOH ELAL\V IATP 4 0.64397/0.58624 85/46 Mannose-6-phosphate receptor-binding protein 1

Q9DBGS5 | 281 | 293 |AcD3-GLMESVKQGVDQR-COOH TSVLL GLME 1 0.58035 56/48 Mannose-6-phosphate receptor-binding protein 1
Q3UMW?7 [ 351 | 362 |AcD3-VKIKDLKTSNNR-COOH DYDQ VKIK 1 0.6939 65/41 MAP kinase-activated protein kinase 3

P45952 40 53 |AcD3-ELTEQQKEFQATAR-COOH GFSF{ELTE 1 0.54835 83/48 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial
P45952 42 53 |AcD3-TEQQKEFQATAR-COOH SFELJ TEQQ 2 0.58117 76/47 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial
Q9R190 | 608 | 614 |AcD3-VATKDTR-COOH PVVF{ VATK 1 0.60681 59/46 Metastasis-associated protein MTA2

Q99LB6 | 159 | 181 |AcD3-YGKTKLDGEKAVLENNLGAAVLR-COOH PLNL\ YGKT 1 0.57377 54/43 Methionine adenosyltransferase 2 subunit beta

Q9QXZ0 | 5277|5299 |AcD3-LETQSACSDTSESSAAGGQGSSR-COOH DFDLVLETQ 1 0.77746 49/41 Microtubule-actin cross-linking factor 1

P27546 7 23 |AcD3-VDALTEPPPEIEGEIKR-COOH DLSL{, VDAL 1 0.5416 61/47 Microtubule-associated protein 4

P27546 | 154 | 168 |AcD3-FVSSGPTNASAFTER-COOH ADLL\ FVSS 2 0.53294 94/47 Microtubule-associated protein 4

P27546 | 623 | 641 |AcD3-EQKETPGSQPSEPCSGVSR-COOH LENLJ EQKE 1 0.63299 51/45 Microtubule-associated protein 4

Q8VCFO | 161 | 170 |AcD3-LQTNSGAVAR-COOH SEQLY LQTN 4 0.59194/0.59369 65/47 Mitochondrial antiviral-signaling protein

Q9WVA2 | 23 31 |AcD3-IEVETQKQR-COOH LQHF | IEVE 2 0.43847 51/46 Mitochondrial import inner membrane translocase subunit Tim8 A
Q99K90 | 409 | 420 [AcD3-ISTNSGPSAASR-COOH PTLFLISTN 2 0.62614 98/47 Mitogen-activated protein kinase kinase kinase 7-interacting protein 2
P26041 [ 226 | 233 |AcD3-NIYEQNDR-COOH ALGL{ NIYE 1 0.56121 55/45 Moesin

P26041 [ 323 | 330 |AcD3-LENEKKKR-COOH ERALJ LENE 3 0.53734/0.53353 52/43 Moesin P26043 (323-330)
P26041 | 418 | 427 |AcD3-ASEMAELTAR-COOH QEQLJASEM 1 0.5122 63/46 Moesin

P26041 [ 526 | 533 |AcD3-TSELANAR-COOH LKAL{ TSEL 1 0.61659 50/47 Moesin

QoCcwpe [ 24 35 [AcD3-YVTEKSEKYDSR-COOH FEAE YVTE 1 0.48126 51/47 Motile sperm domain-containing protein 2

Q921Y0 | 208 | 216 |AcD3-IEKLGSKDR-COOH LQEL IEKL 1 0.65306 55/45 Mps one binder kinase activator-like 1B

Q9DOL8 54 69 |AcD3-VEQNSSYVQDSPSKKR-COOH GEDLJ VEQN 2 0.54346 89/48 mRNA cap guanine-N7 methyltransferase

008539 45 60 [AcD3-EQCVQNFNKQLTEGTR-COOH DEQF EQCV 2 0.62467 88/47 Myc box-dependent-interacting protein 1

Q60605 29 37 |AcD3-YSQCGDVMR-COOH GKILJ, YsQC 4 0.58097/0.53862 57/42 Myosin light polypeptide 6

Q3THE2 24 45 |AcD3-AMFDQSQIQEFKEAFNMIDQNR-COOH SNVFJ AMFD 1 0.5625 62/44 Myosin regulatory light chain 12B Q9CQ19 (24-45)
Q3THE2 34 45 |AcD3-FKEAFNMIDQNR-COOH QIQE FKEA 3 0.63502/0.50718 83/47 Myosin regulatory light chain 12B Q9CQ19 (34-45)
008638 | 226 | 241 |AcD3-EAFGNAKTVKNDNSSR-COOH NPIL{ EAFG 2 0.49528 83/48 Myosin-11 QB6URWS (250-265), Q8VDD5 (219-234)
Q8VDD5 [ 152 | 159 |AcD3-AITDTAYR-COOH PHIYJ AITD 1 0.50011 53/47 Myosin-9

Q8VDDS5 | 831 | 842 |AcD3-FTKVKPLLNSIR-COOH WWRL\ FTKV 2 0.50042 59/37 Myosin-9

Q8VvDD5 [ 1201 | 1210 |AcD3-LADQLEQTKR-COOH AVEE LADQ 1 0.60729 50/46 Myosin-9

P70248 [1010 | 1022 |AcD3-LNVPDQGVAGMQR-COOH STEFJ{ LNVP 2 0.58561/0.60911 57/47 Myosin-If

P62774 16 30 |AcD3-DEVKDYVAKGEDVNR-COOH NGDL{,DEVK 2 0.56683/0.50779 81/47 Myotrophin

P62774 18 30 |AcD3-VKDYVAKGEDVNR-COOH DLDE{ VKDY 6 0.57769/0.54596/0.49965 111/48 Myotrophin

P62774 21 30 |AcD3-YVAKGEDVNR-COOH EVKD{ YVAK 2 0.3945 73/48 Myotrophin

P62774 22 30 |AcD3-VAKGEDVNR-COOH VKDY VAKG 5 0.51499/0.55181/0.57229 55/47 Myotrophin

Q8K296 | 651 | 667 |AcD3-SSFASAGEEVPAMDSLR-COOH SLELJ/SSFA 1 0.51819 51/45 Myotubularin-related protein 3

Q972D0 4 11 |AcD3-AELIKTPR-COOH MEFJ AELI 1 0.57194 60/42 Myotubularin-related protein 9

Q64191 88 | 106 |AcD3-DAMIMDGTAMDVGAVGGLR-COOH ETTLJ, DAMI 1 0.47863 57/45 N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase

Q64191 90 | 106 |AcD3-MIMDGTAMDVGAVGGLR-COOH TLDA MIMD 1 0.63102 55/45 N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase

P70441 321 | 330 |AcD3-NISLAVAKER-COOH ILDL{, NISL 1 0.65288 57/43 Na(+)/H(+) exchange regulatory cofactor NHE-RF1

Q9QZ08 | 124 | 132 |AcD3-ISGTGSNCR-COOH GIVLYISGT 2 0.57949 69/46 N-acetyl-D-glucosamine kinase

Q8BFR4 | 500 | 511 [AcD3-MMLQSCSGPTCR-COOH NYRLY MMLQ 3 0.72557/0.76479 77/38 N-acetylglucosamine-6-sulfatase

P70670 | 2028 | 2043 |AcD3-AAEIDEEPVSKAKQSR-COOH QUAALAAEI 2 |0.50905 114/47 z)ar;fe"t polypeptide-associated complex subunit alpha, muscle-specific | g7 (56 77)
Q8C878 | 102 | 111 [AcD3-DTIDVSNLNR-COOH VIDM{,DTID 1 0.46328 61/47 NEDD8-activating enzyme E1 catalytic subunit Q971F9 (50-59)
Q8VBW6 | 340 | 347 [AcD3-IKLQNVYR-COOH SNKY{ IKLQ 1 0.5725 45/43 NEDD8-activating enzyme E1 regulatory subunit

Q9CQ4s 73 83 |AcD3-DVTSGKEFYGR-COOH GVVF{,DVTS 1 0.64683 56/47 Neudesin

Q6ZQA0 | 2700 | 2711 [AcD3-IVVGAGQPSEVR-COOH DGKL{/IVWG 3 0.52402/0.5283 69/46 Neurobeachin-like protein 2

Q09014 | 280 | 292 [AcD3-LQKAGEEITQAQR-COOH PSMY LQKA 1 0.7705 48/47 Neutrophil cytosol factor 1

Q09014 | 281 | 292 [AcD3-QKAGEEITQAQR-COOH SMYL{, QKAG 2 0.80227 59/47 Neutrophil cytosol factor 1

070145 | 145 | 155 |AcD3-ALATNMKSEPR-COOH EEQLJALAT 1 0.56926 60/47 Neutrophil cytosol factor 2




P97369 [ 306 | 311 |AcD3-MVKQAR-COOH DVGL{ MVKQ 1 0.6385 47/46 Neutrophil cytosol factor 4

Q8BZWS8 | 427 | 437 |AcD3-FVADSESSTVR-COOH WSCL{ FVAD 2 0.74479 69/47 NHL repeat-containing protein 2

Q9DOT1 26 36 |AcD3-VQQSCNYKQLR-COOH LLDL{, vQQs 1 0.40877 51/47 NHP2-like protein 1

Q80UMS3 | 786 | 796 |AcD3-ATTLDGSLTNR-COOH AIELY ATTL 2 0.50714 77/47 NMDA receptor-regulated protein 1

Q9CZ44 | 289 | 301 |AcD3-INEAEPTTNIQIR-COOH SSILL INEA 2 0.44637/0.46073 52/47 NSFL1 cofactor p47

QOWTKS | 149 | 156 |AcD3-IMIQKLQR-COOH NMME IMIQ 1 0.61241 46/43 Nuclear factor NF-kappa-B p100 subunit

035685 | 288 | 296 |AcD3-VEKMMYDQR-COOH TRSM{ VEKM 1 0.52571 47/45 Nuclear migration protein nudC

P62960 | 110 | 140 |AcD3-DVVEGEKGAEAANVTGPGGVPVQGSKYAADR-COOH TVEF{ DVVE 1 0.44658 65/47 Nuclease-sensitive element-binding protein 1

Q8R5K4 | 556 | 563 |AcD3-LTLGFLFR-COOH DAGT{ LTLG 1 0.70362 43/42 Nucleolar protein 6

Q61937 | 133 | 142 |AcD3-VKLLGMSGKR-COOH DEED, VKLL 1 0.40592 54/43 Nucleophosmin

Q61937 | 181 | 196 |AcD3-DEEETEEKVPVKKSVR-COOH DDDF |, DEEE 4 0.41642/0.43095 74/47 Nucleophosmin

Q61937 | 183 | 196 |AcD3-EETEEKVPVKKSVR-COOH DFDE EETE 1 0.45916 55/46 Nucleophosmin

Q61937 | 184 | 196 |AcD3-ETEEKVPVKKSVR-COOH FDEE ETEE 1 0.79041 52/44 Nucleophosmin

Q9JIH2 28 38 |AcD3-SVASEEVMKNR-COOH MGTF{ SVAS 2 0.80375 60/48 Nucleoporin 50 kDa

P15532 9 18 |AcD3-IAIKPDGVQR-COOH ERTF{/IAIK 3 0.4492 54/45 Nucleoside diphosphate kinase A Q01768 (9-18)
P15532 82 88 |AcD3-NVVKTGR-COOH WEGL{ NVVK 2 0.41464/0.42926 50/44 Nucleoside diphosphate kinase A Q01768 (82-88)
P15532 92 | 105 |AcD3-GETNPADSKPGTIR-COOH RVML{ GETN 2 0.48803 60/48 Nucleoside diphosphate kinase A Q01768 (92-105)
Q62422 | 176 | 200 [AcD3-ALDMATNAACASLLKKKQQGTDGAR-COOH EKKLJ ALDM 1 0.66407 49/47 Osteoclast-stimulating factor 1

Q62422 | 180 | 200 |AcD3-ATNAACASLLKKKQQGTDGAR-COOH ALDM{ ATNA 4 0.58912/0.56487/0.62181 93/47 Osteoclast-stimulating factor 1

Q62422 | 182 | 200 |AcD3-NAACASLLKKKQQGTDGAR-COOH DMAT . NAAC 1 0.62281 57/46 Osteoclast-stimulating factor 1

Q8CI95 | 181 | 191 [AcD3-ASSGNSPISQR-COOH SFSL{ ASSG 2 0.57826 80/47 Oxysterol-binding protein-related protein 11

088531 | 202 | 209 |AcD3-LADINQER-COOH YSIFJ, LADI 2 0.63845 57/47 Palmitoyl-protein thioesterase 1

Q8VI36 [ 225 | 247 |AcD3-ESSVPSPVPAITVNQGEMSSPQR-COOH LDEL\ ESSV 1 0.63236 54/47 Paxillin

Q8R1G6 | 263 | 272 [AcD3-SSQASLPTSR-COOH PSSL{/SSQA 1 0.61139 53/47 PDZ and LIM domain protein 2

P17742 8 19 |AcD3-FDITADDEPLGR-COOH PTVFLFDIT 37 2'3428707/0'40127/0'38691/0'4857/0'38766/0'48 99/46 Peptidyl-prolyl cis-trans isomerase A

P17742 9 19 |AcD3-DITADDEPLGR-COOH TVFF{ DITA 4 0.52446/0.47978 83/47 Peptidyl-prolyl cis-trans isomerase A

P17742 23 37 |AcD3-ELFADKVPKTAENFR-COOH RVSF{ ELFA 4 0.46967/0.33762 110/47 Peptidyl-prolyl cis-trans isomerase A

P17742 25 37 |AcD3-FADKVPKTAENFR-COOH SFELJ, FADK 65 0.45713/0.45159/0.45021/0.47376/0.48308/0.4 98/47 Peptidyl-prolyl cis-trans isomerase A

8481/0.48149/0.4519/0.48578

P17742 61 69 |AcD3-MCQGGDFTR-COOH IPGF{, MCQG 28 0.45434/0.48227/0.46413/0.45229/0.45004 79/38 Peptidyl-prolyl cis-trans isomerase A

P17742 | 130 | 144 |AcD3-GKVKEGMNIVEAMER-COOH HVVF{ GKVK 3 0.60001/0.62476 96/48 Peptidyl-prolyl cis-trans isomerase A

P24369 50 59 [AcD3-LQIGDESVGR-COOH VYFD{ LQIG 1 0.5077 58/47 Peptidyl-prolyl cis-trans isomerase B

P24369 51 59 |AcD3-QIGDESVGR-COOH YFDL{ QIGD 3 0.50662/0.46023 64/47 Peptidyl-prolyl cis-trans isomerase B

P24369 | 101 | 109 |AcD3-MIQGGDFTR-COOH IKDF{ MIQG 6 0.52216/0.51234/0.47141/0.50696 59/47 Peptidyl-prolyl cis-trans isomerase B

P26883 63 72 [AcD3-GVAQMSVGQR-COOH GWEE{, GVAQ 2 0.50753 69/47 Peptidyl-prolyl cis-trans isomerase FKBP1A

Q9QUR7 [ 106 | 121 |AcD3-ESLASQFSDCSSAKAR-COOH EEDF ESLA 1 0.57875 86/45 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1
Q9QUR7 [ 109 | 121 |AcD3-ASQFSDCSSAKAR-COOH FESL\{ ASQF 2 0.61316 81/45 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1
Q99KR7 49 60 [AcD3-LDVGADGQPLGR-COOH PLVY{ LDVG 1 0.42799 63/47 Peptidyl-prolyl cis-trans isomerase, mitochondrial
Q99KR7 64 78 |AcD3-ELKADVVPKTAENFR-COOH RVVL{ ELKA 2 0.46262 67/46 Peptidyl-prolyl cis-trans isomerase, mitochondrial
Q9DOWS | 61 72 |AcD3-MIQGGDPTGTGR-COOH IKDF{ MIQG 4 0.40127/0.42363 98/46 Peptidyl-prolyl cis-trans isomerase-like 1

P99029 [ 160 | 172 |AcD3-LLDDSLVSLFGNR-COOH ATDLY{,LLDD 1 0.63238 74/47 Peroxiredoxin-5, mitochondrial

P99029 [ 166 | 172 |AcD3-VSLFGNR-COOH DDSL VSLF 1 0.56186 58/47 Peroxiredoxin-5, mitochondrial

Q8COC7 | 143 | 156 |AcD3-VOAGQAEKLAEKER-COOH RLQLJ VQAG 2 0.4779 108/46 Phenylalanyl-tRNA synthetase alpha chain

P70296 67 76 |AcD3-VLTDPDAPSR-COOH LYTLY VLTD 1 0.45526 51/47 Phosphatidylethanolamine-binding protein 1
Q7M6Y3 | 251 | 261 [AcD3-LKVAEQVGIDR-COOH ISEFJ LKVA 2 0.61306 75/44 Phosphatidylinositol-binding clathrin assembly protein
Q7M6Y3 | 283 | 298 [AcD3-ASLEGKKIKDSTAASR-COOH EQHLJ ASLE 1 0.67964 81/46 Phosphatidylinositol-binding clathrin assembly protein
QICYRE 20 29 |AcD3-ILQYGTAGFR-COOH PQGLY ILQY 2 0.36453 72/47 Phosphoacetylglucosamine mutase

Q9DOF9 40 52 |AcD3-IQSIVSTVEPALR-COOH AENF{/1QSI 2 0.45258 57/45 Phosphoglucomutase-1

Q9DOFS | 542 | 552 |AcD3-IALKVSQLQER-COOH PLISJIALK 5 0.5886/0.57025/0.53066 61/42 Phosphoglucomutase-1

Q9DOFS | 543 | 552 |AcD3-ALKVSQLQER-COOH LISIJ ALKV 2 0.7828 64/45 Phosphoglucomutase-1

Q7Tsv4 47 56 |AcD3-IAGGNKEELR-COOH VKQL{ IAGG 1 0.49617 70/47 Phosphoglucomutase-2

P09411 10 18 |AcD3-DKLDVKGKR-COOH KLTLJ,DKLD 6 0.5241/0.49098/0.52184 74/42 Phosphoglycerate kinase 1

P09411 96 | 123 |AcD3-LKDCVGPEVENACANPAAGTVILLENLR-COOH DVLF{,LKDC 1 0.45208 59/47 Phosphoglycerate kinase 1

P09411 [ 315 | 330 |AcD3-DCGTESSKKYAEAVGR-COOH WMGL{,DCGT 1 0.49189 77/47 Phosphoglycerate kinase 1

P09411 [ 356 | 365 |AcD3-MDEVVKATSR-COOH TKSLJ MDEV 5 0.48022/0.48168/0.46835 74/47 Phosphoglycerate kinase 1

P09411 [ 359 | 365 |AcD3-VVKATSR-COOH LMDE{,VVKA 2 0.47091 55/42 Phosphoglycerate kinase 1

P09041 26 39 |AcD3-NVPMKNNQITNNQR-COOH RVDF{/NVPM 7 0.47696/0.47874/0.47102/0.48729 90/47 Phosphoglycerate kinase 2 P09411 (26-39)
Q9DBJ1 | 145 | 162 |AcD3-LTEDQLPSCESLKDTIAR-COOH RYAD{ LTED 2 0.45386 64/47 Phosphoglycerate mutase 1

Q9DBJ1 | 146 | 162 |AcD3-TEDQLPSCESLKDTIAR-COOH YADL{, TEDQ 4 0.49497/0.48008 89/47 Phosphoglycerate mutase 1

Q9DBJ1 | 148 | 162 |AcD3-DQLPSCESLKDTIAR-COOH DLTE DQLP 1 0.50099 63/48 Phosphoglycerate mutase 1

Q9DBJ1 | 151 | 162 |AcD3-PSCESLKDTIAR-COOH EDQL PSCE 4 0.46838/0.58806 85/48 Phosphoglycerate mutase 1

Q9DBJ1 | 170 | 180 |AcD3-EIVPQIKEGKR-COOH FWNE{ EIVP 6 0.50555/0.5037 84/44 Phosphoglycerate mutase 1




Q9DBJ1 | 221 | 240 |AcD3-DKNLKPIKPMQFLGDEETVR-COOH VYEL{, DKNL 2 0.5082/0.52502 47/46 Phosphoglycerate mutase 1

070250 | 183 | 191 |AcD3-IAAHGNSLR-COOH QRVLV IAAH 2 0.48769/0.4242 59/47 Phosphoglycerate mutase 2 Q9DBJ1 (183-191)
Q8CHP8 | 195 | 203 [AcD3-LVGTNMDNR-COOH PDCL{/LVGT 1 0.61836 51/46 Phosphoglycolate phosphatase

Q8BGO7 | 457 | 464 [AcD3-IVSQKTPR-COOH GVGL{IVSQ 1 0.62967 54/43 Phospholipase D4

Q8BQ30 | 571 | 582 [AcD3-LLLQPGLQGGLR-COOH EEEE{LLLQ 2 0.5479 53/41 Phostensin

Q8BQ30 | 572 | 582 |AcD3-LLOPGLQGGLR-COOH EEEL{/LLQP 2 0.50734 63/42 Phostensin

P12388 | 123 | 136 |AcD3-LESANKLFGEKSAR-COOH GDYL{ LESA 1 0.56743 72/47 Plasminogen activator inhibitor 2, macrophage
Q61233 | 349 | 357 |AcD3-FVTATDVVR-COOH GCRQ FVTA 2 0.47682 55/47 Plastin-2

Q61233 | 350 | 357 |AcD3-VTATDVVR-COOH CRQF{ VTAT 2 0.45242 60/46 Plastin-2

Q61233 | 463 | 488 |AcD3-AVDLGKNQAKFSLVGIAGQDLNEGNR-COOH NCNY{ AVDL 1 0.45974 73/46 Plastin-2

Q61233 | 476 | 488 |AcD3-VGIAGQDLNEGNR-COOH KFSLJ VGIA 9 0.47493/0.46997/0.43475 85/47 Plastin-2

Q61233 | 478 | 488 [AcD3-IAGODLNEGNR-COOH SLVG{IAGQ 2 0.7399 78/47 Plastin-2

Q61233 | 569 | 591 |AcD3-LKTENLDDEEKLNNAKYAISMAR-COOH NYDL{ LKTE 7 2'35222024/0'50733/0'56322/0'45072/0'42997/0'4 85/47 Plastin-2

Q61233 | 614 | 626 |AcD3-TVFACLMGKGMKR-COOH KMVM | TVFA 2 0.64783 70/48 Plastin-2

Q61233 | 617 | 626 |AcD3-ACLMGKGMKR-COOH MTVFJ ACLM 8 0.57836/0.51101/0.58363 55/47 Plastin-2

Q61233 | 618 | 626 |AcD3-CLMGKGMKR-COOH TVFAJ CLMG 1 0.70491 56/47 Plastin-2

Q9QxXs1 | 1553 | 1561 |AcD3-AVDAQQQKR-COOH REEAJ AVDA 1 0.49501 71/47 Plectin-1

Q9QxS1 | 1578 | 1590 |AcD3-IQAKAQQVEAAER-COOH SEAE/IQAK 1 0.51203 72/47 Plectin-1

Q9QXS1 | 3352 | 3362 |AcD3-SLLPLSEKAVR-COOH LTGL{/SLLP 1 0.57159 54/41 Plectin-1

Q8CG72 | 169 | 181 [AcD3-AYSSVQDVQKFAR-COOH GISLJ AYSS 1 0.59639 70/48 Poly(ADP-ribose) glycohydrolase ARH3
P60335 | 222 | 243 [AcD3-YSIQGQHTISPLDLAKLNQVAR-COOH PLDA YSIQ 1 0.54495 73/45 Poly(rC)-binding protein 1

P60335 [ 236 | 243 |AcD3-AKLNQVAR-COOH PLDLJ AKLN 3 0.57361/0.61455 55/44 Poly(rC)-binding protein 1

P29341 | 338 | 356 |AcD3-VCFSSPEEATKAVTEMNGR-COOH GFGF{ VCFS 2 0.36256 78/46 Polyadenylate-binding protein 1

P29341 | 340 | 356 |AcD3-FSSPEEATKAVTEMNGR-COOH GFVC{ FSSP 1 0.40893 61/46 Polyadenylate-binding protein 1

P29341 [ 341 | 356 |AcD3-SSPEEATKAVTEMNGR-COOH FVCF | SSPE 1 0.66517 81/46 Polyadenylate-binding protein 1

P17225 98 | 121 |AcD3-IEMNTEEAANTMVNYYTSVAPVLR-COOH NQAF{ IEMN 3 0.52644/0.49301 99/45 Polypyrimidine tract-binding protein 1
P17225 | 164 | 184 |AcD3-AASAAAVDAGMAMAGQSPVLR-COOH NLALJ AASA 3 0.46677/0.5032 143/47 Polypyrimidine tract-binding protein 1
P17225 | 338 | 346 |AcD3-LVSNLNPER-COOH NSVL{ LVSN 2 0.49743 62/47 Polypyrimidine tract-binding protein 1
P17225 | 339 | 346 |AcD3-VSNLNPER-COOH SVLLY VSNL 1 0.50346 51/47 Polypyrimidine tract-binding protein 1
P17225 | 356 | 364 |AcD3-FGVYGDVQR-COOH LFILJ FGVY 4 0.49502/0.47008 62/47 Polypyrimidine tract-binding protein 1 Q91731 (359-367)
P17225 | 357 | 364 |AcD3-GVYGDVQR-COOH FILFY GVYG 1 0.63459 48/47 Polypyrimidine tract-binding protein 1 Q91731 (360-367)
P22907 [ 339 | 355 |AcD3-ASLLLNKGAKNILDVAR-COOH GISLJASLL 2 0.48584 86/38 Porphobilinogen deaminase

070591 57 68 |AcD3-VIDTLKEVDETR-COOH EHSL{ VIDT 5 0.61458/0.57798/0.58619 58/47 Prefoldin subunit 2

P62962 41 56 |AcD3-VSITPAEVGVLVGKDR-COOH GKTF{ VSIT 20 047866/0.43071/0.44914/0.46445/0.52251/0.4 104/44 Profilin-1

7872/0.4185/0.39119/0.48653

P62962 60 75 |AcD3-FVNGLTLGGQKCSVIR-COOH RSSF{ FVNG 7 0.49436/0.4871/0.55688 88/46 Profilin-1

P62962 64 75 |AcD3-LTLGGQKCSVIR-COOH FVNG{ LTLG 2 0.48413 72/45 Profilin-1

P62962 79 89 |AcD3-LQDGEFTMDLR-COOH RDSL{,LQDG 1 0.49374 64/46 Profilin-1

Qswu78 | 25 41 |AcD3-10QTYPSGGEEQAQYCR-COOH LVKF{ 1QQT 2 0.56452 91/43 Programmed cell death 6-interacting protein
Q9WU78 | 355 | 373 |AcD3-FEKMVPVSVQQSLAVFSQR-COOH FTDL{ FEKM 3 0.55621/0.55447 94/47 Programmed cell death 6-interacting protein
Q9WU78 | 706 | 715 |AcD3-LKDLQQSIAR-COOH RDEL{, LKDL 4 0.60856/0.59399 85/44 Programmed cell death 6-interacting protein
P56812 45 53 |AcD3-AQVLDQSAR-COOH NSILJ{ AQVL 2 0.50379 70/48 Programmed cell death protein 5

P50580 17 30 |AcD3-VVTKYKMGGDIANR-COOH AEDL{, VVTK 1 0.36585 63/47 Proliferation-associated protein 2G4

P50580 [ 225 | 243 |AcD3-AVDVLVSSGEGKAKDAGQR-COOH HEVY{ AVDV 2 0.39725 115/47 Proliferation-associated protein 2G4

P50580 [ 226 | 243 |AcD3-VDVLVSSGEGKAKDAGQR-COOH EVYA{ VDVL 3 0.34779/0.3577 94/47 Proliferation-associated protein 2G4

P50580 [ 228 | 243 |AcD3-VLVSSGEGKAKDAGQR-COOH YAVD{ VLVS 1 0.40024 69/47 Proliferation-associated protein 2G4

P50580 [ 230 | 243 |AcD3-VSSGEGKAKDAGQR-COOH VDVL{/VSSG 3 0.40759/0.39877 81/48 Proliferation-associated protein 2G4

P50580 | 283 | 290 |AcD3-FEDEKKAR-COOH TLRA FEDE 2 0.47644 72/47 Proliferation-associated protein 2G4

P50580 | 348 | 364 [AcD3-EVQDAELKALLQSSASR-COOH KSEM EVQD 1 0.4727 73/47 Proliferation-associated protein 2G4
Q99M15 | 243 | 253 [AcD3-VANDEMYEQVR-COOH SQQC VAND 1 0.70069 48/45 Proline-serine-threonine phosphatase-interacting protein 2
P97372 51 61 |AcD3-SLNVADLSSLR-COOH LQED, SLNV 1 0.55121 50/46 Proteasome activator complex subunit 2
P97372 53 61 |AcD3-NVADLSSLR-COOH EDSLJ,NVAD 1 0.6192 52/48 Proteasome activator complex subunit 2
Q9R1P4 | 109 [ 122 |AcD3-VSLIGSKTQIPTQR-COOH VSRL\/VSLI 2 0.43244/0.46869 61/43 Proteasome subunit alpha type-1

P49722 47 60 |AcD3-ATEKKQKSILYDER-COOH GVVL ATEK 3 0.44574/0.40452 76/46 Proteasome subunit alpha type-2

P49722 98 | 113 |AcD3-YLVYQEPIPTAQLVQR-COOH AQQY YLVY 1 0.51846 77/46 Proteasome subunit alpha type-2

070435 11 20 |AcD3-SASTFSPDGR-COOH GYDL\,SAST 1 0.39248 57/46 Proteasome subunit alpha type-3

Q9R1PO 36 49 |AcD3-GILANDGVLLAAER-COOH GTCLJ GILA 1 0.4081 84/46 Proteasome subunit alpha type-4

Q9R1PO 73 91 |AcD3-ACSVAGITSDANVLTNELR-COOH NEDM{ ACSV 1 0.4953 120/48 Proteasome subunit alpha type-4

Q9Z2U1 | 120 | 135 |AcD3-ALQFGEEDADPGAMSR-COOH VSNLJ ALQF 1 0.42108 100/44 Proteasome subunit alpha type-5
Q9QuUM9 | 30 43 |AcD3-KAINQGGLTSVAVR-COOH EYAF{ KAIN 1 0.50777 75/43 Proteasome subunit alpha type-6

Q9z2U0 17 36 |AcD3-FQVEYAQEAVKKGSTAVGVR-COOH DGHL{ FQVE 2 0.43573/0.33896 73/46 Proteasome subunit alpha type-7

Q9z2U0 21 36 |AcD3-YAQEAVKKGSTAVGVR-COOH FQVE YAQE 2 0.53685 82/46 Proteasome subunit alpha type-7

Q9z2U0 22 36 |AcD3-AQEAVKKGSTAVGVR-COOH QVEY{ AQEA 1 0.25465 80/44 Proteasome subunit alpha type-7




Q972U0 | 133 | 143 |AcD3-IVGFDFDGTPR-COOH ISAL{ IVGF 1 0.5494 52/48 Proteasome subunit alpha type-7
Q9CWHS6 | 46 59 |AcD3-GVEKKSVAKLQDER-COOH IVWL{ GVEK 2 0.47863 75/45 Proteasome subunit alpha type-7-like Q97200 (44-57)
Q9CWHS6 | 74 83 |AcD3-AFAGLTADAR-COOH HVCM | AFAG 3 0.44837/0.43491 76/47 Proteasome subunit alpha type-7-like Q97200 (72-81)
Q9CWH6 | 76 83 |AcD3-AGLTADAR-COOH CMAF{ AGLT 1 0.46278 49/48 Proteasome subunit alpha type-7-like Q9R1P4 (75-82), Q972U0 (74-81)
009061 41 55 |AcD3-AIAGEDFSIVASDTR-COOH GTVLLAIAG 2 0.49057 61/47 Proteasome subunit beta type-1
009061 47 55 |AcD3-FSIVASDTR-COOH AGED{ FSIV 1 0.44711 55/48 Proteasome subunit beta type-1
009061 48 55 |AcD3-SIVASDTR-COOH GEDF{ SIVA 3 0.46577/0.47681 51/47 Proteasome subunit beta type-1
009061 92 98 |AcD3-TKIIEAR-COOH CLTLY TKII 1 0.48005 43/41 Proteasome subunit beta type-1
035955 82 96 |AcD3-CCGAGVAADTEMTTR-COOH PKIY{,CCGA 2 0.55439 89/39 Proteasome subunit beta type-10
035955 | 216 | 226 |AcD3-VITAGGAKLQR-COOH VDAC VITA 2 0.60881 77/43 Proteasome subunit beta type-10
Q9R1P1 50 66 |AcD3-YIGLAGLATDVQTVAQR-COOH GDRL\ YIGL 2 0.5218 90/47 Proteasome subunit beta type-3
035522 98 | 111 |AcD3-AAANVVKNISYKYR-COOH PLVLY AAAN 2 0.54813 71/45 Proteasome subunit beta type-9 P28076 (98-111)
Q6PDIS 39 49 |AcD3-LKLSSTQEGVR-COOH PPVL\ LKLS 1 0.59096 51/46 Proteasome-associated protein ECM29 homolog
Q8CJGO [ 548 | 555 |AcD3-VOMKNVQR-COOH ATQC{ VaMK 1 0.49524 53/48 Protein argonaute-2
Q6PGH1 | 18 30 |AcD3-IEPTLDELDQKMR-COOH GWEL IEPT 2 0.61778 62/48 Protein BUD31 homolog
A2ADYS 97 | 110 |AcD3-SSIAVPGTSNPQQR-COOH RIDF{/SSIA 2 0.55552/0.55679 66/47 Protein DDI1 homolog 2
A2ADYS 99 | 110 [AcD3-IAVPGTSNPQQR-COOH DFSS{ IAVP 1 0.65651 58/47 Protein DDI1 homolog 2
A2ADYS | 162 | 173 |AcD3-ALLSGDLEKFSR-COOH PLAEALLS 1 0.64516 61/46 Protein DDI1 homolog 2
A2ADY9 | 201 | 211 |AcD3-EAQAKIEEDIR-COOH PFDL{ EAQA 1 0.64272 56/47 Protein DDI1 homolog 2
A2ADYS | 383 | 396 |AcD3-LAEAIQKSAEDAER-COOH ADQE LAEA 2 0.58768 52/48 Protein DDI1 homolog 2
008808 | 1187 | 1196 |AcD3-EALQSGAAFR-COOH DSLLY EALQ 2 0.59713 90/48 Protein diaphanous homolog 1 070566 (1058-1067), Q97207 (1046-1055)
008808 | 1245 | 1253 |AcD3-EEAKELVGR-COOH PTILJ EEAK 2 0.60195 78/47 Protein diaphanous homolog 1
P09103 82 99 |AcD3-AKVDATEESDLAQQYGVR-COOH EIRLJ AKVD 5 0.47061/0.5997/0.48313 132/47 Protein disulfide-isomerase
P09103 93 99 |AcD3-AQQYGVR-COOH ESDL{ AQQY 3 0.48062/0.42348 54/48 Protein disulfide-isomerase
P09103 [ 107 | 122 |AcD3-FKNGDTASPKEYTAGR-COOH TIKFJ FKNG 3 0.48429/0.49971 107/47 Protein disulfide-isomerase
P09103 | 208 | 215 |AcD3-FKKFDEGR-COOH GVVL{ FKKF 2 0.51797 49/47 Protein disulfide-isomerase
P27773 31 38 |AcD3-TDENFESR-COOH VLELJ TDEN 1 0.47129 47/44 Protein disulfide-isomerase A3
P27773 | 171 | 179 |AcD3-FLKAASNLR-COOH GHSE FLKA 2 0.47312 69/45 Protein disulfide-isomerase A3
P27773 [ 172 | 179 |AcD3-LKAASNLR-COOH HSEF{ LKAA 5 0.46994/0.43359 64/42 Protein disulfide-isomerase A3
P27773 | 317 | 329 |AcD3-ESTTGEVPVVAIR-COOH DFGL{ ESTT 2 0.56495 54/47 Protein disulfide-isomerase A3
P27773 | 353 | 363 |AcD3-LQEYFDGNLKR-COOH LEQF{ LQEY 1 0.74137 65/48 Protein disulfide-isomerase A3
P08003 [ 241 | 252 |AcD3-DVSGYPTLKIFR-COOH ASKF\,DVSG 1 0.73104 47/46 Protein disulfide-isomerase A4
Q922R8 | 218 | 231 |AcD3-AAVDATVNQVLASR-COOH KVKL{ AAVD 1 0.49159 75/46 Protein disulfide-isomerase A6
Q99LX0 83 98 |AcD3-SESPMVKEILKEQESR-COOH AQNL{ SESP 1 0.47263 53/48 Protein DJ-1
Q8CJF7 | 1746 | 1762 [AcD3-NVTSEQEPSAVATPKKR-COOH ALSL/NVTS 1 0.49157 74/47 Protein ELYS
Q3TGF2 | 112 | 119 |AcD3-VKVKGNLR-COOH APEF |, VKVK 2 0.47887 47/37 Protein FAM107B
Q9DB52 | 119 | 133 [AcD3-SLSDNDVEKSASPKR-COOH EESF SLSD 1 0.54405 55/48 Protein FAM122A
Q6PGL7 | 670 | 682 |AcD3-FAIAKDSQKKTQR-COOH EVDL{ FAIA 3 0.68812 87/44 Protein FAM21
Q6PGL7 | 858 | 865 |AcD3-FAGTKKIR-COOH DVDL{ FAGT 2 0.7315 64/41 Protein FAM21
Q9)J28 395 | 401 [AcD3-SLONQLR-COOH NIDF{,SLON 1 0.50141 48/46 Protein flightless-1 homolog
P28867 30 40 |AcD3-VKMKEALSTER-COOH PFCAJ, VKMK 1 0.57616 55/47 Protein kinase C delta type
Q9DOR8 9 18 |AcD3-FSVGSQVSCR-COOH PGEY FSVG 1 0.58278 87/47 Protein LSM12 homolog
Q62433 | 227 | 234 |AcD3-FISAYNSR-COOH NLHL{ FISA 1 0.60336 54/48 Protein NDRG1
Q62433 | 309 | 322 [AcD3-VQGMGYMPSASMTR-COOH FKYF{ VQGM 3 0.59945/0.55646 81/41 Protein NDRG1
Q3UWS53 | 98 | 110 |AcD3-AVESYESKEAYQR-COOH KNDF | AVES 2 0.55382 83/47 Protein Niban
Q9DBR7 | 803 | 811 [AcD3-VGITSAYSR-COOH PNSL{ VGIT 1 0.637 51/47 Protein phosphatase 1 regulatory subunit 12A
Q3UMT1 [ 458 | 466 |AcD3-LEKASTQAR-COOH SSSL LEKA 1 0.77765 61/46 Protein phosphatase 1 regulatory subunit 12C
Q62084 | 128 | 136 |AcD3-ISGLLDKIR-COOH TEAF{ ISGL 1 0.50323 53/42 Protein phosphatase 1 regulatory subunit 14B
Q9QYS9 | 155 | 163 |AcD3-ITVEDAQNR-COOH LHVL{ ITVE 2 0.73183 64/47 Protein quaking
Q9QYS9 | 217 | 227 |AcD3-SLAATAQAAPR-COOH ALAF | SLAA 2 0.73154 60/47 Protein quaking
P50543 43 57 |AcD3-AAFTKNQKDPGVLDR-COOH NTELJ AAFT 3 0.54846/0.51601 83/47 Protein $100-A11
P50543 45 57 |AcD3-FTKNQKDPGVLDR-COOH ELAA{ FTKN 3 0.59538/0.56757 66/47 Protein $100-A11
P07091 85 99 |AcD3-MCNEFFEGCPDKEPR-COOH CIAM{ MCNE 1 0.57901 42/39 Protein $100-A4
P27005 46 56 |AcD3-VONINIENLFR-COOH CPQF{,VONI 3 0.2976/0.28543 82/47 Protein $100-A8
P31725 49 55 |AcD3-FMKKEKR-COOH QLAT{ FMKK 2 0.3938/0.27452 51/45 Protein $100-A9
Q3UPLO | 428 | 440 |AcD3-ISQVVTEKDFLNR-COOH QPVF{ IsQV 2 0.51058 87/46 Protein transport protein Sec31A
Q9CX30 38 47 |AcD3-FDDTSSAPSR-COOH PHQF | FDDT 1 0.72857 69/44 Protein YIF1B
P21981 [ 421 | 433 |AcD3-VVGQKISTKSVGR-COOH NRSLY VWVGQ 1 0.52781 45/42 Protein-glutamine gamma-glutamyltransferase 2
P21981 | 582 | 591 |AcD3-YLENPEIKIR-COOH ERDLY{ YLEN 1 0.55159 46/46 Protein-glutamine gamma-glutamyltransferase 2
P21981 | 583 | 591 |AcD3-LENPEIKIR-COOH RDLY{ LENP 2 0.57019 51/45 Protein-glutamine gamma-glutamyltransferase 2
P21981 668 | 679 |AcD3-QCDKLKSVKGYR-COOH VVNF, QCDK 5 0.49858/0.50049/0.51148/0.49538 87/46 Protein-glutamine gamma-glutamyltransferase 2
Q64010 24 31 |AcD3-VALLQGQR-COOH RQEAJ VALL 2 0.57958 76/45 Proto-oncogene C-crk
P23492 | 195 | 207 [AcD3-LAGPNFETVAESR-COOH TYVM{ LAGP 2 0.65355 78/47 Purine nucleoside phosphorylase




Q80SW1 51 60 |AcD3-FTKFPTKTGR-COOH DMQE |, FTKF 2 0.60468/0.65791 57/46 Putative adenosylhomocysteinase 2

035286 | 457 | 469 [AcD3-LVTAISKASAQQR-COOH VESLYLVTA 1 0.53207 49/45 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15

089086 35 41 |AcD3-VVVVKDR-COOH PISEJ VVVV 0.7343/0.69583 50/40 Putative RNA-binding protein 3 P60824 (35-41)
P52480 34 43 |AcD3-DIDSAPITAR-COOH MCRL{,DIDS 22 2515/1)7242;154023S/D'47146/0'46703/0'49499/0'4 89/47 Pyruvate kinase isozymes M1/M2

P52480 60 73 |AcD3-MLKEMIKSGMNVAR-COOH RSVE | MLKE 1 0.48265 77/48 Pyruvate kinase isozymes M1/M2

P52480 61 73 |AcD3-LKEMIKSGMNVAR-COOH SVEM | LKEM 8 0.49707/0.52248/0.50968 100/47 Pyruvate kinase isozymes M1/M2

P52480 64 73 |AcD3-MIKSGMNVAR-COOH MLKE J MIKS 3 0.4958/0.5396 83/47 Pyruvate kinase isozymes M1/M2

P52480 65 73 |AcD3-IKSGMNVAR-COOH LKEM{ IKSG 6 0.51288/0.50549/0.50782/0.42477 89/46 Pyruvate kinase isozymes M1/M2

P52480 99 | 106 |AcD3-ASDPILYR-COOH TESFJ ASDP 3 0.47999/0.42761 65/47 Pyruvate kinase isozymes M1/M2

P52480 [ 110 | 120 |AcD3-VALDTKGPEIR-COOH RPVA{ VALD 3 0.52048/0.48503 57/46 Pyruvate kinase isozymes M1/M2

P52480 | 111 | 120 |AcD3-ALDTKGPEIR-COOH PVAV{ ALDT 2 0.58455 52/47 Pyruvate kinase isozymes M1/M2 P53657 (154-163)
P52480 [ 283 | 294 |AcD3-ILEASDGIMVAR-COOH RFDE{ ILEA 6 0.60916/0.50685 75/47 Pyruvate kinase isozymes M1/M2

P52480 | 285 | 294 |AcD3-EASDGIMVAR-COOH DEILJ EASD 21 3:11/1:)62£g'2427853/0'2699/0'52459/0'55654/0'53 86/47 Pyruvate kinase isozymes M1/M2

P52480 | 308 | 316 |AcD3-LAQKMMIGR-COOH EKVF{ LAQK 2 0.5109 66/47 Pyruvate kinase isozymes M1/M2 P53657 (351-359)
P52480 | 309 | 316 [AcD3-AQKMMIGR-COOH KVFLJ AQKM 4 0.55759/0.54411 56/47 Pyruvate kinase isozymes M1/M2 P53657 (352-359)
P52480 [ 332 | 339 |AcD3-ESMIKKPR-COOH TQML{ ESMI 4 0.51565/0.52878 61/46 Pyruvate kinase isozymes M1/M2

P52480 | 359 | 376 |AcD3-IMLSGETAKGDYPLEAVR-COOH GADC{/IMLS 11 0.50657/0.48264/0.45379 118/48 Pyruvate kinase isozymes M1/M2

P52480 | 361 | 376 |AcD3-LSGETAKGDYPLEAVR-COOH DCIM{ LSGE 2 0.5027 78/48 Pyruvate kinase isozymes M1/M2

P52480 [ 428 | 436 |AcD3-IVLTKSGR-COOH CSGAIIVL 4 0.51259/0.52743 88/36 Pyruvate kinase isozymes M1/M2

Q921W4 | 333 | 341 |AcD3-EVVQKNQER-COOH KVSM EVVQ, 1 0.66707 63/47 Quinone oxidoreductase-like protein 1

Q61598 | 430 | 436 |AcD3-DFEEMKR-COOH GSEF, DFEE 1 0.50923 50/45 Rab GDP dissociation inhibitor beta

P31750 167 | 174 |AcD3-VKEKATGR-COOH KVILJ, VKEK 2 0.66509 59/43 RAC-alpha serine/threonine-protein kinase

Q9CT10 18 27 |AcD3-VFQKDKGQKR-COOH PSVF{ VFQK 1 0.61028 46/45 Ran-binding protein 3

QIJKF1 | 630 | 641 [AcD3-INEAVDSGDVGR-COOH GISAJ/INEA 2 0.56314 93/47 Ras GTPase-activating-like protein IQGAP1

QIJKF1 | 950 | 966 [AcD3-MINKQKGGLKALSKEKR-COOH SDMM | MINK 1 0.5141 65/39 Ras GTPase-activating-like protein IQGAP1

QIJKF1 | 951 | 966 [AcD3-INKQKGGLKALSKEKR-COOH DMMMINKQ 10 2.15541?;23?1);15262103/0.57058/0.47849/0,60842/0,6 100/36 Ras GTPase-activating-like protein IQGAP1

QIJKF1 | 1212|1222 [AcD3-SAGGQLTTDQR-COOH 1IDL{/SAGG 2 0.60356/0.51836 78/47 Ras GTPase-activating-like protein IQGAP1

Q9JKF1 | 1481 | 1490 [AcD3-LINDIAKDIR-COOH RYQE/LIND 2 0.44655 76/45 Ras GTPase-activating-like protein IQGAP1

Q9JKF1 | 1482 | 1490 [AcD3-INDIAKDIR-COOH YQEL\/INDI 2 0.5331 61/46 Ras GTPase-activating-like protein IQGAP1

Q9JKF1 | 1531 | 1549 [AcD3-IKTCLDNLASKGKVSKKPR-COOH YKSYVIKTC 2 0.5501/0.5204 48/39 Ras GTPase-activating-like protein IQGAP1

Q9JKF1 | 1535 | 1549 [AcD3-LDNLASKGKVSKKPR-COOH IKTCJ, LDNL 2 0.61377 78/39 Ras GTPase-activating-like protein IQGAP1

Q9JKF1 | 1539 | 1549 [AcD3-ASKGKVSKKPR-COOH LDNLJ ASKG 6 0.54593/0.53925/0.46921/0.53326 56/38 Ras GTPase-activating-like protein IQGAP1

Q05144 | 146 | 163 |AcD3-AKDIDSVKYLECSALTQR-COOH GLALJ AKDI 1 0.47589 95/47 Ras-related C3 botulinum toxin substrate 2

P62821 [ 166 | 175 |AcD3-MTMAAEIKKR-COOH EQSFYMTMA 1 0.57854 58/47 Ras-related protein Rab-1A Q9D1G1 (163-172)
P51150 [ 107 | 113 |AcD3-LIQASPR-COOH RDEF{ LIQA 1 0.73158 47/45 Ras-related protein Rab-7a

Q60855 390 | 399 |AcD3-AEKQTKPQPR-COOH FGIFJ AEKQ 1 0.71411 52/46 Receptor-interacting serine/threonine-protein kinase 1

Q9QzLo 28 38 [AcD3-VGKGGFGVVFR-COOH KLEFJ, VGKG 1 0.71328 56/46 Receptor-interacting serine/threonine-protein kinase 3

Q8VvDs4 60 72 [AcD3-LYLANDVIQNSKR-COOH KLTFJ LYLA 2 0.5917 114/46 Regulation of nuclear pre-mRNA domain-containing protein 1A Q9CSUO0 (60-72)
Q8VvDs4 61 72 [AcD3-YLANDVIQNSKR-COOH LTFLJ YLAN 2 0.5719 96/47 Regulation of nuclear pre-mRNA domain-containing protein 1A Q9CSUO0 (61-72)
Q8VE37 39 57 [AcD3-TLGQGDVGQLGLGESVLER-COOH GLVL{ TLGQ 1 0.44082 81/47 Regulator of chromosome condensation

Q8VE37 | 310 [ 320 [AcD3-DSEGKAYSLGR-COOH TVCM, DSEG 1 0.42977 55/48 Regulator of chromosome condensation

P97492 18 37 |AcD3-AVSDGELTSTAGSQAQGEGR-COOH RMVL{ AVSD 2 0.57374 122/45 Regulator of G-protein signaling 14

P97492 | 484 | 495 |AcD3-LVEDASSSTGNR-COOH SSSL/LVED 2 0.64672 63/46 Regulator of G-protein signaling 14
QSWUK4 | 43 54 |AcD3-NEIVGNEDTVSR-COOH PLKLJ NEIV 1 0.5481 69/47 Replication factor C subunit 2

070622 | 326 | 333 [AcD3-KVLQAVHR-COOH RVYR{KVLQ 1 0.51866 31/29 Reticulon-2

Q99P72 80 89 |AcD3-SSDSVPPAPR-COOH LLDF{,SSDS 1 0.5871 51/47 Reticulon-4

Q99PT1 38 49 |AcD3-IQELDKDDESLR-COOH SIQE{ IQEL 2 0.52266 72/47 Rho GDP-dissociation inhibitor 1

Q61599 52 70 |AcD3-LGDVPVVADPTVPNVTVTR-COOH KKTL{ LGDV 5 0.45087/0.46858 94/45 Rho GDP-dissociation inhibitor 2

Q61599 99 | 107 |AcD3-VLKEGIEYR-COOH KDTF{ VLKE 3 0.49023/0.48079 78/46 Rho GDP-dissociation inhibitor 2

Q61599 | 101 | 107 [AcD3-KEGIEYR-COOH TFVL{ KEGI 1 0.46586 49/47 Rho GDP-dissociation inhibitor 2

Q61599 | 153 | 168 |AcD3-EFLTPVEEAPKGMLAR-COOH PEEY\ EFLT 3 0.4383/0.45796 85/47 Rho GDP-dissociation inhibitor 2

Q61599 | 154 | 168 |AcD3-FLTPVEEAPKGMLAR-COOH EEYE( FLTP 1 0.44374 49/47 Rho GDP-dissociation inhibitor 2

Q61599 | 155 | 168 |AcD3-LTPVEEAPKGMLAR-COOH EYEFLLTPV 26 3;‘1775/23‘{2;25085/0'45598/0'42915/0'46945/0'4 74/46 Rho GDP-dissociation inhibitor 2

Q8KOQS | 238 | 251 |AcD3-AEQAVNQKEFSKER-COOH EVSFJ AEQA 2 0.73235 88/47 Rho GTPase-activating protein 18

Q8BYW1 | 12 22 |AcD3-NLKAEASKIAR-COOH NWDF{ NLKA 2 0.6456 70/44 Rho GTPase-activating protein 25

Q8BYW1 | 14 22 |AcD3-KAEASKIAR-COOH DFNL{ KAEA 1 0.55845 46/43 Rho GTPase-activating protein 25

Q8BYW1 | 314 | 323 [AcD3-ATVIGVNLIR-COOH VDNLJ ATVI 2 0.61583 63/42 Rho GTPase-activating protein 25

054834 | 388 | 399 [AcD3-PAEAQSKKEKAR-COOH QLSL{ PAEA 4 0.64161/0.71842 69/45 Rho GTPase-activating protein 6

Q61210 | 140 | 150 |AcD3-VVQSQQAAVSR-COOH FIQE{ VVQS 1 0.56102 50/46 Rho guanine nucleotide exchange factor 1




Q61210 | 407 | 416 |AcD3-LSLPKSQVKR-COOH PDTL{ LSLP 1 0.70401 44/38 Rho guanine nucleotide exchange factor 1

Q62159 | 115 [ 122 |AcD3-VGNKKDLR-COOH PIILY VGNK 3 0.63558/0.64767 53/43 Rho-related GTP-binding protein RhoC Q9QUI0 (115-122)

Q91VI7 [ 287 | 297 |AcD3-ASNELKDEGAR-COOH ELSLJY ASNE 2 0.59042 79/47 Ribonuclease inhibitor

P18654 84 94 |AcD3-LVKKISGSDAR-COOH GKVF{ LVKK 2 0.62707 79/42 Ribosomal protein $6 kinase alpha-3

Q972B9 | 718 | 730 |AcD3-FLKSVENAPLAKR-COOH REGF FLKS 2 0.57071 51/42 Ribosomal protein $6 kinase alpha-4

Q8VEEQ 96 | 109 |AcD3-EATENPGALIKDIR-COOH TFHL{ EATE 3 0.41903 68/47 Ribulose-phosphate 3-epimerase

Q9ET26 | 118 | 134 |AcD3-IMEGVKATTKDASLQPR-COOH YQNY{ IMEG 5 0.66063/0.6193/0.64448/0.64843 94/47 RING finger protein 114

Q9ET26 | 211 | 224 |AcD3-DVDEDDMINQVLQR-COOH FVDY{ DVDE 1 0.63788 54/44 RING finger protein 114

P62878 6 21 |AcD3-DVDTPSGTNSGAGKKR-COOH AAAM, DVDT 2 0.67295 99/48 RING-box protein 1

Q9D706 | 345 | 357 |AcD3-IVLDGSYSKAFAR-COOH CTQAJ/IVLD 1 0.57782 60/46 RNA polymerase Il-associated protein 3

P60122 55 64 |AcD3-LIKSKKMAGR-COOH VIVE{ LIKS 2 0.40257 57/41 RuvB-like 1

Q3THS6 67 74 |AcD3-LAGEITSR-COOH GMILJ LAGE 1 0.59884 67/46 S-adenosylmethionine synthetase isoform type-2

Q60710 33 44 [AcD3-SADDDFQNTDLR-COOH TANLJ, SADD 2 0.6626 71/44 SAM domain and HD domain-containing protein 1

Q60710 91 98 |AcD3-GVSSLEER-COOH LEDL\, GVSS 1 0.59692 49/47 SAM domain and HD domain-containing protein 1

Q60710 | 105 | 112 |AcD3-IQQLSQSR-COOH MIEC 1QQL 1 0.56995 51/46 SAM domain and HD domain-containing protein 1

Q60710 | 298 | 306 |AcD3-LYEIVSNKR-COOH TKSFLYEI 1 0.63395 61/46 SAM domain and HD domain-containing protein 1

Q60710 | 532 | 542 |AcD3-YCKSNSKQAVR-COOH RVHF{ YCKS 2 0.58957 54/48 SAM domain and HD domain-containing protein 1

P17563 | 106 | 114 |AcD3-VVDVGSEPR-COOH SRIY{ VVDV 2 0.57377 67/47 Selenium-binding protein 1 Q63836 (106-114)

Q8C650 | 409 | 416 |AcD3-LASGSSIR-COOH NQSF LASG 2 0.54382 54/45 Septin-10

Q8C1B7 | 243 | 253 |AcD3-VKIGNKMAKAR-COOH STEE,VKIG 2 0.54228 56/41 Septin-11

Q8C1B7 | 320 | 327 |AcD3-QETYEAKR-COOH PFSLL QETY 2 0.49873/0.52219 57/47 Septin-11 QBC6S0 (318-325), QBCHHS (323-330),
QIR1T4 (321-328)

P42208 | 246 | 254 |AcD3-IEAKGKKVR-COOH SNQL IEAK 2 0.64399 67/38 Septin-2

Q9R1T4 | 406 | 421 [AcD3-LQSQGSQAGGSQTLKR-COOH AAEL{ LQSQ 5 0.45528/0.38092/0.46422 131/47 Septin-6

Q9R1T4 | 407 | 421 |AcD3-QSQGSQAGGSQTLKR-COOH AELL], QSQG 2 0.46449 117/48 Septin-6

055131 33 41 |AcD3-ANLPNQVYR-COOH YVGFJ ANLP 1 0.55721 56/48 Septin-7

055131 | 361 | 380 |AcD3-EMKVKEKVQKLKDSEAELQR-COOH EQVF | EMKV 1 0.58893 53/44 Septin-7

055131 | 363 | 380 |AcD3-KVKEKVQKLKDSEAELQR-COOH VFEM{ KVKE 1 0.51561 48/40 Septin-7

Q80UGS5 [ 259 | 266 |AcD3-LKQAPASR-COOH RDAM{ LKQA 1 0.77844 44/43 Septin-9

Q91vi4 90 97 |AcD3-ESLKVIGR-COOH LEDFJ ESLK 3 0.70112/0.56751 53/42 Serine/threonine-protein kinase 38

Q99JT2 | 161 | 176 |AcD3-ADFGVAGQLTDTQIKR-COOH DVKL{ ADFG 1 0.54503 81/47 Serine/threonine-protein kinase MST4 Q99KH8 (161-176), Q972W1 (157-172)

P70268 16 39 |AcD3-LEQLGLAGADLAAPGVQQQLELER-COOH SWSL{ LEQL 1 0.65142 71/46 Serine/threonine-protein kinase N1

Q6P4S6 | 808 | 821 |AcD3-LSNMAGTAAGSAGR-COOH PVDM{ LSNM 2 0.69003 81/47 Serine/threonine-protein kinase QSK

Q80X41 24 34 |AcD3-AAGEVLTDMSR-COOH AEQF AAGE 2 0.47899 79/47 Serine/threonine-protein kinase VRK1

Q80X41 | 374 | 387 |AcD3-ECSDTQVQEAAQTR-COOH VEDM { ECSD 1 0.49193 83/44 Serine/threonine-protein kinase VRK1

Q6PIR2 20 42 |AcD3-QEVIGSGATAVVQAAYCAPKKER-COOH DYELJ QEVI 1 0.41306 105/47 Serine/threonine-protein kinaseR1

Q6P9R2 | 484 | 497 |AcD3-ANLQKIVEEPQSNR-COOH VIVAJ ANLQ 1 0.5258 48/47 Serine/threonine-protein kinaseR1

Q76Mz3 | 97 | 105 |AcD3-ATVEETVVR-COOH LESLYATVE 2 |0.60007 74/46 :Ie;:;el/s :hff::'”e'p“’te‘" phosphatase 2A 65 kDa regulatory subunit A | \7ryp5 (109.117)

P58389 | 137 | 148 |AcD3-VYLKEAVGNSTR-COOH PEVA VYLK 1 0.41776 51/47 Serine/threonine-protein phosphatase 2A regulatory subunit B'

Q60854 78 91 |AcD3-LTEVNKTGTQYLLR-COOH FQSL{ LTEV 2 0.73021 49/46 Serpin B6

Q60854 | 325 | 343 |AcD3-VNEEGTEAAAATAGMMTVR-COOH AFVE VNEE 1 0.61765 96/45 Serpin B6

P26638 96 | 107 |AcD3-AALKVSQIKKVR-COOH ADAL\ AALK 2 0.56897 61/31 Seryl-tRNA synthetase, cytoplasmic

Q9ROP3 77 86 |AcD3-VVIAPDTSPR-COOH EHGLJ WIA 1 0.45908 56/47 S-formylglutathione hydrolase

Q9ROP3 | 132 | 142 |AcD3-INANFPVDPQR-COOH LPQL{ INAN 2 0.58883 63/48 S-formylglutathione hydrolase

Q9ROP3 | 157 | 167 |AcD3-ICALKNPGKYR-COOH HGAL{ ICAL 2 0.43433 72/47 S-formylglutathione hydrolase

Q9ROP3 | 159 | 167 |AcD3-ALKNPGKYR-COOH ALICJ ALKN 1 0.45859 47/43 S-formylglutathione hydrolase

Q9ROP3 | 240 [ 253 |AcD3-IAACTEKKIPVVFR-COOH PDNF{ IAAC 2 0.46926/0.44044 70/44 S-formylglutathione hydrolase

Qanus 27 46 |AcD3-LEANKIGFEEKDIAANEENR-COOH VLCF{ LEAN 1 0.791 63/47 SH3 domain-binding glutamic acid-rich-like protein

P16254 28 36 [AcD3-ITLKKYDGR-COOH GSVF{ITLK 1 0.65428 70/43 Signal recognition particle 14 kDa protein

Q9D7A6 | 108 | 118 [AcD3-VAEMIPKLKTR-COOH VMLY |, VAEM 1 0.51632 50/43 Signal recognition particle 19 kDa protein

P46062 | 539 | 549 [AcD3-VTTTSLDSASR-COOH ATNE VTTT 2 0.69495 98/47 Signal-induced proliferation-associated protein 1

P46062 | 1012 | 1021 |AcD3-LAESESAATR-COOH NQRL LAES 1 0.78312 93/47 Signal-induced proliferation-associated protein 1

Q8BJUO | 63 77 |AcD3-EAATSSKQEMPQDPR-COOH PEIFJ EAAT 1 0.54825 69/45 Small glutamine-rich tetratricopeptide repeat-containing protein alpha

P62315 81 92 |AcD3-VDVEPKVKSKKR-COOH DTLL\,VDVE 3 0.37554/0.41889 61/38 Small nuclear ribonucleoprotein Sm D1

P27048 78 94 |AcD3-VSMTVEGPPPKDTGIAR-COOH GENL{ VSMT 2 0.45122 81/47 Small nuclear ribonucleoprotein-associated protein B P63163 (78-94)

Q9CQ65 48 60 [AcD3-GKIKNVDCVLLAR-COOH ALIL{, GKIK 1 0.50019 85/43 S-methyl-5'-thioadenosine phosphorylase

Q9CQ65 | 108 | 116 |AcD3-VIIDQFIDR-COOH PGDM{ VIID 2 0.5069 71/46 S-methyl-5'-thioadenosine phosphorylase

Q9CQ65 | 153 | 162 |AcD3-IETAKKLGLR-COOH REVL{ IETA 1 0.45818 52/37 S-methyl-5'-thioadenosine phosphorylase

Q6P069 40 56 |AcD3-AAVAGQDGQIDADELQR-COOH YGYFJ AAVA 1 0.64101 61/47 Sorcin

Q9WV80 [ 265 | 272 |AcD3-LEKEELPR-COOH VREF{ LEKE 3 0.69872/0.56019 60/46 Sorting nexin-1

070493 | 145 | 152 |AcD3-LQEEAIDR-COOH LHMF{ LQEE 1 0.64941 61/47 Sorting nexin-12

Q9CWK8 | 262 | 269 |AcD3-LESSELPR-COOH LRQF [/ LESS 2 0.62662 57/47 Sorting nexin-2




070492 29 43 |AcD3-LEIDVSNPQTVGVGR-COOH PSNF LEID 1 0.65522 64/47 Sorting nexin-3

070492 | 145 | 160 |AcD3-LQDEIIDKSYTPSKIR-COOH LHMF |, LQDE 1 0.67696 57/46 Sorting nexin-3

Q9D8uU8 | 26 42 |AcD3-NVDPSLQIDIPDALSER-COOH SVDL{ NVDP 2 0.57234 93/48 Sorting nexin-5

Q9oD8u8 | 33 42 |AcD3-IDIPDALSER-COOH PSLQLIDIP 1 0.56265 50/48 Sorting nexin-5

Q9D8U8 [ 168 | 175 |AcD3-YDQDLSVR-COOH VFLE{ YDQD 1 0.59423 65/47 Sorting nexin-5

Q9D8U8 [ 319 | 330 |AcD3-YENSNKALDKAR-COOH ALID{ YENS 1 0.64636 55/48 Sorting nexin-5

P16546 | 940 | 950 |AcD3-SAYGSSIQALR-COOH MSDL{ SAYG 1 0.57822 49/48 Spectrin alpha chain, brain

P16546 [ 1266 | 1273 |AcD3-ASVQALQR-COOH GRDLJ ASVQ 1 0.59593 47/46 Spectrin alpha chain, brain

P16546 [ 1283 | 1298 |AcD3-AALGDKVNSLGETAQR-COOH ERDLJ AALG 4 0.63138/0.6164 87/47 Spectrin alpha chain, brain

P16546 [ 1725 | 1739 |AcD3-MTSSAFDTSQVKEKR-COOH ADSL{ MTSS 2 0.66044 129/47 Spectrin alpha chain, brain

P16546 [ 1731 | 1739 |AcD3-DTSQVKEKR-COOH SSAF{,DTSQ 1 0.59227 66/47 Spectrin alpha chain, brain

Q64213 | 153 | 160 |AcD3-VGLLIGPR-COOH EINFJ VGLL 4 0.59172/0.64197 62/40 Splicing factor 1

Q9D554 23 34 |AcD3-AKEMLTKKSTLR-COOH MDVM | AKEM 1 0.41734 45/43 Splicing factor 3A subunit 3

Q9D554 27 34 |AcD3-LTKKSTLR-COOH AKEM { LTKK 1 0.58408 40/36 Splicing factor 3A subunit 3

Q9D554 | 301 | 312 |AcD3-FAKNPKSKGTKR-COOH DTSL{ FAKN 3 0.44637/0.48646 51/41 Splicing factor 3A subunit 3

Q923D4 54 63 |AcD3-AIAENESKAR-COOH LNYF AIAE 4 0.61682/0.61264 68/47 Splicing factor 3B subunit 5

Qsvie 660 | 673 |AcD3-GQGGAGPVGGQGPR-COOH TERFJ GQGG 2 0.73525 87/47 Splicing factor, proline- and glutamine-rich

Q78PY7 98 | 107 |AcD3-TIENKTPQGR-COOH EVCF{ TIEN 2 0.49701/0.50141 67/47 Staphylococcal nuclease domain-containing protein 1

Q78PY7 | 128 | 135 |AcD3-VAEGLATR-COOH AESL{ VAEG 3 0.51642 66/47 Staphylococcal nuclease domain-containing protein 1

Q78PY7 | 223 | 232 |AcD3-LSGIKCPTFR-COOH VTIVM{ LSGI 1 0.46487 55/47 Staphylococcal nuclease domain-containing protein 1

Q78PY7 | 455 | 464 |AcD3-VSKGLATVIR-COOH AEAL\ VSKG 2 0.52986 73/41 Staphylococcal nuclease domain-containing protein 1

Q78PY7 | 669 | 678 [AcD3-VMPVLEEKER-COOH PVEE{,VMPV 1 0.55399 71/47 Staphylococcal nuclease domain-containing protein 1

054988 | 655 | 662 |AcD3-VVTGAEAR-COOH LERLL VTG 2 0.59593 60/47 STE20-like serine/threonine-protein kinase

054988 | 764 | 784 |AcD3-SISSFLSKAKDSGSVSLQETR-COOH DLNL{ SISS 1 0.62587 63/47 STE20-like serine/threonine-protein kinase

054988 | 1202 | 1218 |AcD3-FKMTGESECLNPSAQSR-COOH QEVF{ FKMT 3 0.55977/0.52525 97/45 STE20-like serine/threonine-protein kinase

Q60864 27 44 |AcD3-YSEAIKLDPQNHVLYSNR-COOH ALQC{ YSEA 1 0.44552 91/47 Stress-induced-phosphoprotein 1

Q60864 | 107 | 118 [AcD3-QLKEGLONMEAR-COOH ANNL{ QLKE 3 0.44267/0.37842 93/47 Stress-induced-phosphoprotein 1

Q60864 | 421 | 433 [AcD3-IQLEPTFIKGYTR-COOH CEECJ/IQLE 2 0.4309 61/45 Stress-induced-phosphoprotein 1

Q60864 | 458 | 470 |AcD3-DSSCKEAADGYQR-COOH ALDLJ, DSSC 2 0.45074 60/42 Stress-induced-phosphoprotein 1

QOESP1 | 171 | 183 |AcD3-LSVTGEQYGNPIR-COOH TSVF LSVT 1 0.40943 75/48 Stromal cell-derived factor 2-like protein 1

QOESP1 | 172 | 183 |AcD3-SVTGEQYGNPIR-COOH SVFL{,SVTG 2 0.6518 58/48 Stromal cell-derived factor 2-like protein 1

Q7TN29 | 159 | 174 [AcD3-EKVKMPQKKEDAQLPR-COOH PVVF EKVK 1 0.74479 82/44 Stromal membrane-associated protein 2

Q97218 61 75 [AcD3-FVANTAKEALEAAKR-COOH VQRF{ FVAN 1 0.46618 47/45 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial

Q9R1T2 85 93 |AcD3-LIQTGSVGR-COOH GAQF{ LIQT 2 0.54648 84/45 SUMO-activating enzyme subunit 1

Q9R1T2 | 179 | 200 |AcD3-VEEKTKVAKVSQGVEDGPEAKR-COOH EHEF{ VEEK 1 0.50405 69/45 SUMO-activating enzyme subunit 1

Q9Z1F9 | 353 | 360 |AcD3-VTSAANLR-COOH AMDF |, VTSA 1 0.63798 48/46 SUMO-activating enzyme subunit 2

Q8K4L3 | 1075 | 1087 [AcD3-LDSPSKTMSIKER-COOH GDSF,LDSP 2 0.66101 65/47 Supervillin

Q6PDG5 | 582 | 599 |AcD3-YTKKNVPSKSKAAASATR-COOH RTDM A YTKK 1 0.54226 51/43 SWI/SNF complex subunit SMARCC2

054941 | 208 | 216 |AcD3-SESVVPDVR-COOH SEILLSESV 1 0.55238 72/47 SWI/SNF‘-re\ated rf\atr|x-assoc|ated actin-dependent regulator
chromatin subfamily E member 1

Q9D5V6 | 295 | 305 |AcD3-DTCSLNQEDLR-COOH SDAF,DTCS 1 0.67346 52/45 Synapse-associated protein 1

Q62465 64 80 [AcD3-LVLTGFGGYDKVKLQSR-COOH PLRC\, LVLT 2 0.682 96/44 Synaptic vesicle membrane protein VAT-1 homolog

Q62465 65 80 [AcD3-VLTGFGGYDKVKLQSR-COOH LRCLL VLTG 2 0.59681 80/45 Synaptic vesicle membrane protein VAT-1 homolog

Q62465 67 80 |AcD3-TGFGGYDKVKLQSR-COOH CLVLJ TGFG 12 0.64485/0.73218/0.6873/0.62057 86/47 Synaptic vesicle membrane protein VAT-1 homolog

Q62465 351 | 357 |AcD3-VNSVVTR-COOH EVELJ VNSV 1 0.60618 55/44 Synaptic vesicle membrane protein VAT-1 homolog

P26039 [ 271 | 277 |AcD3-VKQKGER-COOH PKEY\ VKQK 2 0.53312 52/44 Talin-1

P26039 [ 423 | 438 |AcD3-SVSPKKSTVLQQQYNR-COOH MLED,SVSP 2 0.73153 65/46 Talin-1

P26039 | 807 | 824 |AcD3-TVTENIFSSMGDAGEMVR-COOH DTILJ TVTE 5 0.56227/0.54614/0.58467 148/43 Talin-1

P26039 [ 830 | 854 |AcD3-AQATSDLVNAIKADAEGESDLENSR-COOH ARILLAQAT 1 0.64165 78/47 Talin-1

P26039 | 1607 | 1618 |AcD3-LESAGGLIQTAR-COOH AKTM{ LESA 1 0.47895 59/46 Talin-1

P26039 [ 1851 | 1859 |AcD3-VDYQTTMVR-COOH EGSF{,vDYQ 1 0.53906 58/47 Talin-1

P26039 [ 1966 | 1973 |AcD3-AALQAGNR-COOH SHVLJ AALQ 1 0.49814 55/47 Talin-1

P26039 [ 1998 | 2006 |AcD3-FATAGTLNR-COOH TTIM{ FATA 2 0.50879/0.55689 74/47 Talin-1

P26039 | 2034 | 2057 [AcD3-VONAAGSQEKLAQAAQSSVATITR-COOH TKVLJ, VONA 1 0.57387 71/47 Talin-1

P26039 [2185 | 2197 |AcD3-ATAKAVAAGNSCR-COOH GITM ATAK 2 0.56552 92/48 Talin-1 Q71LX4 (2097-2109)

P26039 [ 2201 | 2209 |AcD3-VIATANLSR-COOH RQED{ VIAT 1 0.52928 48/44 Talin-1 Q71LX4 (2113-2121)

Q3U0J8 | 190 | 202 [AcD3-AVEAAPGELVGDR-COOH RTVLJ AVEA 2 0.58896 74/48 TBC1 domain family member 2B

P11983 [ 217 | 228 |AcD3-NCVVGSQGMPKR-COOH GYALY NCVV 3 0.45288/0.51776 75/47 T-complex protein 1 subunit alpha B P11984 (217-228)

P11983 [ 219 | 228 |AcD3-VVGSQGMPKR-COOH ALNC{ VVGS 4 0.53588/0.53087 66/47 T-complex protein 1 subunit alpha B P11984 (219-228)

P11983 [ 453 | 468 |AcD3-AVNAAQDSTDLVAKLR-COOH PNTLJ AVNA 2 0.52446 95/46 T-complex protein 1 subunit alpha B P11984 (453-468)

P80314 [ 219 | 231 |AcD3-LLDKKIGVNQPKR-COOH DEGF{,LLDK 2 0.41739 59/37 T-complex protein 1 subunit beta

P80315 [ 517 | 527 |AcD3-SALTLATETVR-COOH LVSV{ SALT 2 0.68476 53/45 T-complex protein 1 subunit delta

P80316 17 24 |AcD3-LIIKDQDR-COOH GRPF{ LIIK 3 0.50571/0.43714 60/44 T-complex protein 1 subunit epsilon

P80316 40 49 |AcD3-AAKAVANTMR-COOH SHIM | AAKA 2 0.39043 69/48 T-complex protein 1 subunit epsilon




P80316 | 133 | 142 |AcD3-IADGYEQAAR-COOH HPIRJ IADG 2 0.52274 47/33 T-complex protein 1 subunit epsilon

P80316 [ 193 | 201 |AcD3-VLTVADMER-COOH AVNA{ VLTV 2 0.45906/0.41102 66/47 T-complex protein 1 subunit epsilon

P80316 | 207 | 218 |AcD3-ELIKVEGKVGGR-COOH DVDF | ELIK 2 0.40556 91/41 T-complex protein 1 subunit epsilon

P80316 | 209 | 218 |AcD3-IKVEGKVGGR-COOH DFEL\/IKVE 4 0.43112/0.46388 71/42 T-complex protein 1 subunit epsilon

P80316 | 511 | 525 [AcD3-IGKKQQISLATQMVR-COOH 1ETL\ IGKK 2 0.48442 79/44 T-complex protein 1 subunit epsilon

P80316 527 | 534 |AcD3-ILKIDDIR-COOH MVRM | ILKI 2 0.45614 60/41 T-complex protein 1 subunit epsilon

P80313 [ 132 | 152 |AcD3-AVNKIKEIAVTVKKQDKVEQR-COOH ATQLJ AVNK 1 0.43143 60/36 T-complex protein 1 subunit eta

P80313 [ 141 | 152 |AcD3-VTVKKQDKVEQR-COOH KEIA VTVK 2 0.4693 53/42 T-complex protein 1 subunit eta

P80313 [ 513 | 524 |AcD3-IVSVDETIKNPR-COOH AACL{/IVSV 2 0.49393 63/46 T-complex protein 1 subunit eta

P80318 9 16 |AcD3-VLSQNTKR-COOH RPVL{ VLSQ 2 0.47171/0.45615 55/45 T-complex protein 1 subunit gamma

P80318 50 68 |AcD3-LLDPMGGIVMTNDGNAILR-COOH MMKM | LLDP 1 0.57888 87/48 T-complex protein 1 subunit gamma

P80318 178 | 190 |AcD3-DAVKTVQFEENGR-COOH NIALJ DAVK 2 0.53967 69/48 T-complex protein 1 subunit gamma

P42932 64 74 |AcD3-FVTNDAATILR-COOH LEKLJ FVTN 2 0.55173 67/47 T-complex protein 1 subunit theta

P42932 [ 511 | 520 |AcD3-ATNAAVTVLR-COOH AIKLY ATNA 1 0.44819 64/44 T-complex protein 1 subunit theta

P80317 21 28 |AcD3-AVNISAAR-COOH QAALJ AVNI 3 0.35941/0.39697 57/46 T-complex protein 1 subunit zeta

P80317 [ 303 | 314 |AcD3-DALAKEGIVALR-COOH PFSLJ/ DALA 3 0.48472/0.29993 68/44 T-complex protein 1 subunit zeta

P47226 | 132 | 151 |AcD3-MQMLPKEKQPVAGSEGAQYR-COOH ARQY{ MQML 1 0.45072 76/47 Testin

Q9CQUO | 139 | 155 [AcD3-YVSAEQVVQGMKEAQER-COOH YKYF{ YVSA 5 0.64688/0.61935/0.58041 113/47 Thioredoxin domain-containing protein 12
Q8CDN6 | 25 32 |AcD3-AVVKFTMR-COOH GSRLJ AVVK 1 0.55361 60/46 Thioredoxin-like protein 1

008583 | 180 | 188 [AcD3-VTSQIDTQR-COOH NIQLJ VTSQ 1 0.43296 63/47 THO complex subunit 4

Q93092 | 129 | 138 |AcD3-YKEAGVGKDR-COOH LIELJ YKEA 2 0.52539 55/47 Transaldolase

Q93092 | 232 | 239 |AcD3-IVMGASFR-COOH GYKTVIVMG 2 0.54978 67/48 Transaldolase

Q93092 | 304 | 313 |AcD3-AVEKLSDGIR-COOH EDQM AVEK 2 0.59567 82/45 Transaldolase

Q93092 | 305 | 313 [AcD3-VEKLSDGIR-COOH DQMA{ VEKL 2 0.57228/0.61295 51/45 Transaldolase

P10711 | 229 | 237 [AcD3-ASDELKEMR-COOH AEEM ASDE 1 0.57971 58/47 Transcription elongation factor A protein 1
P10711 [ 261 | 279 |AcD3-FTCGKCKKKNCTYTQVQTR-COOH QTDL{ FTCG 1 0.63016 53/47 Transcription elongation factor A protein 1
Q9QVN7 [ 287 | 295 |AcD3-VVCNECGNR-COOH MTTY VVCN 2 0.58573 59/43 Transcription elongation factor A protein 2 P10711 (289-297)
P83940 53 63 [AcD3-AENETNEVNFR-COOH PGQFJ AENE 1 0.51948 48/45 Transcription elongation factor B polypeptide 1
Q64152 | 150 | 161 [AcD3-NQLGADSLTSLR-COOH PSILUNQLG 2 0.68479 83/48 Transcription factor BTF3

Q62318 | 221 | 231 |AcD3-FCESCDTLTCR-COOH PLVL\ FCES 3 0.5587/0.52469 51/38 Transcription intermediary factor 1-beta
P42669 85 98 |AcD3-LKIAEVGAGGNKSR-COOH KGRF{ LKIA 3 0.40624/0.49388 98/45 Transcriptional activator protein Pur-alpha
035295 71 84 |AcD3-LKIAEVGAGGSKSR-COOH KGRF{ LKIA 1 0.40739 93/43 Transcriptional activator protein Pur-beta
QSWVA4 | 130 | 139 |AcD3-MNLGGLAVAR-COOH QRTLY MNLG 3 0.50485/0.57433 68/47 Transgelin-2
Q9WVA4 | 163 | 182 |AcD3-SDNQLQEGKNVIGLOMGTNR-COOH PRNF{,SDNQ 2 0.77112/0.77407 60/47 Transgelin-2

Q01853 31 53 [AcD3-AINEDNSVVSLSQPKMDELQLFR-COOH IVDE AINE 1 0.53717 75/47 Transitional endoplasmic reticulum ATPase
Q01853 70 83 |AcD3-IVLSDDTCSDEKIR-COOH EAVC IVLS 1 0.39398 80/47 Transitional endoplasmic reticulum ATPase
Q01853 199 | 210 |AcD3-NEVGYDDIGGCR-COOH EESLYNEVG 2 0.48006 96/43 Transitional endoplasmic reticulum ATPase
Q01853 | 329 | 338 |AcD3-LTLMDGLKQR-COOH VSQLY LTLM 1 0.50668 47/46 Transitional endoplasmic reticulum ATPase
Q01853 | 675 | 693 |AcD3-LAKMTNGFSGADLTEICQR-COOH DLEFJ LAKM 2 0.5135/0.47327 74/47 Transitional endoplasmic reticulum ATPase
Q01853 | 758 | 766 |AcD3-FAQTLQQSR-COOH KYEM FAQT 8 0.51381/0.46199/0.48763/0.47257 82/48 Transitional endoplasmic reticulum ATPase
Q01853 | 759 | 766 |AcD3-AQTLQQSR-COOH YEMF{ AQTL 1 0.45798 53/47 Transitional endoplasmic reticulum ATPase
P40142 | 286 | 302 |AcD3-ATPPQEDAPSVDIANIR-COOH KKILy ATPP 2 0.44804 65/48 Transketolase

P40142 | 326 | 334 |AcD3-AKLGHASDR-COOH GLALJ AKLG 1 0.41082 48/47 Transketolase

P40142 | 461 | 471 |AcD3-AANTKGICFIR-COOH AVELJ AANT 2 0.44323/0.39556 62/47 Transketolase

P40142 | 588 | 594 |AcD3-AVSQVPR-COOH VTRLJ AVSQ 1 0.40796 49/46 Transketolase

P63028 14 21 |AcD3-FSDIYKIR-COOH HDEL{ FSDI 2 0.42988 68/46 Translationally-controlled tumor protein
P63028 30 38 |AcD3-EVEGKMVSR-COOH GLCL EVEG 5 0.44765/0.47697/0.51437 71/47 Translationally-controlled tumor protein
Q99KF1 87 100 [AcD3-VEVKDPEDKVILAR-COOH LGMF VEVK 1 0.60865 65/44 Transmembrane emp24 domain-containing protein 9
008784 | 1178 | 1188 |AcD3-IKESGKKSQKR-COOH ATEA IKES 1 0.40679 69/40 Treacle protein

Q64737 70 92 |AcD3-VVVGPEAPLAAGIVGDLTSAGVR-COOH KIELL, VVVG 3 0.47698/0.41712 89/45 Trifunctional purine biosynthetic protein adenosine-3
Q64737 | 991 | 999 |AcD3-VASGAVQLR-COOH ALQL VASG 8 0.48253/0.41297/0.6247/0.40436 71/45 Trifunctional purine biosynthetic protein adenosine-3
P17751 26 53 |AcD3-ICTLNAANVPAGTEVVCAPPTAYIDFAR-COOH LGELJ/ICTL 1 0.43278 60/47 Triosephosphate isomerase

P17751 30 53 |AcD3-NAANVPAGTEVVCAPPTAYIDFAR-COOH ICTLy NAAN 1 0.46257 52/47 Triosephosphate isomerase

P17751 92 99 [AcD3-VVLGHSER-COOH GATW{ WLG 2 0.51884 54/47 Triosephosphate isomerase

P17751 | 128 | 135 |AcD3-IGEKLDER-COOH VIACV IGEK 3 0.53831 60/47 Triosephosphate isomerase

P17751 | 197 | 206 |AcD3-VNDGVAQSTR-COOH LKSN\ VNDG 2 0.77389 82/47 Triosephosphate isomerase

Q9DCGY [ 95 | 105 |AcD3-EGTLQCPESGR-COOH VDVL{ EGTL 1 0.71385 49/46 TRM112-like protein

Q1HFZO | 149 | 160 |AcD3-LVSETESGNISR-COOH FHQF | LVSE 1 0.51126 63/47 tRNA (cytosine-5-)-methyltransferase NSUN2
Q1HFZO | 150 | 160 |AcD3-VSETESGNISR-COOH HQFL{ VSET 1 0.52916 60/47 tRNA (cytosine-5-)-methyltransferase NSUN2
Q1HFZO | 211 | 220 |AcD3-VIANDVDNKR-COOH PEGFJ VIAN 1 0.63971 69/47 tRNA (cytosine-5-)-methyltransferase NSUN2
Q91XI1 | 181 | 188 |AcD3-VQEEVVAR-COOH GQNL{ VQEE 1 0.55166 49/47 tRNA-dihydrouridine synthase 3-like

P32921 [ 108 | 123 |AcD3-IVQFGSSKIDKELINR-COOH YDKL{ IVQF 2 0.5636 102/45 Tryptophanyl-tRNA synthetase, cytoplasmic
P05213 68 79 |AcD3-VDLEPTVIDEVR-COOH RAVF{ VDLE 1 0.49782 50/47 Tubulin alpha-1B chain P68369 (68-79), P68373 (68-79)




P05214 (92-105), P68368 (92-105), P68369

P05213 92 105 [AcD3-LITGKEDAANNYAR-COOH HPEQY LITG 1 0.52233 91/48 Tubulin alpha-1B chain
(92-105), P68373 (92-105), Q9122 (92-105)

P05213 93 105 [AcD3-ITGKEDAANNYAR-COOH PEQLVITGK 6 0.46023/0.44587/0.45853 88/47 Tubulin alpha-1B chain PO5214 (93-105), P68368 (33-105), P68369
(93-105), P68373 (93-105), Q9JJZ2 (93-105)
P99024 (113-121), Q7TMM9 (113-121),

P68372 113 | 121 |AcD3-VDSVLDVVR-COOH GAEL VDSV 2 0.5407 88/47 Tubulin beta-2C chain Q922F4 (113-121), Q9CWF2 (113-121),
Q9ERD7 (113-121)

P68372 [ 295 | 306 |AcD3-DAKNMMAACDPR-COOH QQMF, DAKN 2 0.64696 75/42 Tubulin beta-2C chain P99024 (295-306), Q922F4 (295-306),
QID6FY (295-306), Q9ERD7 (295-306)
P99024 (366-380), Q7TMM9 (366-380),

P68372 366 | 380 |AcD3-TFIGNSTAIQELFKR-COOH KMSAJ TFIG 2 0.73366 103/47 Tubulin beta-2C chain Q922F4 (366-380), Q9CWF2 (366-380),
Q9D6FI (366-380), QIERD7 (366-380)

P48428 89 98 |AcD3-EEAEEYKEAR-COOH EKDL{ EEAE 2 0.54616 63/45 Tubulin-specific chaperone A

Q8VCN9 9 19 |AcD3-ALADAAAGSPR-COOH DCSM{ ALAD 1 0.45132 51/47 Tubulin-specific chaperone C

Q8cCIv8 82 88 |AcD3-LTALKKR-COOH GDDF{ LTAL 1 0.45982 51/33 Tubulin-specific chaperone E

Q80U87 | 364 | 373 |AcD3-LVTDQDEKLR-COOH EKAL{ LVTD 2 0.64563 71/47 Ubiquitin carboxyl-terminal hydrolase 8

Q7TQI3 41 51 |AcD3-IAVQNPLVSER-COOH 1QQEV/IAVQ 2 0.59827 69/45 Ubiquitin thioesterase OTUB1

Q7TQI3 | 105 | 113 |AcD3-LDDSKELQR-COOH LEAL{ LDDS 2 0.53964 72/47 Ubiquitin thioesterase OTUB1

Q8BGG7 8 14 |AcD3-YSKVTPR-COOH REEL\ YSKV 1 0.60496 51/46 Ubiquitin-associated and SH3 domain-containing protein B

P68037 38 52 |AcD3-LIVPDNPPYDKGAFR-COOH TWQG LIVP 1 0.52447 69/47 Ubiquitin-conjugating enzyme E2 L3

P61089 16 33 |AcD3-LAEPVPGIKAEPDESNAR-COOH TQRL, LAEP 1 0.40984 85/47 Ubiquitin-conjugating enzyme E2 N

Q02053 | 316 | 325 |AcD3-VMTDFAKYSR-COOH EPDF{,VMTD 2 0.4703 54/47 Ubiquitin-like modifier-activating enzyme 1

Q02053 | 318 | 325 |AcD3-TDFAKYSR-COOH DFVM | TDFA 4 0.53567/0.48206 70/47 Ubiquitin-like modifier-activating enzyme 1

Q02053 | 359 | 368 |AcD3-VGLAQAVNAR-COOH ATELJ VGLA 6 0.51303 90/46 Ubiquitin-like modifier-activating enzyme 1

Q02053 | 772 | 784 |AcD3-FAQTYGLTGSQDR-COOH AANL{ FAQT 2 0.44881 85/46 Ubiquitin-like modifier-activating enzyme 1

Q8C7R4 | 567 | 574 |AcD3-ALDNVEAR-COOH T ALDN 1 0.48503 52/47 Ubiquitin-like modifier-activating enzyme 6

070475 | 163 | 177 |AcD3-LAEGTAIKDLKNPDR-COOH NPEF | LAEG 1 0.56432 83/46 UDP-glucose 6-dehydrogenase

Q3TW96 | 111 | 118 |AcD3-LAGGQGTR-COOH AVLL{ LAGG 2 0.59104 73/48 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 Q91YNS (108-115)

Q9DBPS 7 22 |AcD3-FVLGGPGAGKGTQCAR-COOH PLVV{ FVLG 1 0.5991 73/48 UMP-CMP kinase

Q4KML4 | 44 55 |AcD3-EALVGTLKAAKR-COOH ANLF{ EALV 1 0.50257 82/39 UPF0727 protein C6orf115 homolog

Q4KML4 | 47 55 |AcD3-VGTLKAAKR-COOH FEALJ VGTL 1 0.45281 57/38 UPF0727 protein C6orf115 homolog

P54726 | 314 | 326 [AcD3-IQVTPQEKEAIER-COOH QMNY{ IQVT 1 0.46226 54/46 UV excision repair protein RAD23 homolog A P54728 (367-379)

Q8BX70 | 3487 | 3497 |AcD3-ITMDKEYQQKR-COOH GLAAL ITMD 1 0.56757 50/48 Vacuolar protein sorting-associated protein 13C

Q8BX70 | 3719 | 3728 |AcD3-DAIESAQSAR-COOH KRAF\ DAIE 1 0.57092 51/47 Vacuolar protein sorting-associated protein 13C

P40336 14 24 [AcD3-IDVALNDGETR-COOH PICEL/IDVA 1 0.61132 56/47 Vacuolar protein sorting-associated protein 26A

Q9EQH3 | 656 | 668 [AcD3-AASKLLKKPDQGR-COOH QCAL\ AASK 1 0.54196 41/40 Vacuolar protein sorting-associated protein 35

Q8R0OJ7 | 139 | 146 |AcD3-IDVYQSKR-COOH LDSF{/IDVY 2 0.79515 72/47 Vacuolar protein sorting-associated protein 378

P46460 | 196 | 205 |AcD3-IGKAKTKENR-COOH SLNL\J/IGKA 1 0.50411 49/42 Vesicle-fusing ATPase

Q8VDJ3 | 214 | 222 |AcD3-LISAEQDKR-COOH HEVL{ LISA 3 0.64204/0.76968 79/46 Vigilin

Q8VDJ3 | 215 [ 222 |AcD3-ISAEQDKR-COOH EVLL{/ISAE 2 0.62343 66/47 Vigilin

Q8VDJ3 | 245 [ 255 |AcD3-VGEIMQETGTR-COOH YNRL{ VGEI 2 0.59105 51/47 Vigilin

P20152 87 | 100 |AcD3-SLADAINTEFKNTR-COOH SVDF{,SLAD 6 0.53186/0.49011 91/47 Vimentin

P20152 89 | 100 |AcD3-ADAINTEFKNTR-COOH DFSL\ ADAI 2 0.68139 100/47 Vimentin

P20152 | 107 | 113 |AcD3-LQELNDR-COOH EKVE LQEL 1 0.50414 49/47 Vimentin P15331 (105-111), P31001 (111-117),
P48678 (35-41)

P62814 170 | 185 |AcD3-IQTGISAIDGMNSIAR-COOH PEEM{ QTG 3 0.65169 94/48 V-type proton ATPase subunit B, brain isoform

P57746 80 95 |AcD3-STTVIQNVNKAQVKIR-COOH AGDF{ STTV 1 0.55547 60/40 V-type proton ATPase subunit D

P57746 82 95 |AcD3-TVIQNVNKAQVKIR-COOH DFST{ TVIQ 7 0.5805/0.63282/0.5706/0.67156 95/38 V-type proton ATPase subunit D

P50518 19 44 |AcD3-IEQEANEKAEEIDAKAEEEFNIEKGR-COOH MMAF | IEQE 1 0.58565 62/47 V-type proton ATPase subunit E 1 Q9D593 (19-44)

P50518 91 | 101 |AcD3-ITDLLNEAKQR-COOH RDDL\{/ITDL 2 0.65302/0.44988 58/45 V-type proton ATPase subunit E 1

Q8BVE3 12 27 |AcD3-AAVPTNIIAAKAAEVR-COOH GAVD AAVP 1 0.75364 45/42 V-type proton ATPase subunit H

088342 33 43 |AcD3-LYTNGKCVILR-COOH GDHF{/LYTN 1 0.41441 69/46 WD repeat-containing protein 1

088342 72 83 |AcD3-YIASGDISGKLR-COOH PSGF{ YIAS 5 0.48526/0.50224 86/46 WD repeat-containing protein 1

088342 73 83 |AcD3-IASGDISGKLR-COOH SGFY\VIASG 3 0.56083 88/46 WD repeat-containing protein 1

088342 | 380 | 389 |AcD3-VSCSMDDTVR-COOH SEQL\,VSCS 1 0.37507 42/40 WD repeat-containing protein 1

Q8BH43 89 97 [AcD3-VSLQGINTR-COOH KEEE, VSLQ 1 0.54868 51/45 Wiskott-Aldrich syndrome protein family member 2

Q6P1B1 | 413 | 429 |AcD3-LIDSGAQYKDGTTDVTR-COOH DEVY{/LIDS 2 0.47393 68/47 Xaa-Pro aminopeptidase 1

Q11136 46 56 |AcD3-VVLQGGEEMQR-COOH AASALWLQ 3 0.52084 79/47 Xaa-Pro dipeptidase

Q11136 47 56 |AcD3-VLOGGEEMQR-COOH ASAV{ VLQG 1 0.63662 58/47 Xaa-Pro dipeptidase

Q8BJO5 [ 589 | 600 |AcD3-SVAQKPEKLLER-COOH MTDL{ SVAQ 1 0.60633 43/43 Zinc finger CCCH domain-containing protein 14

Q9CYA6 | 678 | 689 |AcD3-ENMAESTGMYLR-COOH PFEFJ ENMA 2 0.58508 57/43 Zinc finger CCHC domain-containing protein 8

Q80U44 | 337 | 346 [AcD3-MKQTVKEDSR-COOH TSVFy MKQT 1 0.75613 53/47 Zinc finger FYVE domain-containing protein 16




| a8RiN0 [ 242 [ 252 [AcD3-FDDPEVDAKVR-COOH | PEGFLFDDP | 1 [0.59564 | 70/48 [zinc finger protein 830

| a62523 | 148 | 168 |AcD3-EIDSLSSLLDDMTKNDPFKAR-COOH [ SIDLY EIDS [ 1 Jos1928 [ 59/47 [zyxin




