Table S11, Tholen et al.

Table S11: Di hylated (naturally ) N-termini i in the TAILS experiment comparing wild-type and ctsl”" skin (replicate 2). This is a comprehensive, non redundant listing. Up to two potential protein IDs per peptide are stated.
Precursor  Fold change
Non Prime Site Prime Site Modifications Hyperscore M'ass error Charge neutralmass  (log,) of ;Cs-Ae;r:r:f UniprotID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inppm inDa  ASAPRatio are
Ubiquitin-activating enzyme E1;Ubiquitin-
activating enzyme E1 X;Ubiquitin-like modifier-
NNTLHLDYVM AAANLFAQTYGLTGSQDR N-ter +28.03 Da 49.1 43.7 3 1911.03 1.561 0.148 UBA1_MOUSE Ubiquitin-like modifier-activating enzyme 1; activating enzyme 1 X; 0.75-0.85
KKTVVEEKRF AAEEKLSVAVPQR N-ter +34.06 Da, K +34.06 Da 289 45.9 3 1464.96 -1.515 0.216 TITIN_MOUSE E9Q8K5_MOUSE  Titin; Connectin; 0.15-0.25
Procollagen | N-proteinase;Procollagen I/1l
A disintegrin and metalloproteinase with amino propeptide-processing
TAGAGVRARR AALDQTSGLPGGAAQDPGGR N-ter +34.06 Da 395 45.4 3 1872.04 -0.916 0.121 ATS2_MOUSE thrombospondin motifs 2; enzyme;Pr I N-¢ i 3 0.25-0.75
MRYVASYLL AALGGNSSPSAKDIKKILDSVGIEADDDR N-ter +28.03 Da, K +28.03 Da 315 81.8 4 3053.87 -3.322 0.997 RLA2_MOUSE 605 acidic ribosomal protein P2; 0.00-0.15
NAVGPVPTAN AALPADPPASVVVGPVVVPR N-ter +28.03 Da 74.2 44.5 3 1938.22 -0.761 0.155 FETUA_MOUSE Alpha-2-HS-glycoprotein; Countertrypin;Fetuin-A; 0.25-0.75
Ubiquitin-activating enzyme E1;Ubiquitin-
activating enzyme E1 X;Ubiquitin-like modifier-
NTLHLDYVMA AANLFAQTYGLTGSQDR N-ter +28.03 Da 30.2 473 3 1840.00 -0.737 0.074 UBA1_MOUSE Ubiquitin-like modifier-activating enzyme 1; activating enzyme 1 X; 0.25-0.75
Endomembrane proton pump 58 kDa
LRAMRGIVNG AAPELPVPTGGPMAGAR N-ter +28.03 Da 39.9 48.1 3 1618.93 0.124 0.023 VATB2_MOUSE V-type proton ATPase subunit B, brain isoform; subunit;Vacuolar proton pump subunit B 2; 0.25-0.75
LERKPAAGLS AAPVPPAAAPLLDFSSDSVPPAPR N-ter +28.03 Da 416 49.6 4 2370.38 0.214 0.059 RTN4_MOUSE Q8BHF5_MOUSE  Reticulon-4; Neurite outgrowth inhibitor; 0.25-0.75
ASASTSQSSR AASIFGGAKPVDTAAR N-ter +34.06 Da, K +34.06 Da 349 60.4 3 1599.04 3.005 0.842 IF4B_MOUSE Q3TDD8_MOUSE  Eukaryotic translation initiation factor 4B; 0.85-1.00
QTQDPLYGYF AAVAGQDGQIDADELQR N-ter +28.03 Da 55.9 45.2 3 1783.95 -0.667 0.064 SORCN_MOUSE ~ F6T867_MOUSE  Sorcin; 0.25-0.75
TDPRVQKAAQ AAVASYNMGSDSLYYFR N-ter +28.03 Da 46.6 64.5 3 1942.02 2.043 0.248 Q9D1B1_MOUSE 0.85-1.00
QRKTDPWSLL AAVETPVPSDLOAQR N-ter +28.03 Da 29.6 16.6 3 1608.87 -1.059 0.243 Q6NZR5_MOUSE 0.15-0.25
LTARDEARGR AAVQQLQAEGLSPR N-ter +28.03 Da 41.5 385 3 1494.87 0.556 0.038 Q8K354_MOUSE 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Beta-1-globin;Hemoglobin beta-1
MVHLTDAEK AAVSCLWGKVNSDEVGGEALGR +57.02 Da 54.0 63.5 4 2330.32 0.941 0.167 HBB1_MOUSE Hemoglobin subunit beta-1; chain;Hemoglobin beta-major chain; 0.25-0.75
LWLLPSLALA AAVTEPADLEYTEVPR N-ter +28.03 Da 58.8 516 3 1787.99 1.86 0.497 Q8BVL6_MOUSE 0.85-1.00
Obscurin-RhoGEF;Obscurin-myosin light chain
SVTREDSGQY AAYISNAVGAAYSSAR N-ter +34.06 Da 37.9 62.4 3 1604.94 -3.837 0.548 OBSCN_MOUSE  E9QQ96_MOUSE  Obscurin; kinase; 0.00-0.15
IQNLHSFDPF ADASKGDDLLPAGTEDYIHIR N-ter +28.03 Da, K +28.03 Da 64.9 75.3 4 2312.34 0.864 0.161 EIF1_MOUSE Eukaryotic translation initiation factor 1; Protein translation factor SUI1 homolog; 0.25-0.75
LCVFSVQTQA ADDDYDEPTDSLDAR N-ter +28.03 Da 37.2 79.3 3 1724.84 -0.943 0.181 FIBB_MOUSE Fibrinogen beta chain; 0.15-0.25
LLSQVLLVTS ADDLECTPGFQR N-ter +34.06 Da, C +57.02 Da 20.6 54.7 3 1441.75 0.926 0.175 CAD13_MOUSE Cadherin-13; Heart cadherin;Truncated cadherin; 0.25-0.75
SKEWGFTKFN ADEFEDMVAEKR N-ter +34.06 Da, K +34.06 Da 25.1 84.0 3 1506.89 -1.837 0.328 RL10_MOUSE 60S ribosomal protein L10; Protein QM homolog; 0.00-0.15
PKKSMKMTMY ADEVESQLKSIR N-ter +34.06 Da, K +34.06 Da 21.8 59.7 3 1441.93 2.104 0.142 CQ085_MOUSE F7BT77_MOUSE  Uncharacterized protein C170rf85 homolog; 0.85-1.00
Basic-type mitochondrial creatine
kinase;Sarcomeric mitochondrial creatine
AGDEESYEVF ADLFDPVIKLR N-ter +34.06 Da, K +34.06 Da 30.9 50.0 3 1353.93 -3.837 0.548 KCRS_MOUSE Creatine kinase S-type, mitochondrial; kinase; 0.00-0.15
Lymphatic vessel endothelial hyaluronic acid receptor  Cell surface retention sequence-binding protein
IWTTRHPVQG ADLVQDLSISTCR N-ter +34.06 Da, C +57.02 Da 414 48.6 3 1510.86 0.014 0.002 LYVE1_MOUSE 1; 1;Extracellular link domain-containing protein 1;  0.25-0.75
RFDYPQGDFP ADMGPPHHHPGHR N-ter +34.06 Da 223 65.4 3 1478.81 -6.644 0.001 CHERP_MOUSE Calcium homeostasis endoplasmic reticulum protein; ~ SR-related CTD-associated factor 6; 0.00-0.15
1QTQQLHAAM ADTFLEHMCR N-ter +28.03 Da, C +57.02 Da 219 58.2 3 1306.66 0.791 0.128 KPYM_MOUSE Pyruvate kinase isozymes M1/M2; Pyruvate kinase muscle isozyme; 0.25-0.75
Mesoderm development candidate 2;Mesoderm
LLLPPPNAYA ADTPGEATPPPR N-ter +28.03 Da 245 53.0 3 1235.68 0.07 0.008 MESD_MOUSE D3YVR4_MOUSE  LDLR chaperone MESD; development protein; 0.25-0.75
TLGISPFHEF ADVVFTANDSGHR N-ter +28.03 Da 453 64.2 3 1415.77 -0.737 0.074 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
VREKEAQPLE AEAPGVDLGILPEGR N-ter +28.03 Da 39.7 44.2 3 1520.89 0.111 0.022 NIBAN_MOUSE Protein Niban; Protein FAM129A; 0.25-0.75
Transplantation antigen P198;Tum-P198
M AEGQVLVLDGR N-ter +28.03 Da 46.8 19.1 2 1183.68 -0.322 0.032 RL13A_MOUSE ~ Q3TDS9_MOUSE  60S ribosomal protein L13a; antigen; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
RNRESRIRRD AEKELCKEFENQVR +57.02 Da 20.6 76.1 4 1863.10 0.566 0.096 Q148R4_MOUSE Q8BM18_MOUSE 0.25-0.75
Acidic-type mitochondrial creatine
AGDEETYEVF AELFDPVIQER N-ter +34.06 Da 30.1 50.9 3 1349.81 8.239 0.374 KCRU_MOUSE BOROFO_MOUSE  Creatine kinase U-type, mitochondrial; kinase;Ubiquitous mitochondrial creatine kinase; 0.85 - 1.00
SLQLVSWTLA AEPVDVLEAWGVHR N-ter +28.03 Da 68.5 66.2 3 1604.94 -0.269 0.023 Q9JLI2_MOUSE 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
LEACEFWLTL AEQPICKDVLVR +57.02 Da 333 54.8 3 1482.90 -1.474 0.164 TNPO1_MOUSE Transportin-1; Importin beta-2;Karyopherin beta-2; 0.15-0.25
Protein phosphatase 1 myosin-binding subunit
ERATQRQERF AERPALLELER N-ter +34.06 Da 319 61.4 3 1329.86 -1.218 0.057 PP12C_MOUSE F6XWD4_MOUSE  Protein phosphatase 1 regulatory subunit 12C; of 85 kDa; 0.15-0.25
HHAFGQGRDM AETFDQGAHHAFGQGGR N-ter +34.06 Da 34.4 72.2 4 1818.99 -0.837 0.209 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
ARSKPSPQLS AETPVAALPEFPR N-ter +34.06 Da 221 50.6 3 1430.87 -0.474 0.066 E9Q0S6_MOUSE 0.25-0.75
Cullin-associated and neddylation-dissociated
protein 2;TBP-interacting protein of 120 kDa
GVKVLAFLSL AEVGQVAGPGPQR N-ter +28.03 Da 376 36.7 3 1292.73 1.014 0.05 CAND2_MOUSE Cullin-associated NEDD8-dissociated protein 2; B;p120 CAND2; 0.25-0.75
GLDNVHKQRV AEVLNDPESMEKR N-ter +34.06 Da, K +34.06 Da 36.5 57.4 3 1584.94 -1.218 0.142 KLC1_MOUSE QSUE59_MOUSE  Kinesin light chain 1; 0.15-0.25
ISLEVSRGSR AEVSTIHLQSPGR N-ter +34.06 Da 35.1 64.2 3 1427.89 -0.184 0.015 SYNEM_MOUSE ~ F6VN34_MOUSE  Synemin; Desmuslin; 0.25-0.75
PKHLSRKTLV AFPQKVMPPPQAR N-ter +28.03 Da, K +28.03 Da 36.0 45.0 3 1521.92 0.993 0.04 Q3U422_MOUSE 0.25-0.75
TGASTSSHCK AGAVTSSASLSSPALAKGTQR N-ter +28.03 Da, K +28.03 Da 55.0 543 3 2015.21 3.695 0.79 TCOF_MOUSE QO5CSO_MOUSE  Treacle protein; Treacher Collins syndrome protein homolog; 0.85-1.00
DFRHTMHVGR AGDAFGDTSFLTSKAR N-ter +28.03 Da, K +28.03 Da 45.6 59.6 3 1698.96 1.007 0.11 BORG4_MOUSE ~ A2A6Q2_MOUSE  Cdc42 effector protein 4; Binder of Rho GTPases 4; 0.25-0.75
RTFGTTGERR AGEEAADSPELPR N-ter +28.03 Da 56.7 35.0 2 1368.70 -0.184 0.013 ADXL_MOUSE Adrenodoxin-like protein, mitochondrial; Ferredoxin-1-like protein; 0.25-0.75
DKVIRPGVSQ AGEEMEQFGQGVR N-ter +28.03 Da 27.5 54.0 3 1464.75 1.57 0.095 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.75-0.85
VCDNGSGLCK AGFAGDDAPR N-ter +34.06 Da 43.1 355 2 1009.54 0.111 0.013 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.25-0.75
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Eukaryotic translation initiation factor 2 subunit 3, Y- Eukaryotic translation initiation factor 2 subunit
M AGGEAGVTLGQPHLSR N-ter +28.03 Da 433 29.6 3 1576.88 -0.396 0.052 IF2H_MOUSE linked; gamma, Y-linked; 0.25-0.75
GKLFGAGGGK AGKGGPTPQEAIQR N-ter +28.03 Da, K +28.03 Da 27.2 43.1 3 1464.87 0.782 0.136 CHM4B_MOUSE Charged multivesicular body protein 4b; Chromatin-modifying protein 4b; 0.25-0.75
YSGLQGLPGL AGLHGDQGAPGPVGPAGPR N-ter +34.06 Da 417 63.4 3 1744.03 -2.252 0.214 CO1A2_MOUSE ~ E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
RGQ NRR LAADASR N-ter +34.06 Da 74.9 375 3 1954.03 0.651 0.381 FILA_MOUSE F7BVV1_MOUSE Filaggrin; 0.25-0.75
Elongation factor Tu;Eukaryotic elongation
QADCAVLIVA AGVGEFEAGISKNGQTR N-ter +34.06 Da, K +34.06 Da 347 54.7 3 1788.08 -1.218 0.113 EF1A1_MOUSE EF1A2_MOUSE Elongation factor 1-alpha 1; factor 1 A-1; 0.15-0.25
17-beta-hydroxysteroid dehydrogenase type
HLDKLGFTVF AGVLDKEGPGAEELR N-ter +28.03 Da, K +28.03 Da 26.9 53.6 3 1595.94 1.444 0.191 DHB2_MOUSE Estradiol 17-beta-dehydrogenase 2; 2;Testosterone 17-beta-dehydrogenase; 0.75-0.85
Histidine triad nucleotide-binding protein 2,
GARGAQVRGN AGVSDGSEVAKAQKAAPGGASPTIFSR N-ter +28.03 Da, K +28.03 Da 259 75.6 4 2642.60 0.333 0.082 HINT2_MOUSE mitochondrial; HINT-3; 0.25-0.75
VLLGTLPARA AHEDPVEKVIEGFSR N-ter +28.03 Da, K +28.03 Da 373 85.2 4 1768.07 0.918 0.024 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
Cytochrome c oxidase subunit 4 isoform 1, Cytochrome c oxidase polypeptide
RAISTSVCLR AHGSVVKSEDYAFPTYADRR N-ter +28.03 Da, K +28.03 Da 20.4 715 4 2324.32 -0.761 0.103 COX41_MOUSE mitochondrial; IV;Cytochrome c oxidase subunit IV isoform 1; 0.25-0.75
Cytochrome c oxidase subunit 4 isoform 1, Cytochrome c oxidase polypeptide
RAISTSVCLR AHGSVVKSEDYAFPTYADR N-ter +28.03 Da, K +28.03 Da 24.8 55.5 4 2168.17 0.029 0.006 COX41_MOUSE mitochondrial; IV;Cytochrome c oxidase subunit IV isoform 1; 0.25-0.75
SELLHSITLL AHLTGDTIIQGSATSLR N-ter +28.03 Da 49.9 62.6 3 1768.06 0.731 0.092 HIP1_MOUSE Huntingtin-interacting protein 1; Huntingtin-interacting protein I; 0.25-0.75
EAAGNKYVPR AILVDLEPGTMDSVR N-ter +28.03 Da 329 54.7 3 1642.95 2,118 0.356 TBB2A_MOUSE ~ TBB2B_MOUSE  Tubulin beta-2A chain; 0.85-1.00
PNFASPVITL AIPENTNIGSLFPIPLATDR N-ter +28.03 Da 45.8 42.9 3 2166.26 33 1.102 Q8CFX3_MOUSE  F7BJK1_MOUSE 0.85-1.00
AAAAAAASRI AIPGLAGAGNSVLLVSNLNPER N-ter +28.03 Da 58.6 48.1 3 2189.32 1.029 0.373 PTBP1_MOUSE Q92217_MOUSE  Polypyrimidine tract-binding protein 1; Heterogeneous nuclear ribonucleoprotein I; 0.25-0.75
Calcium-activated neutral proteinase small
subunit;Calcium-dependent protease small
subunit;Calcium-dependent protease small
AMRILGGVIS AISEAAAQYNPEPPPPR N-ter +34.06 Da 50.8 49.2 3 1841.04 0.111 0.014 CPNS1_MOUSE ~ D3YW48_MOUSE Calpain small subunit 1; subunit 1;Calpain regulatory subunit; 0.25-0.75
EFEQFLPMMQ AISNNKDQGGYEDFVEGLR N-ter +34.06 Da, K +34.06 Da 28.6 55.3 3 2179.24 0.496 0.102 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.25-0.75
IVEGLMTTVH AITATQKTVDGPSGKLWR N-ter +28.03 Da, K +28.03 Da 209 58.3 4 2012.26 -0.396 0.073 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.25-0.75
RVLLPEGGIT AIVEFLEPLEAR N-ter +28.03 Da 236 55.5 3 1413.87 3.377 0.468 RBM19_MOUSE Probable RNA-binding protein 19; RNA-binding motif protein 19; 0.85-1.00
Protein chuzhoi;Protein-tyrosine kinase
7;Pseudo tyrosine kinase receptor 7;Tyrosine-
LLPLLAGAQA AIVFIKEPSSQDALQGR N-ter +34.06 Da, K +34.06 Da 22.0 50.4 3 1926.22 2.501 0.376 PTK7_MOUSE Q3V2W2_MOUSE Inactive tyrosine-protein kinase 7; protein kinase-like 7; 0.85-1.00
PDLSKHNNHM AKVLTPDLYNKLR N-ter +34.06 Da, K +34.06 Da 19.7 58.9 4 1632.18 0.043 0.005 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.25-0.75
Beta-2-globin;Hemoglobin beta-2
AEKSAVSCLW AKVNPDEVGGEALGR N-ter +28.03 Da, K +28.03 Da 55.5 62.4 3 1566.93 1.895 0.148 HBB2_MOUSE Hemoglobin subunit beta-2; chain;Hemoglobin beta-minor chain; 0.85-1.00
LSNAEREVGK ALEGINNGITQAGR N-ter +28.03 Da 232 328 3 1440.82 0.322 0.023 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
MRYVASYLLA ALGGNSSPSAKDIKKILDSVGIEADDDR N-ter +28.03 Da, K +28.03 Da 29.5 89.7 4 2982.86 -2.396 0.504 RLA2_MOUSE 605 acidic ribosomal protein P2; 0.00-0.15
RQNKDLMELQ ALIDSHFEAR N-ter +34.06 Da 29.4 69.5 3 1191.73 -1.218 0.057 TNNT3_MOUSE ~ A2A6J0_MOUSE  Troponin T, fast skeletal muscle; Fast skeletal muscle troponin T; 0.15-0.25
MLAQSNPQLF ALIGTQANVTKELER N-ter +28.03 Da, K +28.03 Da 341 62.7 3 1698.07 1.367 0.196 SELO_MOUSE A4FUU9_MOUSE  Selenoprotein O; 0.75-0.85
Heparin-binding protein 44;Low density
lipoprotein receptor-related protein-associated
RKDAQMVHSN ALNEDTQDELGDPR N-ter +34.06 Da 28.0 56.9 3 1605.86 -0.396 0.047 AMRP_MOUSE F6SY0O9_MOUSE  Alpha-2-macroglobulin receptor-associated protein;  protein 1; 0.25-0.75
KNERVQKHLK ALTSELANAR N-ter +28.03 Da 40.3 29.0 2 1072.62 -1 0.06 MOES_MOUSE Moesin; Membrane-organizing extension spike protein; 0.15-0.25
UbcM4;Ubiquitin carrier protein L3;Ubiquitin-
KTDQVIQFFI ALVNDPQPEHPLR N-ter +28.03 Da 45.5 59.6 3 1512.90 2.198 0.321 UB2L3_MOUSE Ubiquitin-conjugating enzyme E2 L3; protein ligase L3; 0.85-1.00
Laminin B2 chain;Laminin-1 subunit
gamma;Laminin-10 subunit gamma;Laminin-11
subunit gamma;Laminin-2 subunit
gamma;Laminin-3 subunit gamma;Laminin-4
subunit gamma;Laminin-6 subunit
gamma;Laminin-7 subunit gamma;Laminin-8
subunit gamma;Laminin-9 subunit gamma;S-
LAAVAGCVRA AMDECADEGGRPQR N-ter +28.03 Da, C +57.02 Da 17.0 70.7 3 1618.80 -0.556 0.164 LAMC1_MOUSE ~ F8VQJ3_MOUSE  Laminin subunit gamma-1; laminin subunit gamma; 0.25-0.75
LALAFGLAHA AMEGPWKTVAIAADR N-ter +28.03 Da, K +28.03 Da 26.7 68.1 3 1671.00 2.409 0.209 A2AEN9_MOUSE  Q9D3H2_MOUSE 0.85-1.00
High mobility group nucleosome-binding domain- Nucleosome-binding protein 1;Nucleosome-
EPKRRSARLS AMPVPFTPELKPKR N-ter +28.03 Da, K +28.03 Da 20.1 64.2 4 1694.10 -0.837 0.045 HMGN5_MOUSE containing protein 5; binding protein 45;Protein GARPA45; 0.25-0.75
Carnitine deficiency-associated protein
EVDYSGLRVQ AMQISEKEDDDNEKR N-ter +28.03 Da, K +28.03 Da 25.1 85.2 4 1891.06 -0.599 0.136 CDV3_MOUSE Protein CDV3; 3;Tyrosine-phosphorylated protein 36; 0.25-0.75
Actin-binding protein 1;SH3 domain-containing
PREIFKQKER AMSTTSVTSSQPGKLR N-ter +28.03 Da, K +28.03 Da 47.9 61.0 3 1706.01 2.446 0.75 DBNL_MOUSE Drebrin-like protein; protein 7; 0.85-1.00
SPVSSGVNLF ANDGSFLELFKR N-ter +34.06 Da, K +34.06 Da 36.5 70.7 3 1463.94 -0.889 0.165 CS043_MOUSE Uncharacterized protein C190rf43 homolog; 0.25-0.75
QPISNVRAIQ ANINIPMGAFRPGAGQPPR N-ter +28.03 Da 24.4 51.8 3 1991.16 0.322 0.041 SMPX_MOUSE Small muscular protein; Stretch-responsive skeletal muscle protein; 0.25-0.75
NPEESIEDIY ANIPDLPSSYIPSR N-ter +34.06 Da 343 39.0 3 1562.91 -1.12 0.073 PALMD_MOUSE  Q3UVT7_MOUSE Palmdelphin; 0.15-0.25
CDIDIRKDLY ANNVMSGGTTMYPGIADR N-ter +28.03 Da 30.1 61.2 3 1881.99 -4.322 0.864 ACTS_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.00-0.15
SPSEIGPGMP ANQDTIFEGIGGPR N-ter +34.06 Da 61.3 326 2 1507.83 -2.556 0.15 CO5A1_MOUSE Collagen alpha-1(V) chain; 0.00-0.15
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Lon protease-like protein;Mitochondrial ATP-
DLSKVLFICT ANVIDTIPEPLR N-ter +28.03 Da 42.1 27.7 2 1364.80 0.433 0.032 LONM_MOUSE E9Q120_MOUSE  Lon protease homolog, mitochondrial; dependent protease Lon;Serine protease 15; 0.25-0.75
QSQWDKVKDF ANVYVDAVKDSGR N-ter +28.03 Da, K +28.03 Da 315 65.4 3 1448.86 0.766 0.099 APOA1_MOUSE  Q8BPD5_MOUSE Apolipoprotein A-I; Apolipoprotein Al; 0.25-0.75
M APAPPPAASFTPAEVQR N-ter +28.03 Da 49.4 46.4 3 1733.99 1.043 0.096 FA2H_MOUSE Fatty acid 2-hydroxylase; Fatty acid alpha-hydroxylase; 0.25-0.75
Carboxypeptidase C;Carboxypeptidase
N-ter +34.06 Da, K +34.06 Da, C L;Cathepsin A;Protective protein cathepsin
LLSWASRNEA APDQDEIDCLPGLAKQPSFR +57.02 Da 25.4 65.8 4 2324.36 1.74 0.089 PPGB_MOUSE A2A5J9_MOUSE  Lysosomal protective protein; A;Protective protein for beta-galactosidase; 0.75-0.85
HHSFYNELRV APEEHPTLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 30.7 70.8 4 2253.37 4.456 0.52 ACTA_MOUSE ACTC_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
HHTFYNELRV APEEHPVLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 43.4 74.6 4 2251.40 1714 0.136 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.75-0.85
Serine/threonine-protein phosphatase 6 catalytic
M APLDLDKYVEIAR N-ter +34.06 Da, K +34.06 Da 15.0 60.3 3 1570.04 -0.415 0.127 PPP6_MOUSE subunit; 0.25-0.75
QSKGQWLTLE APLDTINVHLR N-ter +34.06 Da 31.0 60.3 3 1281.84 -0.269 0.029 LYAG_MOUSE Lysosomal alpha-glucosidase; Acid maltase; 0.25-0.75
M APNVLASEPEIPKGIR N-ter +28.03 Da, K +28.03 Da 44.4 41.7 3 1746.08 2.007 0.195 KAD2_MOUSE Adenylate kinase 2, mitochondrial; ATP-AMP transphosphorylase 2; 0.85-1.00
VAGPQPAQTG APQGSLGEYLFER N-ter +34.06 Da 48.1 51.7 3 1499.86 1.531 0.085 FRIL1_MOUSE Q9CPX4_MOUSE  Ferritin light chain 1; Ferritin L subunit 1; 0.75-0.85
NAILVRYTQK APQVSTPTLVEAAR N-ter +28.03 Da 42.9 49.3 3 1466.88 031 0.068 ALBU_MOUSE Serum albumin; 0.25-0.75
PKTKKRPAPR APSASPLAIHASR N-ter +28.03 Da 414 70.8 3 1304.81 -0.474 0.033 MILK1_MOUSE MICAL-like protein 1; Molecule interacting with Rab13; 0.25-0.75
M APVEHVVADAGAFLR N-ter +28.03 Da 41.4 50.2 3 1578.93 -1.059 0.11 NOB1_MOUSE F6YBB8_MOUSE  RNA-binding protein NOB1; 0.15-0.25
LLATVWHGQG APVIEPSGPELVVEPGETVTLR N-ter +28.03 Da 54.8 49.8 3 2316.37 0.111 0.03 CSF1IR_MOUSE Q3TBH6_MOUSE Macrophage colony-stimulating factor 1 receptor; CSF-1 receptor;Proto-oncogene c-Fms; 0.25-0.75
ALG-2-interacting protein 1;ALG-2-interacting
DMTSKFLTAL AQDGVINEEALSVTELDR N-ter +28.03 Da 47.5 46.8 3 1986.08 3.882 0.635 PDC6I_MOUSE B8JIL8_MOUSE Programmed cell death 6-interacting protein; protein X;E2F1-inducible protein;Eig2; 0.85-1.00
LAQYREVAAF AQFGSDLDAATQQLLSR N-ter +28.03 Da 54.4 516 3 1848.03 1.395 0.117 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.75-0.85
HGYRVSDVDA AQGDSASKGPTTHSLYPQFLR N-ter +28.03 Da, K +28.03 Da 226 73.8 4 2316.36 1.546 0.148 E9Q934_MOUSE E9PUQ6_MOUSE 0.75-0.85
ITQQASMTSL AQGPGTTSAITFPEEQEDPR N-ter +34.06 Da 40.1 43.6 3 2164.14 -0.377 0.098 PRRC1_MOUSE Protein PRRC1; Proline-rich and coiled-coil-containing protein 1;  0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Serine/threonine-protein phosphatase 2A 65 kDa PP2A subunit A isoform PR65-alpha;PP2A
TIEHLLPLFL AQLKDECPEVR +57.02 Da 35.7 77.6 3 1399.82 -1.837 0.131 2AAA_MOUSE 2AAB_MOUSE regulatory subunit A alpha isoform; subunit A isoform R1-alpha; 0.00-0.15
Protein cypher;Protein oracle;Z-band
NLQSRSFRIL AQMTGTEYMQDPDEEALR N-ter +34.06 Da 49.3 53.1 3 2118.06 0.791 0.261 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.25-0.75
ATP-AMP transphosphorylase;Adenylate kinase
LARAPLCERI AQNFGLQHLSSGHLLR N-ter +28.03 Da 44.1 64.7 4 1805.09 1.118 0.149 KAD4_MOUSE A2ARF6_MOUSE denylate kinase i 4, hondrial; 3-like; 0.75-0.85
EERSVNCGTM AQPKNLEGYVGFANLPNQVYR N-ter +28.03 Da, K +28.03 Da 41.2 68.9 4 2433.45 0.239 0.03 E9Q9F5_MOUSE  SEPT7_MOUSE 0.25-0.75
Coiled-coil-helix-coiled-coil-helix domain-containing
MRAAPRRAPA AQPPAAAAPSAVGSPAAAPR N-ter +34.06 Da 59.1 45.5 3 1791.07 -1.837 0.525 CHCH2_MOUSE ~ B2RPU8_MOUSE protein 2, mitochondrial; 0.00-0.15
V-ATPase 31 kDa subunit;Vacuolar proton pump
MNQARLKVLR ARDDLITDLLNEAKQR N-ter +28.03 Da, K +28.03 Da 44.1 88.2 4 1926.22 2.604 0.364 VATE1_MOUSE V-type proton ATPase subunit E 1; subunit E 1; 0.85-1.00
SVQSGNLALA ASAAAVDAGMAMAGQSPVLR N-ter +28.03 Da 60.4 46.8 3 1901.04 0.832 0.131 PTBP1_MOUSE ~ Q922I7_MOUSE  Polypyrimidine tract-binding protein 1; Heterogeneous nuclear ribonucleoprotein I; 0.25-0.75
KQFPPILVVL ASAESEDDVEEAAKALR N-ter +28.03 Da, K +28.03 Da 40.2 56.5 3 1846.00 -0.089 0.016 CO6A5_MOUSE ~ CO6A6_MOUSE  Collagen alpha-5(VI) chain; Collagen alpha-1(XXIX) chain; 0.25-0.75
SPCLLPRVHL ASAFGSSTESLVAR N-ter +28.03 Da 66.0 33.6 2 1409.76 0.275 0.045 THEM5_MOUSE Thioesterase superfamily member 5; 0.25-0.75
RPRNYILSAS ASALWNDEVDKAEQELR N-ter +28.03 Da, K +28.03 Da 342 63.7 3 2029.14 1.96 0.307 SHLB2_MOUSE ~ A2AWI7_MOUSE  Endophilin-B2; SH3 domain-containing GRB2-like protein B2; 0.85-1.00
C-terminal LIM domain protein 1;Elfin;LIM
GKRHPYKMNL ASEPQEVLHIGSAHNR N-ter +28.03 Da 47.4 83.4 4 1772.04 2.379 0.22 PDLI1_MOUSE PDZ and LIM domain protein 1; domain protein CLP-36; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
KSPQVILVNM ASFPECTAAAIKAIR +57.02 Da 36.0 54.5 3 1660.99 0.239 0.045 RRFM_MOUSE Ribosome-recycling factor, mitochondrial; eleasing factor, mif ial; 0.25-0.75
ENAFSRSGGR ASGDKEAEGAPQVEAGKR N-ter +34.06 Da, K +34.06 Da 225 83.3 4 1901.23 1.491 0.578 Q8VCQ8_MOUSE E9QOM9_MOUSE 0.75-0.85
ARGAAVTRSM ASGGGVPTDEEQATGLER N-ter +28.03 Da 50.3 54.4 3 1800.95 0.696 0.06 COX5B_MOUSE ~ Q9D881_MOUSE Cytochrome c oxidase subunit 5B, mitochondrial; Cytochrome c oxidase polypeptide Vb; 0.25-0.75
Aldehyde dehydrogenase family 5 member
Succinate-semialdehyde dehydrogenase, AL;NAD(+) 1t succinic
EPAGTPRRSY ASGPGGLHADLLR N-ter +28.03 Da 38.0 67.5 3 1290.79 0.333 0.053 SSDH_MOUSE mitochondrial; dehydrogenase; 0.25-0.75
SASTSQSSRA ASIFGGAKPVDTAAR N-ter +28.03 Da, K +28.03 Da 27.3 46.0 3 1515.91 1.438 0.207 IF4B_MOUSE Q3TDD8_MOUSE  Eukaryotic translation initiation factor 4B; 0.75-0.85
QEVRCLERSY ASKPTLNEVVIVSAIR N-ter +28.03 Da, K +28.03 Da 48.3 59.3 3 1752.15 135 0.138 THIL_MOUSE Acetyl-CoA acetyltransferase, mitochondrial; Acetoacetyl-CoA thiolase; 0.75-0.85
SWNETFHARL ASLSEKPPAIDWAYYR N-ter +28.03 Da, K +28.03 Da 19.4 53.3 3 1922.10 -0.667 0.095 ATP5H_MOUSE B1ASE2_MOUSE  ATP synthase subunit d, mitochondrial; 0.25-0.75
PGPPGLGGNF ASQMSYGYDEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 44.3 64.8 4 2779.54 -1.737 0.174 CO1A1_MOUSE ~ F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
V-ATPase 13 kDa subunit 2;Vacuolar proton
M ASQTQGIQQLLQAEKR N-ter +28.03 Da, K +28.03 Da 34.8 34.8 3 1854.10 573 0.701 VATG2_MOUSE V-type proton ATPase subunit G 2; pump subunit G 2; 0.85-1.00
[Pyruvate dehydrogenase [lipoamide]] kinase isozyme
MKAARFVMRS ASSLSSASLVPR N-ter +28.03 Da 50.9 245 2 1201.70 -0.761 0.077 PDK4_MOUSE 4, mitochondrial; Pyruvate dehydrogenase kinase isoform 4; 0.25-0.75
CLVLAARHAS ASSTNLKDVLSNLIPKEQAR N-ter +34.06 Da, K +34.06 Da 18.1 76.5 4 2285.56 -1.218 0.255 CISY_MOUSE Citrate synthase, mitochondrial; 0.15-0.25
YVALDFENEM ATAASSSSLEKSYELPDGQVITIGNER N-ter +28.03 Da, K +28.03 Da 43.0 714 4 2878.66 1.496 0.133 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.75-0.85
IREGEVEVLK ATEMVEVGPEDDEVGAER N-ter +34.06 Da 53.3 50.2 3 1966.00 0.239 0.067 PTRF_MOUSE Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.25-0.75
IKKRLETYYN ATEPVISFYDKR N-ter +34.06 Da, K +34.06 Da 34.7 60.5 3 1492.95 -0.014 0.001 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.25-0.75
Acidic-type mitochondrial creatine
KRGTGGVDTA ATGSVFDISNLDR N-ter +28.03 Da 55.7 349 2 1421.76 3.429 0.493 KCRU_MOUSE Creatine kinase U-type, mitochondrial; kinase;Ubiquitous mitochondrial creatine kinase; 0.85 - 1.00
NWYKMGLQVL ATIEKIPFESAFR N-ter +28.03 Da, K +28.03 Da 23.8 60.3 3 1563.96 2.814 0.32 FACR2_MOUSE Fatty acyl-CoA reductase 2; Male sterility domain-containing protein 1; 0.85-1.00
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Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
VIQHRPSQQY ATLDVYNPFENR N-ter +34.06 Da 337 62.0 3 1471.84 0.202 0.028 SCAM3_MOUSE ~ Q3UXSO_MOUSE  Secretory carrier-associated membrane protein 3; 0.25-0.75
KHKKEKAVTI ATPATAAPAAVSAATTTSAQEEPAAAPEPR N-ter +34.06 Da 62.9 53.4 4 2839.59 -0.535 0.078 SRRM1_MOUSE ~ A2A8V8_MOUSE  Serine/arginine repetitive matrix protein 1; Plenty-of-prolines 101; 0.25-0.75
Germ cell lineage protein gercelin;Src-
HLAQGSETVQ ATPESLEVPEVTEDVDR N-ter +34.06 Da 341 58.5 3 1919.07 -2.737 0.547 AKA12_MOUSE A-kinase anchor protein 12; suppressed C kinase substrate; 0.00-0.15
GRRDSKSPTK ATPLPAEGKKNTLR N-ter +34.06 Da, K +34.06 Da 216 55.1 4 1597.13 -0.916 0.086 E41L2_MOUSE Band 4.1-like protein 2; Generally expressed protein 4.1; 0.25-0.75
Cargo selection protein TIP47;Mannose-6-
PLTEAELALI ATPPEDSDMASLQQQR N-ter +28.03 Da 517 49.0 3 1800.92 2.417 0.339 PLIN3_MOUSE Perilipin-3; phosphate receptor-binding protein 1; 0.85-1.00
100 kDa coated vesicle protein A;Adapter-
related protein complex 2 alpha-1
subunit;Adaptor protein complex AP-2 subunit
alpha-1;Alpha-adaptin A;Alphal-
adaptin;Clathrin assembly protein complex 2
alpha-A large chain;Plasma membrane adaptor
LSTVASTDIL ATVLEEMPPFPER N-ter +28.03 Da 353 58.0 3 1542.86 -0.12 0.013 AP2A1_MOUSE ~ AP2A2_MOUSE  AP-2 complex subunit alpha-1; HA2/AP2 adaptin alpha A subunit; 0.25-0.75
AMGGVAPQAL AVAASGPGSSFR N-ter +28.03 Da 37.2 324 2 1133.62 1.227 0.142 A2M_MOUSE D3YW52_MOUSE  Alpha-2-macroglobulin; Pregnancy zone protein; 0.75-0.85
SDTTTPIKLL AVAATAPPDAPNREEVFDER N-ter +28.03 Da 34.6 45.8 3 2182.17 27 0.357 VINC_MOUSE Vinculin; Metavinculin; 0.85-1.00
HQITHQAMVA AVASAAAGQQVPGFPTAPTR N-ter +28.03 Da 393 34.8 3 1924.08 0.014 0.002 Q3TDL4_MOUSE 0.25-0.75
ADEDALRKIR AVEEQIEYLQKK N-ter +28.03 Da, K +28.03 Da 14.1 54.2 3 1560.96 -1.556 0.229 BREIA_MOUSE E3 ubiquitin-protein ligase BRE1A; RING finger protein 20; 0.15-0.25
QKIGQPTLLL AVEEQYSCEYGSGR N-ter +34.06 Da, C +57.02 Da 48.8 53.6 3 1667.82 -1.152 0.23 E9PX16_MOUSE 0.15-0.25
IIPASTGAAK AVGKVIPELNGKLTGMAFR N-ter +28.03 Da, K +28.03 Da 344 82.9 4 2084.39 1.632 0.168 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.75-0.85
KMVEEIGVEL AVLDLPDLPEDELAR N-ter +28.03 Da 226 51.9 3 1692.98 0.227 0.023 HYOU1_MOUSE Hypoxia up-regulated protein 1; 140 kDa Ca(2+)-binding protein; 0.25-0.75
GPEPTTDCFV AVMHGETEGTVPGNALVVDPEKPFR N-ter +28.03 Da, K +28.03 Da 55.9 64.1 4 2705.56 2.141 0.325 EHD2_MOUSE EH domain-containing protein 2; 0.85-1.00
SSLLSPMSVN AVMKVIDPATATSVDLR N-ter +28.03 Da, K +28.03 Da 46.7 73.8 3 1842.16 2141 0.913 TCPD_MOUSE T-complex protein 1 subunit delta; A45;CCT-delta; 0.85-1.00
VLTGFGMTLC AVPIAQKSEPQSLSNEALMR N-ter +34.06 Da, K +34.06 Da 315 58.4 4 2236.38 1.043 0.157 Q542V8_MOUSE  D3Z3K5_MOUSE 0.25-0.75
TIAAPELLAC AVQEEWLDIPSKLDNR N-ter +28.03 Da, K +28.03 Da 51.5 68.3 3 1968.17 0.251 0.021 E9Q7D5_MOUSE 0.25-0.75
LSLEVQELQA AVRPLQLLGTCAELCR N-ter +34.06 Da, C +57.02 Da 62.0 712 3 1890.17 -0.136 0.022 Q8BTE6_MOUSE 0.25-0.75
MDIQGDPKYR AVSEQGVCTLEIR N-ter +28.03 Da, C +57.02 Da 28.4 389 3 1488.82 -0.713 0.047 MYBPH_MOUSE Myosin-binding protein H; H-protein; 0.25-0.75
LQSELMSLTL AVSKEKEEEETSPDTSIPR N-ter +28.03 Da, K +28.03 Da 25.9 77.0 4 2215.29 -0.786 0.081 E9Q7D5_MOUSE 0.25-0.75
Phosphatidylinositol-binding clathrin assembly
AASRATTLSN AVSSLASTGLSLTKVDER N-ter +34.06 Da, K +34.06 Da 48.1 52.8 3 1901.21 -0.184 0.029 PICA_MOUSE protein; Clathrin assembly lymphoid myeloid leukemia; 0.25-0.75
Di tin-like and CAM ki lik
VNVKTTSASR AVSSLATAKGGPSEVR N-ter +28.03 Da, K +28.03 Da 323 52.1 3 1584.97 1.718 0.397 DCLK1_MOUSE ~ Q8BRN4_MOUSE Serine/threonine-protein kinase DCLK1; 1;Doublecortin-like kinase 1; 0.75-0.85
Dynamin family member proline-rich carboxyl-
FISNPNSIIL AVTAANTDMATSEALKISR N-ter +28.03 Da, K +28.03 Da 65.8 49.5 3 2005.15 1.239 0.241 DNM1L_MOUSE E9PUD2_MOUSE Dynamin-1-like protein; terminal domain less;Dynamin-related protein 1; 0.75 - 0.85
N-ter +28.03 Da, K +28.03 Da, C
LWSAVGASNM AVVTCGSVVKLLNTR +57.02 Da 26.7 44.6 3 1672.05 -0.644 0.06 SDF2_MOUSE Stromal cell-derived factor 2; 0.25-0.75
IFGDYIERLW AYLTIEQLLEKR N-ter +28.03 Da, K +28.03 Da 41.3 61.8 3 1531.99 1322 0.233 ITIH3_MOUSE F6ZXJ7_MOUSE  Inter-alpha-trypsin inhibitor heavy chain H3; 0.75-0.85
ARNLGRVGTK CCTLPEDQR N-ter +28.03 Da, C +57.02 Da 33.8 41.6 2 1205.57 0.766 0.117 ALBU_MOUSE Serum albumin; 0.25-0.75
MEPYS CDTFVALPPATVGNR N-ter +34.06 Da, C +57.02 Da 30.6 52.4 3 1650.95 -1.12 0.049 SCRN3_MOUSE ~ A2AWQ9_MOUSE Secernin-3; 0.15-0.25
QAGRFHVNLL CGEEQGADAALHFNPR N-ter +28.03 Da, C +57.02 Da 74.5 733 3 1798.94 2.485 0.484 Q9CRB1_MOUSE LEG7_MOUSE 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
DDFAQFLDTC CKAADKDTCFSTEGPNLVTR +57.02 Da 29.9 73.8 4 235331 -0.12 0.033 ALBU_MOUSE Serum albumin; 0.25-0.75
GNSTHPMHSR CSPDPGLTALLSDHR N-ter +28.03 Da, C +57.02 Da 48.8 72.9 3 1665.94 1.433 0.175 HEMO_MOUSE Hemopexin; 0.75-0.85
KPTDGASSSN CVTDISHLVR N-ter +28.03 Da, C +57.02 Da 38.2 69.7 3 1226.73 1.395 0.244 NASP_MOUSE B1AU75_MOUSE Nuclear autoantigenic sperm protein; 0.75-0.85
AEFKAAFDMF DADGGGDISVKELGTVMR N-ter +34.06 Da, K +34.06 Da 43.0 47.0 3 1887.09 -6.644 0.001 TNNC2_MOUSE Troponin C, skeletal muscle; STNC; 0.00-0.15
Placental thrombin inhibitor;Proteinase inhibitor
FKLEENYNMN DALYKLGMTDAFGGR N-ter +34.06 Da, K +34.06 Da 349 56.4 3 1682.01 -1.889 0.28 SPB6_MOUSE F8WIV2_MOUSE  Serpin B6; 6; 0.00-0.15
LGVKSVQKLL DAVDTYIPVPTR N-ter +34.06 Da 22.7 50.0 3 1379.82 1.828 0.525 EFTU_MOUSE D3YVN7_MOUSE  Elongation factor Tu, mitochondrial; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C Elongation factor Tu;Eukaryotic elongation
ASGTTLLEAL DCILPPTRPTDKPLR +57.02 Da 231 52.9 4 1834.11 -2.12 0.184 EF1A1_MOUSE D3YZ68_MOUSE  Elongation factor 1-alpha 1; factor 1A-1; 0.00-0.15
LPLLARLSAG DCPCSEAALCQPIR N-ter +28.03 Da, C +57.02 Da 49.3 48.7 3 1703.83 0.496 0.183 DIAC_MOUSE Di-N-acetylchitobiase; 0.25-0.75
ESAAKDEAVF DDEVAPDAAAENCLAER N-ter +28.03 Da, C +57.02 Da 50.5 65.1 3 1872.94 -0.184 0.046 E9PVP1_MOUSE 0.25-0.75
94 kDa glucose-regulated protein;Endoplasmic
reticulum resident protein 99;Heat shock
protein 90 kDa beta member 1;Polymorphic
tumor rejection antigen 1;Tumor rejection
VLLTFGFVRA DDEVDVDGTVEEDLGKSR N-ter +34.06 Da, K +34.06 Da 57.1 48.7 3 2045.11 1.852 0.405 ENPL_MOUSE Endoplasmin; antigen gp96; 0.85-1.00
V-ATPase 31 kDa subunit;Vacuolar proton pump
QARLKVLRAR DDLITDLLNEAKQR N-ter +28.03 Da, K +28.03 Da 344 69.6 3 1699.03 0.454 0.146 VATE1_MOUSE V-type proton ATPase subunit E 1; subunit E 1; 0.25-0.75
AAGGGGGENY DDPHKTPASPVVHIR N-ter +34.06 Da, K +34.06 Da 30.7 71.7 4 1736.13 -1.218 0.113 HNRPL_MOUSE ~ E9Q8W8_MOUSE Heter 1s nuclear ril inL; 0.15-0.25
SHC-transforming protein A;Src homology 2
PPPCPGRELF DDPSYVNIQNLDKAR N-ter +28.03 Da, K +28.03 Da 44.3 61.3 3 1803.03 0.111 0.007 SHC1_MOUSE SHC-transforming protein 1; domain-containing-transforming protein C1; 0.25-0.75
Pyk2/RAFTK-associated protein;SKAP55
homolog;Src family-associated phosphoprotein
2;Src kinase-associated phosphoprotein 55-
related protein;Src-associated adapter protein
EDDEERGELY DDVDHPAAVSSPQR N-ter +28.03 Da 395 60.6 3 1520.81 -1.059 0.11 SKAP2_MOUSE Src kinase-associated phosphoprotein 2; with PH and SH3 domains; 0.15-0.25
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DVIRNAFACF DEEAIGTIQEDYLR N-ter +28.03 Da 345 56.8 3 1678.90 1.705 0.288 Q6ZWQ9_MOUSE 0.75-0.85
Myosin regulatory light chain 2-B, smooth
muscle isoform;Myosin regulatory light chain 20
DVIRNAFACF DEEATGTIQEDYLR N-ter +28.03 Da 337 49.9 3 1666.85 1.475 0.324 ML12B_MOUSE Myosin regulatory light chain 12B; kDa;Myosin regulatory light chain MRLC2; 0.75-0.85
47 kDa heat shock protein;Collagen-binding
KAVLSAEKLR DEEVHTGLGELLR N-ter +28.03 Da 33.8 45.8 3 1494.84 1.546 0.222 SERPH_MOUSE Serpin H1; protein;Serine protease inhibitor J6; 0.75-0.85
NADH dehydrogenase [ubiquinone] iron-sulfur protein Complex I-18 kDa;Complex I-AQDQ;NADH-
QTRDTQLITV DEKLDITTLTGVPEEHIKTR N-ter +34.06 Da, K +34.06 Da 27.3 84.4 4 2396.60 -0.578 0.069 NDUS4_MOUSE ~ E9QPX3_MOUSE 4, mitochondrial; ubiquinone oxidoreductase 18 kDa subunit; 0.25-0.75
NFASQMSYGY DEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 326 50.2 3 1892.10 -3.059 0.255 CO1A1_MOUSE ~ FBWGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.00-0.15
GSQAWHVWQQ DEPQSQWDKVKDFANVYVDAVKDSGR N-ter +34.06 Da, K +34.06 Da 335 822 4 3131.94 -3.644 0.911 APOA1_MOUSE  Q8BPD5_MOUSE Apolipoprotein A-I; Apolipoprotein Al; 0.00-0.15
SGFSGKGFKF DETEQALANER N-ter +28.03 Da 44.8 78.9 2 1302.71 -0.578 0.086 DDX46_MOUSE ~ FBWHR6_MOUSE Probable ATP-dependent RNA helicase DDX46; DEAD box protein 46; 0.25-0.75
YGKWYFEVMV DEVAPFLTAQATHLR N-ter +34.06 Da 24.4 45.0 4 1702.00 -2.556 0.301 E9PZQO_MOUSE 0.00-0.15
RLFYVGDGAN DFCPMGLLAGGDVAFPRR N-ter +34.06 Da, C +57.02 Da 28.2 384 3 2012.10 -2.322 0.464 PHOP1_MOUSE Phosphoett roline ph 0.00-0.15
67 kDa calelectrin;Annexin VI;Annexin-
6;Calphobindin-Il;Chromobindin-20;Lipocortin
ELKGTVCAAN DFNPDADAKALR N-ter +28.03 Da, K +28.03 Da 22.7 97.7 3 1387.85 -0.044 0.006 ANXA6_MOUSE ~ F8WIT2_MOUSE  Annexin A6; VI;Protein I1I;p68;p70; 0.25-0.75
SQASDSEGHS DFSEGQAVGAHR N-ter +28.03 Da 16.3 67.7 3 1300.70 -2.252 0.322 FILA_MOUSE F7BVV1_MOUSE Filaggrin; 0.00-0.15
3T3-L1 lipid-binding protein;Adipocyte lipid-
binding protein;Adipocyte-type fatty acid-
binding protein;Fatty acid-binding protein
N-ter +28.03 Da, K +28.03 Da, C 4;Myelin P2 protein homolog;P15;P2 adipocyte
GKSTTIKRKR DGDKLVVECVMKGVTSTR +57.02 Da 25.6 91.4 4 2077.28 0 0.001 FABP4_MOUSE Fatty acid-binding protein, adipocyte; protein;Protein 422; 0.25-0.75
One cut homeobox 3;Transcription factor
GLVAGMASLL D AA DFR N-ter +34.06 Da 24.6 52.4 3 1978.01 -2.474 0.825 ONEC3_MOUSE One cut domain family member 3; ONECUT-3; 0.00-0.15
VSSGVNLFAN DGSFLELFKR N-ter +28.03 Da, K +28.03 Da 259 73.6 3 1266.79 -0.252 0.087 CS043_MOUSE Uncharacterized protein C190rf43 homolog; 0.25-0.75
LGLLQSGIRA DGTEASCGAVIQPR N-ter +28.03 Da, C +57.02 Da 23.2 56.0 3 1487.79 2.036 0.293 PRSS8_MOUSE Q99L44_MOUSE  Prostasin; Channel-activating protease 1;Serine protease 8; 0.85 - 1.00
SASNRIIAAK DHASIQMINVAEVDR N-ter +28.03 Da 47.9 80.9 3 1611.90 0.454 0.099 RS21_MOUSE 40S ribosomal protein S21; 0.25-0.75
Phosphate transport protein;Solute carrier
ASSASAEFFA DIALAPMEAAKVR N-ter +28.03 Da, K +28.03 Da 40.5 58.1 3 1439.90 1.189 0.104 MPCP_MOUSE Phosphate carrier protein, mitochondrial; family 25 member 3; 0.75-0.85
KLPGRVAFGE DIDLPETFDAR N-ter +28.03 Da 44.0 20.7 2 1318.67 2.592 0.529 CATB_MOUSE Cathepsin B; Cathepsin B1; 0.85-1.00
LLLWFPGIKC DIKMTQSPSSMYASLGER N-ter +28.03 Da, K +28.03 Da 55.9 57.5 3 2056.12 -0.252 0.045 KV5A5_MOUSE ~ KV5A6_MOUSE  Ig kappa chain V-V region T1; 0.25-0.75
LLFWIPASRG DILLTQSPAILSVSPGER N-ter +28.03 Da 50.8 47.5 3 1923.16 -0.556 0.262 KV5A9_MOUSE Ig kappa chain V-V region L7; 0.25-0.75
RGLALRAVAR DIQEGADMLMVKPGLPYLDMVR N-ter +28.03 Da, K +28.03 Da 26.0 519 4 2546.43 3.437 1.304 HEM2_MOUSE Delta-aminolevulinic acid dehydratase; Porphobilinogen synthase; 0.85-1.00
LLLWFPGARC DIQMTQSPSSLSASLGER N-ter +28.03 Da 56.1 453 3 1934.03 -0.862 0.172 KV5A7_MOUSE KV5A8_MOUSE Ig kappa chain V-V region MOPC 41; 0.25-0.75
LSLLAARANA DISMEACCTDGNQMANQHR N-ter +28.03 Da, C +57.02 Da 533 59.7 4 2265.04 -0.074 0.02 FBLN1_MOUSE Fibulin-1; Basement-membrane protein 90; 0.25-0.75
Lectin mannose-binding 2;Vesicular integral-
LLLLLGPVAA DITDGNSEHLKR N-ter +28.03 Da, K +28.03 Da 242 70.0 3 1439.84 -0.044 0.006 LMAN2_MOUSE Vesicular integral-membrane protein VIP36; membrane protein 36; 0.25-0.75
MLLWLSGVEG DIVMTQSHKFMSTSVGDR N-ter +28.03 Da, K +28.03 Da 383 69.9 4 2094.17 -0.535 0.093 KV5A1_MOUSE Ig kappa chain V19-17; Ig kappa chain V-V region MPC11; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
QFLDTCCKAA DKDTCFSTEGPNLVTR +57.02 Da 373 46.5 3 1895.00 0.333 0.045 ALBU_MOUSE Serum albumin; 0.25-0.75
Acidic-type mitochondrial creatine
QQLIDDHFLF DKPVSPLLTAAGMAR N-ter +28.03 Da, K +28.03 Da 26.8 53.9 3 1581.98 0.163 0.009 KCRU_MOUSE A2ARP5_MOUSE  Creatine kinase U-type, mitochondrial; kinase;Ubiquitous mitochondrial creatine kinase; 0.25-0.75
Annexin I;Annexin-1;Calpactin Il;Calpactin-
2;Chromobindin-9;Lipocortin I;Phospholipase A2
NRVYREELKR DLAKDITSDTSGDFR N-ter +28.03 Da, K +28.03 Da 29.2 70.7 3 1695.95 -0.454 0.087 ANXA1_MOUSE  E9QA30_MOUSE Annexin Al; inhibitory protein;p35; 0.25-0.75
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
GKHVPRAVFV DLEPTVIDEVR N-ter +28.03 Da 41.5 224 2 1312.72 1.556 0.307 TBAIA_MOUSE  TBA1B_MOUSE Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.75-0.85
NADH dehydrogenase [ubiquinone] flavoprotein 3, Complex I-9kD;NADH-ubiquinone
HHDYNTYTFL DLNLDLSKFR N-ter +34.06 Da, K +34.06 Da 27.0 63.2 3 1287.86 -2.252 0.429 NDUV3_MOUSE  Q3U422_MOUSE mitochondrial; oxidoreductase 9 kDa subunit; 0.00-0.15
SPGEALIHLL DLPCTPPPPAPIPSVR N-ter +28.03 Da, C +57.02 Da 42.7 40.8 3 1740.99 3.342 0.26 AP1G2_MOUSE AP-1 complex subunit gamma-like 2; Gammaz2-adaptin; 0.85-1.00
ALANAAGHLD DLPGALSALSDLHAHKLR N-ter +28.03 Da, K +28.03 Da 313 69.4 4 1969.25 1.766 0.099 HBA_MOUSE Q91VB8_MOUSE  Hemoglobin subunit alpha; Alpha-globin;Hemoglobin alpha chain; 0.75-0.85
Leukemi; i gene protein;Leuk
associated phosphoprotein
p18;Metablastin;Oncoprotein
18;P otein p19;Prosolin;Protein
PRTLASPKKK DLSLEEIQKKLEAAEER N-ter +34.06 Da, K +34.06 Da 24.1 85.2 4 2102.41 0.422 0.063 STMN1_MOUSE  STMN2_MOUSE  Stathmin; Pr22;ppl17; 0.25-0.75
LTSESSRPTR DLSSSDLSTASKIVK N-ter +34.06 Da, K +34.06 Da 45.3 53.5 3 1652.10 0.585 0.113 A2M_MOUSE D3YW52_MOUSE  Alpha-2-macroglobulin; Pregnancy zone protein; 0.25-0.75
LTSESSRPTR DLSSSDLSTASK N-ter +28.03 Da, K +28.03 Da 47.0 343 2 1265.68 0.214 0.057 A2M_MOUSE D3YW52_MOUSE  Alpha-2-macroglobulin; Pregnancy zone protein; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
RKTRVSGEHM DLTTCPLAAGGQQEKLR +57.02 Da 25.0 59.6 4 1913.12 1.227 0.131 Q9D1B1_MOUSE 0.75-0.85
C-type lectin domain family 3 member
KAKKAANAKK DLVSSKMFEELKNR N-ter +28.03 Da, K +28.03 Da 21.2 78.2 4 1779.10 1.683 0.283 TETN_MOUSE Q8CFZ6_MOUSE  Tetranectin; B;Plasminogen kringle 4-binding protein; 0.75-0.85
IMKCDIDIRK DLYANNVMSGGTTMYPGIADR N-ter +28.03 Da 522 47.3 3 2273.15 4.723 1.255 ACTS_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.85-1.00
GAHHAFGQGR DMAETFDQGAHHAFGQGGR N-ter +34.06 Da 41.8 92.3 4 2065.12 0.496 0.134 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
KGKGRRNEKY DMVTDCSYTVAQVR N-ter +34.06 Da, C +57.02 Da 26.9 49.1 3 1677.87 -2.556 0.451 OLFL3_MOUSE Olfactomedin-like protein 3; 0.00-0.15
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DDEETTALVC DNGSGLVKAGFAGDDAPR N-ter +28.03 Da, K +28.03 Da 48.4 60.4 3 1802.00 -1.556 0.229 ACTC_MOUSE ACTS_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
DNGSGMCKAGFAGDDAPR +57.02 Da 24.1 109.9 3 1881.02 0 0.001 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
WPDARGIWHN DNKSFLVWVNEEDHLR N-ter +34.06 Da, K +34.06 Da 34.0 97.4 4 2068.30 -3.837 0.548 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
LPTSLLTLYL DNNKISNIPDEYFKR N-ter +34.06 Da, K +34.06 Da 25.0 58.6 4 1954.22 -1.218 0.085 LUM_MOUSE Lumican; Keratan sulfate proteoglycan lumican; 0.15-0.25
RETIRKYSNS DNVETIPNSGHMEEPR N-ter +34.06 Da 20.8 79.5 3 1858.02 -5.059 1.686 GP158_MOUSE Probable G-protein coupled receptor 158; 0.00-0.15
AVGKEQLVSK DPAKHSLLSAR N-ter +28.03 Da, K +28.03 Da 121 95.6 3 1249.83 1.202 0.146 E9Q6Y8_MOUSE Ubiquitin carboxyl-terminal hydrolase; 0.75-0.85
C1 esterase inhibitor;C1-inhibiting factor;Serpin
LLLAGDRAFS DPEATSHSTQDPLEAQAKSR N-ter +28.03 Da, K +28.03 Da 40.5 77.6 4 2223.25 0.824 0.116 IC1_MOUSE A2ATR8_MOUSE  Plasma protease C1 inhibitor; G1; 0.25-0.75
VPTANAALPA DPPASVVVGPVVVPR N-ter +28.03 Da 56.4 51.5 3 1514.96 -0.599 0.109 FETUA_MOUSE Alpha-2-HS-glycoprotein; Countertrypin;Fetuin-A; 0.25-0.75
Lysosomal acid alpha-
mannosidase;Mannosidase alpha class 2B
PTSYPEPSKL DPTSVTLKPMEIR N-ter +34.06 Da, K +34.06 Da 22.7 56.3 3 1554.00 0.251 0.025 MA2B1_MOUSE Lysosomal alpha-mannosidase; member 1;Mannosidase alpha-B; 0.25-0.75
LLVILPATGS DPVLCFTQYEESSGR N-ter +28.03 Da, C +57.02 Da 49.9 51.3 3 1814.91 -0.515 0.022 PROP_MOUSE Properdin; Complement factor P; 0.25-0.75
Carboxypeptidase C;Carboxypeptidase
N-ter +28.03 Da, K +28.03 Da, C L;Cathepsin A;Protective protein cathepsin
SWASRNEAAP DQDEIDCLPGLAKQPSFR +57.02 Da 45.9 59.8 3 2144.19 2.39 0.534 PPGB_MOUSE A2A5)9_MOUSE  Lysosomal protective protein; A;Protective protein for beta-galactosidase; 0.85-1.00
GLPGLAGLHG DQGAPGPVGPAGPR N-ter +34.06 Da 203 75.2 3 1308.80 -2.474 0.275 CO1A2_MOUSE ~ E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
denylate kinase 3;Adenylate kinase 3 alpha-lik
EIGVLAKTFI DQGKLIPDDVMTR N-ter +28.03 Da, K +28.03 Da 45.5 52.1 3 1542.89 0.084 0.015 KAD3_MOUSE GTP:AMP phosphotransferase, mitochondrial; 1 0.25-0.75
VATQSAQSFL DQHSHNLTPEER N-ter +34.06 Da 29.1 91.5 3 1495.86 -4.059 0.677 MACF1_MOUSE ~ B1ARU1_MOUSE Microtubule-actin cross-linking factor 1; Actin cross-linking family 7; 0.00-0.15
PAI1 RNA-binding protein 1;SERPINE1 mRNA-
EGIRRVGRRP DQQLQGDGKLIDR N-ter +34.06 Da, K +34.06 Da 20.8 57.1 3 1552.97 2.12 0.277 PAIRB_MOUSE Plasminogen activator inhibitor 1 RNA-binding protein; binding protein 1; 0.00-0.15
Alpha-1 protease inhibitor 4;Serine protease
DVQETDTSQK DQSPASHEIATNLGDFALR N-ter +28.03 Da 51.2 61.7 3 2069.15 0.651 0.195 A1AT4_MOUSE Alpha-1-antitrypsin 1-4; inhibitor 1-4;Serine protease inhibitor Ald; 0.25-0.75
Myosin regulatory light chain 2, skeletal muscle
EGSSNVFSMF DQTQIQEFKEAFTVIDONR N-ter +28.03 Da, K +28.03 Da 55.2 60.6 3 2365.34 -1.69 0.6 MLRS_MOUSE F6ULR7_MOUSE  isoform; Fast skeletal myosin light chain 2;MLC2F; 0.00-0.15
FEVLPEKADR DQYELLCLDNTR N-ter +28.03 Da, C +57.02 Da 329 60.0 3 1566.83 0.465 0.037 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
GAPGPAGASG DRGEAGAAGPSGPAGPR N-ter +34.06 Da 56.4 68.9 3 1555.90 -2.12 0.461 CO1A2_MOUSE ~ E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
GPVGPAGKNG DRGETGPAGPAGPIGPAGAR N-ter +34.06 Da 68.7 50.0 3 1837.06 -2 0.16 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(I) chain; Alpha-1 type | collagen; 0.00-0.15
Membrane-bound dipeptidase 1;Microsomal
FWSLLAICAS DSFRDQAVAIMR N-ter +28.03 Da 329 68.0 3 1435.82 0.029 0.003 DPEP1_MOUSE Dipeptidase 1; dipeptidase;Renal dipeptidase; 0.25-0.75
QTRGFVSDSS DSMDTGAGSIR N-ter +34.06 Da 29.1 84.9 2 1142.64 0.454 0.046 ATIF1_MOUSE Q9D879_MOUSE  ATPase inhibitor, mitochondrial; Inhibitor of F(1)F(0)-ATPase; 0.25-0.75
PRQPSPSQSS DSQVHSGVQVEGR N-ter +28.03 Da 44.7 71.9 3 1424.80 0.872 0.071 FILA_MOUSE F7BVV1_MOUSE  Filaggrin; 0.25-0.75
KVLQTRGFVS DSSDSMDTGAGSIR N-ter +28.03 Da 42.1 34.8 2 1425.65 0.299 0.036 ATIF1_MOUSE Q9D879_MOUSE  ATPase inhibitor, mitochondrial; Inhibitor of F(1)F(0)-ATPase; 0.25-0.75
Adipophilin;Adipose differentiation-related
VVTTTMAGAK DSVASTVSGVVDKTKGAVTGSVER N-ter +28.03 Da, K +28.03 Da 40.8 87.0 4 2432.52 9.949 9.953 PLIN2_MOUSE B1AXRS_MOUSE  Perilipin-2; protein; 0.85-1.00
P14;Procollagen COOH-terminal proteinase
enhancer 1;Type 1 procollagen C-proteinase
enhancer protein;Type | procollagen COOH-
DVEPDTYCRY DSVSVFNGAVSDDSKR N-ter +34.06 Da, K +34.06 Da 64.0 59.4 3 1750.02 -1.218 0.198 PCOC1_MOUSE  D3YZE3_MOUSE Procollagen C-endopeptidase enhancer 1; terminal proteinase enhancer; 0.15-0.25
QGVMVGMGQK DSYVGDEAQSKR N-ter +28.03 Da, K +28.03 Da 36.7 59.7 3 1409.76 3.339 0.61 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
TAGKHGDSLR DTKNEIAELTR N-ter +28.03 Da, K +28.03 Da 40.7 64.4 3 1344.81 0.043 0.007 K2C79_MOUSE Keratin, type Il cytoskeletal 79; Cytokeratin-79;Keratin-79;Type-Il keratin Kb38; ~ 0.25-0.75
CPPETSKSRR DTQSNELIEINPQTEGKVYTR N-ter +28.03 Da, K +28.03 Da 41.5 55.5 4 2490.40 -0.218 0.033 COGA1_MOUSE  A3KFV3_MOUSE Collagen alpha-1(XVI) chain; 0.25-0.75
LSLGFFFDRD DVALEGVGHFFR N-ter +28.03 Da 349 77.5 3 1373.82 1.077 0.255 FRIL1_MOUSE FRIL2_MOUSE Ferritin light chain 1; Ferritin L subunit 1; 0.75-0.85
PEEYVSPNSE DVGVEGPKGDPGPQGPR N-ter +34.06 Da, K +34.06 Da 36.9 56.9 3 1729.04 0.333 0.079 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.25-0.75
LTKYKKTLLG DVPVVADPTVPNVTVTR N-ter +28.03 Da 48.7 49.5 3 1806.08 1.091 0.353 GDIR2_MOUSE Rho GDP-dissociation inhibitor 2; D4;Rho-GDlI beta; 0.75-0.85
LVLILKGVQC DVQLVESGGGLVQPGGSR N-ter +28.03 Da 44.8 44.1 3 1782.01 -2.252 0.643 HVYM16_MOUSE Ig heavy chain V region MOPC 21; 0.00-0.15
Cold shock domain-containing protein A;Y-box
SVGDGETVEF DVVEGEKGAEAANVTGPDGVPVEGSR N-ter +34.06 Da, K +34.06 Da 51.6 59.0 4 2606.50 -1.786 0.308 DBPA_MOUSE F6TIF5S_MOUSE DNA-binding protein A; protein 3; 0.00-0.15
Elongation factor Tu;Eukaryotic elongation
TDKPLRLPLQ DVYKIGGIGTVPVGR N-ter +28.03 Da, K +28.03 Da 64.2 59.1 3 1586.01 -1.434 0.116 EF1A1_MOUSE EF1A2_MOUSE Elongation factor 1-alpha 1; factor 1A-1; 0.15-0.25
LVFAPVGVQS DWLSISLPHR N-ter +28.03 Da 349 68.8 3 1250.76 1.245 0.347 Q9EQY5_MOUSE  D3YYJ5_MOUSE 0.75-0.85
3T3-L1 lipid-binding protein;Adipocyte lipid-
binding protein;Adipocyte-type fatty acid-
binding protein;Fatty acid-binding protein
4;Myelin P2 protein homolog;P15;P2 adipocyte
WKLVSSENFD DYMKEVGVGFATR N-ter +28.03 Da, K +28.03 Da 47.0 58.5 3 1527.87 0.014 0.002 FABP4_MOUSE Fatty acid-binding protein, adipocyte; protein;Protein 422; 0.25-0.75
Major facilitator superfamily domain-containing
VLHFGIAVLY EACCVVLLLWLALFLSIQPR N-ter +28.03 Da, C +57.02 Da 24.8 333 4 2428.42 2.43 0.189 MFS6L_MOUSE protein 6-like; 0.85-1.00
Coiled-coil-helix-coiled-coil-helix domain-containing
GTASTRRVTF EADENENITVVKGIR N-ter +28.03 Da, K +28.03 Da 33.6 64.9 3 1742.03 -0.515 0.059 CHCH3_MOUSE ~ Q9D9P1_MOUSE protein 3, mitochondrial; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C Elongation factor Tu;Eukaryotic elongation
DGSASGTTLL EALDCILPPTRPTDKPLR +57.02 Da 40.2 68.0 4 2159.39 -1.556 0.046 EF1A1_MOUSE D3YZ68_MOUSE  Elongation factor 1-alpha 1; factor 1 A-1; 0.15-0.25
EGNASGVSLL EALDTILPPTRPTDKPLR N-ter +34.06 Da, K +34.06 Da 40.0 76.0 4 2100.42 -3.644 0.001 EF1A2_MOUSE B7ZBW3_MOUSE  Elongation factor 1-alpha 2; Eukaryotic elongation factor 1 A-2;Statin-S1; 0.00-0.15
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VLDPMYSTYL EALGIKEGTIPPEYR N-ter +28.03 Da, K +28.03 Da 324 53.0 3 1728.04 -0.089 0.003 ICAL_MOUSE Q921U7_MOUSE  Calpastatin; Calpain inhibitor; 0.25-0.75
FEGRRSRRRR EAPKVVEEQESR N-ter +28.03 Da, K +28.03 Da 31.8 63.4 3 1455.85 -0.234 0.019 CO4B_MOUSE Complement C4-B; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
DDWATLFTLL ECIGSGVKPPDALQATAR +57.02 Da 30.5 49.0 3 1925.10 1.832 0.206 Q6DFZ1_MOUSE 0.85-1.00
KAHDVCLLGP EDEEHSVIPQR N-ter +28.03 Da 249 85.1 3 1365.77 0.251 0.025 E9QPZ3_MOUSE 0.25-0.75
LGTPRLGVQG EDGLDFPEYDGVDR N-ter +34.06 Da 39.7 79.6 3 1659.88 -0.943 0.181 CASQ1_MOUSE  E9Q489_MOUSE Calsequestrin-1; Calsequestrin, skeletal muscle isoform; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
GTDIFTGKKY EDICPSTHNMDVPNIKR +57.02 Da 42.0 65.1 4 2081.14 -2.059 0.429 IF5A1_MOUSE IF5A2_MOUSE Eukaryotic translation initiation factor 5A-1; Eukaryotic initiation factor 5A isoform 1;elF-4D;  0.00 - 0.15
PKLPGRVAFG EDIDLPETFDAR N-ter +28.03 Da 35.8 522 3 1447.76 2.66 0.358 CATB_MOUSE Cathepsin B; Cathepsin B1; 0.85-1.00
GATALLTHGQ EDIPEVSCIHNGLR N-ter +28.03 Da, C +57.02 Da 58.2 69.6 3 1665.93 -1.837 0.262 CO1A1_MOUSE ~ FBWGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.00-0.15
TLTAVHDAIL EDLVFPSEIVGKR N-ter +34.06 Da, K +34.06 Da 45.5 62.5 3 1556.02 -0.535 0.085 RS7_MOUSE F6SVV1_MOUSE  40S ribosomal protein S7; 0.25-0.75
LGTLPARAAH EDPVEKVIEGFSR N-ter +34.06 Da, K +34.06 Da 29.7 60.4 3 1571.98 0.687 0.03 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
Enigma homolog;Enigma-like PDZ and LIM
HSDASKKRLI EDTEDWRPR N-ter +34.06 Da 17.7 70.1 3 1236.68 -2.396 0.252 PDLI5_MOUSE Q9CRA2_MOUSE  PDZ and LIM domain protein 5; domains protein; 0.00-0.15
TAKQTGHTLL EDYQIVERPQR N-ter +28.03 Da 249 75.4 3 1459.85 -1.152 0.077 SPG20_MOUSE Spartin; 0.15-0.25
ARQASRSTAY EDYYYHPPPR N-ter +34.06 Da 21.7 84.9 3 1369.77 -2.396 0.252 Q8VHMS5_MOUSE 0.00-0.15
2-phospho-D-glycerate hydro-lyase;Enolase
3;Muscle-specific enolase;Skeletal muscle
LAKYNQLMRI EEALGDKAVFAGR N-ter +34.06 Da, K +34.06 Da 215 60.4 3 1429.91 -2.837 0.203 ENOB_MOUSE Beta-enolase; enolase; 0.00-0.15
GHACTQKFSN EEIAMATVTALR N-ter +34.06 Da 45.7 313 2 1337.79 -1.12 0.097 ALDOA_MOUSE ~ ALDOC_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.15-0.25
EGGGAKFKKY EEIDNAPEER N-ter +28.03 Da 36.4 41.4 2 1228.61 -0.667 0.127 EFTU_MOUSE D3YVN7_MOUSE  Elongation factor Tu, mitochondrial; 0.25-0.75
MPCKI EEIKDFLLTAR N-ter +28.03 Da, K +28.03 Da 213 79.5 3 1389.90 -1.837 0.131 RL38_MOUSE 605 ribosomal protein L38; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C Protei ine g: ansferase B
LLILSGELYA EEKQCDFPTVENGR +57.02 Da 384 69.5 3 1763.94 -0.152 0.03 F13B_MOUSE B1AY02_MOUSE  Coagulation factor XIII B chain; chain;Transglutaminase B chain; 0.25-0.75
GRFHVNLLCG EEQGADAALHFNPR N-ter +28.03 Da 50.1 73.4 3 1581.87 2417 0.204 Q9CRB1_MOUSE LEG7_MOUSE 0.85-1.00
AKAP expressed in kidney and lung;Protein
WWNPPQEKTI EEQLDEEHLESHR N-ter +28.03 Da 21.8 74.8 4 1677.89 0.138 0.033 AKAP2_MOUSE ~ A2API8_MOUSE  A-kinase anchor protein 2; kinase A-anchoring protein 2; 0.25-0.75
ERGNPVIAQW EEVEDASEEAPLR N-ter +34.06 Da 57.2 33.1 2 1506.78 0.124 0.023 SRCA_MOUSE Sarcalumenin; 0.25-0.75
Isocitrate dehydrogenase [NAD] subunit gamma 1, Isocitric dehydrogenase subunit gamma;NAD(+)-
FRHACVPVDF EEVHVSSNADEEDIR N-ter +28.03 Da 55.9 58.0 3 1755.89 -0.304 0.075 IDHG1_MOUSE Q3TKM5_MOUSE  mitochondrial; specific ICDH subunit gamma; 0.25-0.75
Pleckstrin homology domain-containing family F Lyso: - i is-inducing protein
KYRSQHIIPL EEVTLEPLPETLQAKNR N-ter +34.06 Da, K +34.06 Da 58.7 52.6 3 2034.27 -1.644 0.206 PKHF1_MOUSE member 1; containing PH and FYVE domains; 0.00-0.15
TEEHHLRDYF EEYGKIDTIEIITDR N-ter +34.06 Da, K +34.06 Da 42.5 55.9 3 1862.14 -0.713 0.082 ROA2_MOUSE F6U106_MOUSE  Heter 1s nuclear ril ins A2/B1; 0.25-0.75
Myosin regulatory light chain 2, skeletal muscle
FSMFDQTQIQ EFKEAFTVIDQNR N-ter +34.06 Da, K +34.06 Da 41.6 66.8 3 1664.03 -1.434 0.271 MLRS_MOUSE F6ULR7_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.15-0.25
RLSLESEGAN EGATAAPELSALEEAFRR N-ter +28.03 Da 255 68.9 3 1945.12 -0.621 0.21 TPPP_MOUSE Tubulin polymerization-promoting protein; 0.25-0.75
TNVKENTIKF EGDFDFESANAQFNR N-ter +34.06 Da 317 96.6 3 1779.96 1.444 0.239 LS14B_MOUSE Q4KL69_MOUSE  Protein LSM14 homolog B; Protein FAM61B;RNA-associated protein 558; 0.75-0.85
GVSESQASDS EGHSDFSEGQAVGAHR N-ter +28.03 Da 49.4 77.7 4 1710.90 0.669 0.13 E9Q019_MOUSE  FILA_MOUSE 0.25-0.75
KKAGHPFMWN EHLGYVLTCPSNLGTGLR N-ter +28.03 Da, C +57.02 Da 49.2 716 3 2014.18 -2.474 0.412 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
MNHHLLLKQF EHLNHQNPNTFESR N-ter +28.03 Da 311 75.5 4 1749.95 1.637 0.458 NUCB2_MOUSE Nucleobindin-2; DNA-binding protein NEFA; 0.75-0.85
Heat shock 84 kDa;Tumor-specific
MGYMMAKKHL EINPDHPIVETLR N-ter +28.03 Da 39.5 58.6 3 1559.92 0.536 0.03 HS90B_MOUSE Q71LX8_MOUSE  Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.25-0.75
DPLNNLGRTL EIPGSSDPNIVPDGDFSSLVR N-ter +34.06 Da 389 44.4 3 223423 -2.837 1.013 CO4B_MOUSE Complement C4-B; 0.00-0.15
IILLFDAHKL EISDEFSEAIGALR N-ter +28.03 Da 38.0 64.1 3 1563.88 0.043 0.005 EHD2_MOUSE Q8R2X0_MOUSE  EH domain-containing protein 2; 0.25-0.75
Golgi peripheral membrane protein p65;Golgi
GEATWSGSEF EISFPDSPGAQAQADHLPR N-ter +28.03 Da 615 48.4 3 2063.11 1373 0.148 GORS1_MOUSE Golgi reassembly-stacking protein 1; reassembly-stacking protein of 65 kDa; 0.75-0.85
YPGIADRMQK EITALAPSTMKIKIIAPPER N-ter +28.03 Da, K +28.03 Da 336 783 4 2262.52 4.042 0.628 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
SGELHGLTTD EKFVEGVYR N-ter +28.03 Da, K +28.03 Da 28.4 69.7 3 1181.73 -0.862 0.063 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
KMGLQVLATI EKIPFESAFR N-ter +28.03 Da, K +28.03 Da 38.4 60.5 3 1278.77 2.067 0.153 FACR2_MOUSE Fatty acyl-CoA reductase 2; Male sterility domain-containing protein 1; 0.85-1.00
LLAVLPTTTA EKNGIDIYSLTVDSR N-ter +28.03 Da, K +28.03 Da 375 63.8 3 1765.04 -0.074 0.002 Q9DBK8_MOUSE Q8C7G9_MOUSE 0.25-0.75
Proline-arginine-rich end leucine-rich repeat
KLPSLAFLYM EKNQLEEVPSALPR N-ter +34.06 Da, K +34.06 Da 42.4 62.4 3 1677.08 0.189 0.03 PRELP_MOUSE Prolargin; protein; 0.25-0.75
ENELQIEQEN EKQLQDQLEEIR N-ter +28.03 Da, K +28.03 Da 19.4 85.3 4 1583.99 0.367 0.014 RASF8_MOUSE Ras association domain-containing protein 8; Carcinoma-associated protein HOJ-1 homolog; 0.25-0.75
FASQMSYGYD EKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 27.0 59.5 3 1777.09 -1.12 0.17 CO1A1_MOUSE  F8BWGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
AIPNLRENYG ELADCCTKQEPER +57.02 Da 20.1 70.4 3 1690.88 -0.377 0.088 ALBU_MOUSE Serum albumin; 0.25-0.75
Heat shock 84 kDa;Tumor-specific
FYSNKEIFLR ELISNASDALDKIR N-ter +28.03 Da, K +28.03 Da 59.5 65.4 3 1599.99 0.422 0.035 HS90B_MOUSE ENPL_MOUSE Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.25-0.75
YPETRNQFID ELMELEIFLSQR N-ter +28.03 Da 19.2 75.6 3 1534.92 1.795 0.191 CKSP3_MOUSE CDKS regulatory subunit-associated protein 3; 0.85-1.00
ASSSSLEKSY ELPDGQVITIGNER N-ter +28.03 Da 423 53.5 3 1567.90 0.411 0.028 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.25-0.75
QKKRQNKDLM ELQALIDSHFEAR N-ter +34.06 Da 46.8 62.2 3 1561.93 -1.286 0.063 TNNT3_MOUSE ~ A2A6J0_MOUSE  Troponin T, fast skeletal muscle; Fast skeletal muscle troponin T; 0.15-0.25
ELNREVATNS ELVQSGKSEISELR N-ter +28.03 Da, K +28.03 Da 26.4 55.7 3 1629.98 -0.644 0.091 K1C17_MOUSE K1C14_MOUSE Keratin, type | cytoskeletal 17; Cytokeratin-17;Keratin-17; 0.25-0.75
LGQQLNLNLL ENWDTLGSTVSQLQER N-ter +28.03 Da 40.6 58.0 3 1890.02 3.567 0.611 APOA1_MOUSE  Q8BPD5_MOUSE Apolipoprotein A-I; Apolipoprotein A1; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
DKLCAIPNLR ENYGELADCCTKQEPER +57.02 Da 40.5 58.8 3 2154.06 1.993 0.371 ALBU_MOUSE Serum albumin; 0.85-1.00
KKVVKGYSSP EPDIQDSSGSEAQSVKPSTRR N-ter +34.06 Da, K +34.06 Da 235 75.2 4 234139 -3.184 0.579 B9EJ86_MOUSE Oxysterol-binding protein; 0.00-0.15
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N-ter +28.03 Da, K +28.03 Da, C
KDCKEPKRER EQCCYNCGKPGHLAR +57.02 Da 27.7 79.7 4 1905.00 0.84 0.338 CNBP_MOUSE D3YYF6_MOUSE  Cellular nucleic acid-binding protein; Zinc finger protein 9; 0.25-0.75
LLWAAACAQS EQDFYDFKAVNIR N-ter +28.03 Da, K +28.03 Da 195 66.6 3 1699.97 -0.396 0.089 GPX7_MOUSE E9PVY3_MOUSE  Glutathione peroxidase 7; 0.25-0.75
Apolipoprotein J;Clustrin;Sulfated glycoprotein
LIWDNGMVLG EQEVSDNELQELSTQGSR N-ter +28.03 Da 59.0 46.0 3 2076.06 1124 0.201 CLUS_MOUSE E9Q9B8_MOUSE  Clusterin; 2; 0.75-0.85
KGKSCRTITF EQFQEALEELAKKR N-ter +34.06 Da, K +34.06 Da 29.5 83.1 4 1820.24 -1.69 0.218 TPPP_MOUSE Tubulin polymerization-promoting protein; 0.00-0.15
CW17;Mammalian branch point-binding
protein;Transcription factor ZFM1;Zinc finger
KRSRWNQDTM EQKTVIPGMPTVIPPGLTR N-ter +28.03 Da, K +28.03 Da 51.3 54.3 3 2089.31 -0.358 0.023 SFO1_MOUSE Q3U145_MOUSE  Splicing factor 1; gene in MEN1 locus;Zinc finger protein 162; 0.25-0.75
LQVFRQFVRH ESEVASSLVLER N-ter +28.03 Da 324 345 2 1345.76 5271 0.984 SSBP_MOUSE Q8R2K3_MOUSE  Single-stranded DNA-binding protein, mitochondrial; 0.85-1.00
MCAQLPNQVL ESISIIDTPGILSGAKQR N-ter +28.03 Da, K +28.03 Da 41.5 57.2 3 1940.21 2.021 0.309 EHD2_MOUSE Q8R2X0_MOUSE  EH domain-containing protein 2; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
VSEAGPAGAG ESKCPLMVKVLDAVR +57.02 Da 215 85.9 4 1828.19 0.669 0.017 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
Apoptosis inhibitor expressed by
macrophages;Apoptosis inhibitory 6;CT-2;SP-
LSIFVGSCFS ESPTKVQLVGGAHR N-ter +34.06 Da, K +34.06 Da 35.8 79.8 4 1546.05 -0.943 0.163 CD5L_MOUSE CDS5 antigen-like; alpha; 0.15-0.25
Interferon-induced, double-stranded RNA-
activated protein kinase inhibitor;Protein kinase
GRYTDATSKY ESVMKTEPSVAEYTVR N-ter +28.03 Da, K +28.03 Da 27.0 583 3 1881.07 -0.713 0.129 DNJC3_MOUSE Dna) homolog subfamily C member 3; inhibitor of 58 kDa; 0.25-0.75
HAFGQGRDMA ETFDQGAHHAFGQGGR N-ter +28.03 Da 222 83.7 4 1741.94 1.189 0.318 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.75-0.85
GPAGKNGDRG ETGPAGPAGPIGPAGAR N-ter +34.06 Da 39.0 46.0 3 1508.89 -0.152 0.01 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(I) chain; Alpha-1 type | collagen; 0.25-0.75
RRSGRLLTRW ETTSSIPEAGEGQIR N-ter +28.03 Da 315 47.2 3 1601.87 0.39 0.054 ISCA2_MOUSE Iron-sulfur cluster assembly 2 homolog, mitochondrial; HESB-like domain-containing protein 1; 0.25-0.75
VQGRDSRLVL EVAQHLGESTVR N-ter +28.03 Da 28.2 59.5 3 1352.79 1.753 0.182 ATPB_MOUSE ATP synthase subunit beta, mitochondrial; 0.75-0.85
LASLLLSGQA EVEDASEEAPLR N-ter +28.03 Da 38.2 63.1 3 1371.74 -0.434 0.029 SRCA_MOUSE Sarcalumenin; 0.25-0.75
SGTKVGIQLP EVELSVSTKK N-ter +34.06 Da, K +34.06 Da 243 58.3 3 1349.93 0.422 0.104 E9Q616_MOUSE E9Q1H8_MOUSE 0.25-0.75
FSRGLSNAER EVGKALEGINNGITQAGR N-ter +28.03 Da, K +28.03 Da 57.1 36.0 3 1882.10 -1.218 0.142 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.15-0.25
47 kDa heat shock protein;Collagen-binding
VLSAEKLRDE EVHTGLGELLR N-ter +28.03 Da 39.1 67.1 3 1250.78 0.151 0.014 SERPH_MOUSE Serpin H1; protein;Serine protease inhibitor J6; 0.25-0.75
TCKVEHDEQA EVIETHTVLVTEHQR N-ter +28.03 Da 25.1 54.9 3 1818.06 1.444 0.143 Q6F5F2_MOUSE 0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C
LTKLPGYPVK EVKCDMEVSCPEGYTCCR +57.02 Da 54.6 54.2 3 2335.07 1124 0.299 GRN_MOUSE Q3UIN4_MOUSE  Granulins; PC cell-derived growth factor;Proepithelin; 0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C
GAGFRPKVKR EVKVDCSEYLALSKR +57.02 Da 23.6 50.8 4 1880.10 -1.599 0.048 Q148R4_MOUSE Q8BM18_MOUSE 0.15-0.25
N-ter +34.06 Da, K +34.06 Da, C Mono(ADP-ribosyl)transferase 3;NAD(P)(+)--
VLMDIFQVKA EVLDMAENAFDDEYLKCKSR +57.02 Da 49.1 81.2 4 2534.49 -2.556 0.902 NAR3_MOUSE E9Q1U7_MOUSE  Ecto-ADP-ribosyltransferase 3; arginine ADP-ribosyltransferase 3; 0.00-0.15
LMAVWVIGINS EVQLQQSGAELVR N-ter +34.06 Da 41.4 41.5 3 1489.89 -0.599 0.073 HYM02_MOUSE Ig heavy chain V region 93G7; 0.25-0.75
TNCDLYEKLG EYGFQNAILVR N-ter +28.03 Da 40.6 32.0 2 1336.76 -1.322 0.165 ALBU_MOUSE Serum albumin; 0.15-0.25
RSFSTSVVRP FAKLVRPPVQVYGIEGR N-ter +34.06 Da, K +34.06 Da 303 60.5 4 1996.35 0.333 0.04 ATPO_MOUSE D3Z4J0_MOUSE  ATP synthase subunit O, mitochondrial; Oligomycin sensitivity conferral protein; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Pyruvate dehydrogenase E1 component subunit alpha,
ASRVLVASRN FANDATFEIKKCDLHR +57.02 Da 25.9 64.0 4 2048.18 0.345 0.052 ODPA_MOUSE somatic form, mitochondrial; PDHE1-A type |; 0.25-0.75
ELSCPLCLQL FDAPVTAECGHSFCR N-ter +28.03 Da, C +57.02 Da 46.8 55.0 3 1780.86 2.592 0.959 TRI72_MOUSE Tripartite motif-containing protein 72; Mitsugumin-53; 0.85-1.00
Cyclophilin A;Cyclosporin A-binding
MVNPTVF FDITADDEPLGR N-ter +28.03 Da 49.4 41.5 2 1375.72 1.245 0.231 PPIA_MOUSE E9Q1E3_MOUSE  Peptidyl-prolyl cis-trans isomerase A; protein;Rotamase A;SP18; 0.75-0.85
YEDFVEGLRV FDKEGNGTVMGAELR N-ter +34.06 Da, K +34.06 Da 433 70.6 3 1691.02 -1.837 0.262 MYL1_MOUSE MYL3_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.00-0.15
QQQLIDDHFL FDKPVSPLLLASGMAR N-ter +34.06 Da, K +34.06 Da 331 57.7 3 1769.16 -1 0.08 KCRM_MOUSE KCRB_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.15-0.25
26S proteasome regulatory subunit RPN5;26S
SVVLYVILAP FDNEQSDLVHR N-ter +28.03 Da 29.2 92.8 3 1386.78 -0.862 0.188 PSD12_MOUSE ~ B1AT36_MOUSE 26S proteasome non-ATPase regulatory subunit 12; proteasome regulatory subunit p55; 0.25-0.75
AEGSSNVFSM FDQTQIQEFKEAFTVIDQNR N-ter +34.06 Da, K +34.06 Da 60.0 64.3 4 2524.49 -1.515 0.563 F6EULR7_MOUSE ~ MLRS_MOUSE 0.15-0.25
TPKKQALYLM FDTPQESPVKSPPVR N-ter +28.03 Da, K +28.03 Da 324 49.8 3 1739.01 1.07 0.066 TACC2_MOUSE E9Q8T1_MOUSE  Transforming acidic coiled-coil-containing protein 2; 0.25-0.75
TEGVKGAKNF FEAKVQAINVSSR N-ter +34.06 Da, K +34.06 Da 283 50.4 3 1515.98 0.485 0.083 EFHD2_MOUSE ~ Q8C845_MOUSE  EF-hand domain-containing protein D2; Swiprosin-1; 0.25-0.75
DTEEYNLRDY FEKYGKIETIEVMEDR N-ter +34.06 Da, K +34.06 Da 30.2 74.3 4 2088.32 -1.837 0.262 ROA3_MOUSE A2AL12_MOUSE  Heter 1s nuclear ril in A3; 0.00-0.15
Heat shock 84 kDa;Tumor-specific
KAVKDLVVLL FETALLSSGFSLEDPQTHSNR N-ter +28.03 Da 393 70.2 4 2363.31 3.714 0.589 HS90B_MOUSE Q71LX8_MOUSE  Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.85-1.00
Metastasin;Metastatic cell
protein;PEL98;Placental calcium-binding
N-ter +28.03 Da, K +28.03 Da, C protein;Protein 18A2;Protein Mts1;5100 calcium-
LSCIAMMCNE FFEGCPDKEPR +57.02 Da 24.0 72.2 3 1436.78 0.299 0.029 S10A4_MOUSE D3YUT9_MOUSE  Protein S100-A4; binding protein A4; 0.25-0.75
Adapter-related protein complex 1 subunit beta-
1;Adaptor protein complex AP-1 subunit beta-
1;Beta-1-adaptin;Beta-adaptin 1;Clathrin
assembly protein complex 1 beta large
chain;Golgi adaptor HA1/AP1 adaptin beta
DESEGIGDSN FGAPSASVAAAPAPAR N-ter +28.03 Da 29.5 40.6 3 1467.84 3.398 0.587 AP1B1_MOUSE Q8CC13_MOUSE AP-1 complex subunit beta-1; subunit; 0.85-1.00
GGPKLPGRVA FGEDIDLPETFDAR N-ter +28.03 Da 313 60.7 3 1651.87 1373 0.191 CATB_MOUSE Cathepsin B; Cathepsin B1; 0.75-0.85
DEKLKKRKER FGIVTSSAGTGTTEDTEAKKR N-ter +28.03 Da, K +28.03 Da 46.0 73.8 4 2239.34 -0.644 0.091 SARNP_MOUSE SAP domain-containing ribonucleoprotein; Nuclear protein Hec-1; 0.25-0.75
EQALEDHFSS FGPISEVVVVKDR N-ter +34.06 Da, K +34.06 Da 34.8 53.0 3 1512.02 -1.474 0.205 RBM3_MOUSE Q8BG13_MOUSE Putative RNA-binding protein 3; RNA-binding motif protein 3; 0.15-0.25
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Cysteine-rich protein 3;LIM domain protein,
LYCKVCYAKN FGPTGIGFGGLTQQVEKK N-ter +28.03 Da, K +28.03 Da 21.0 55.8 3 2076.24 1.163 0.073 CSRP3_MOUSE Cysteine and glycine-rich protein 3; cardiac;Muscle LIM protein; 0.75-0.85
QYREVAAFAQ FGSDLDAATQQLLSR N-ter +28.03 Da 40.4 61.1 3 1648.94 -0.34 0.047 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
Proline-arginine-rich end leucine-rich repeat
TQICPNNLVA FHDFSSDLENVPHLR N-ter +28.03 Da 321 76.9 4 1840.03 2,511 0.396 PRELP_MOUSE Prolargin; protein; 0.85-1.00
NADH dehydrogenase [ubiquinone] 1 beta Complex I-ASHI;NADH-ubiquinone
GVVPLEARRA FHMTKDMLPGSYPR N-ter +28.03 Da, K +28.03 Da 337 72.8 4 1734.99 0.098 0.003 NDUB8_MOUSE  Q3V406_MOUSE  subcomplex subunit 8, mitochondrial; oxidoreductase ASHI subunit; 0.25-0.75
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
EVRTGTYRQL FHPEQLITGKEDAANNYAR N-ter +28.03 Da, K +28.03 Da 321 78.2 4 2229.29 1.531 0.164 TBAIA_MOUSE ~ TBA1B_MOUSE  Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.75-0.85
Myosin regulatory light chain 2, skeletal muscle
SMFDQTQIQE FKEAFTVIDQNR N-ter +28.03 Da, K +28.03 Da 44.4 59.6 3 152291 -1.218 0.198 MLRS_MOUSE F6ULR7_MOUSE  isoform; Fast skeletal myosin light chain 2;MLC2F; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
AVSFIPFMTF FKGFDLPEQEQCLKDYR +57.02 Da 35.0 76.9 4 2256.30 0.546 0.116 Q61635_MOUSE 0.25-0.75
Myosin regulatory light chain 2, skeletal muscle
PEGKGTIKKQ FLEELLTTQCDR N-ter +34.06 Da, C +57.02 Da 26.4 58.2 3 1557.88 -0.761 0.064 MLRS_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.25-0.75
DAPPNARLSF FLLEPGAETGLVSR N-ter +28.03 Da 48.7 50.6 3 1515.91 0.766 0.09 Q91XX1_MOUSE 0.25-0.75
EEFDARWVTY FNKPDIDAWELR N-ter +34.06 Da, K +34.06 Da 39.1 72.6 3 1570.99 -1.218 0.17 COX5A_MOUSE Cytochrome c oxidase subunit 5A, mitochondrial; Cytochrome c oxidase polypeptide Va; 0.15-0.25
GDKGDQGLAG FPGSPGEKGEKGSAGTPGMPGSPGPR N-ter +28.03 Da, K +28.03 Da 21.0 385 4 2522.36 1.753 0.208 CO4A1_MOUSE Collagen alpha-1(IV) chain; 0.75-0.85
EAASGALSMF FQGEETENEENLSSEKAGLDKR N-ter +28.03 Da, K +28.03 Da 443 68.8 4 2593.43 1.848 0.334 A2AIX1_MOUSE  E9QAT4_MOUSE 0.85-1.00
QASDSEGHSD FSEGQAVGAHR N-ter +28.03 Da 30.7 60.1 3 1185.66 3.446 1.201 FILA_MOUSE F7BVV1_MOUSE Filaggrin; 0.85-1.00
VLRPPGGGSN FSLGFDEPAEQPVR N-ter +28.03 Da 46.3 53.1 3 1618.88 0.496 0.049 HN1_MOUSE Hematological and neurological expressed 1 protein; 0.25-0.75
QLQDMGLIDL FSPEKSQLPGIVAGGR N-ter +28.03 Da, K +28.03 Da 28.0 63.8 3 1698.06 1.669 0.205 ANT3_MOUSE Antithrombin-IIl; Serpin C1; 0.75-0.85
MIASHMIACL FTELNQNQVQKVDQYLYHMR N-ter +28.03 Da, K +28.03 Da 343 80.5 4 2609.52 -0.059 0.003 HXK2_MOUSE Hexokinase-2; Hexokinase type II; 0.25-0.75
Calgizzarin;Endothelial monocyte-activating
polypeptide;Protein $100-C;S100 calcium-
LSFMNTELAA FTKNQKDPGVLDR N-ter +34.06 Da, K +34.06 Da 232 715 4 1619.10 1.422 0.239 S10AB_MOUSE F6SJ35_MOUSE  Protein S100-A11; binding protein A11; 0.75-0.85
90 kDa ribosomal protein S6 kinase 1;MAP
kinase-activated protein kinase 1a;Ribosomal S6
LLMTPCYTAN FVAPEVLKR N-ter +28.03 Da, K +28.03 Da 18.1 69.0 3 1113.77 0.401 0.039 KS6A1_MOUSE KS6A2_MOUSE Ribosomal protein S6 kinase alpha-1; kinase 1; 0.25-0.75
Thioredoxin domain-containing protein
10;Thioredoxin-related transmembrane protein
ILLDLAVCKG FVEDLNESFKDNR N-ter +28.03 Da, K +28.03 Da 29.8 69.7 3 1667.93 -0.396 0.031 TMX3_MOUSE Protein disulfide-isomerase TMX3; 3; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
LNVQNKNSSY FVEWIPNNVKTAVCDIPPR +57.02 Da 39.1 60.0 4 2310.36 4.915 0.43 TBB5_MOUSE TBB2A_MOUSE Tubulin beta-5 chain; 0.85-1.00
RYLSPKYIKM FVLDEADEMLSR N-ter +28.03 Da 41.1 42.4 2 1451.76 -0.252 0.048 IF4A1_MOUSE IF4A2_MOUSE Eukaryotic initiation factor 4A-I; ATP-dependent RNA helicase elF4A-1; 0.25-0.75
RTSTSAVPNL FVPLNTNPKEVQEMR N-ter +34.06 Da, K +34.06 Da 243 59.2 3 1869.16 -0.713 0.094 ADDA_MOUSE E9Q1K3_MOUSE  Alpha-adducin; Erythrocyte adducin subunit alpha; 0.25-0.75
KKTDLCPIYI FVQPPSLDVLEQR N-ter +28.03 Da 343 347 3 1554.89 0.678 0.038 KGUA_MOUSE Q564G0_MOUSE  Guanylate kinase; GMP kinase; 0.25-0.75
PSGKLWRDGH GAAQNIIPASTGAAKAVGK N-ter +28.03 Da, K +28.03 Da 38.1 53.4 3 1808.15 0.163 0.015 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.25-0.75
LLRGPPVARA GAGAVGAGPVVR N-ter +34.06 Da 44.1 222 2 1043.65 -0.434 0.053 Q6PE62_MOUSE 0.25-0.75
MSVFGKLF GAGGGKAGKGGPTPQEAIQR N-ter +28.03 Da, K +28.03 Da 337 84.9 4 1920.22 0.848 0.094 CHM4B_MOUSE Charged multivesicular body protein 4b; Chromatin-modifying protein 4b; 0.25-0.75
VLEVPALSLG GAIGSAHLKEEASGELR N-ter +34.06 Da, K +34.06 Da 27.4 70.0 4 1792.14 -1.943 0.149 SYNEM_MOUSE ~ F6VN34_MOUSE ~ Synemin; Desmuslin; 0.00-0.15
SMVAQAMGVY GALTKAPVPGAQNSSQSR N-ter +28.03 Da, K +28.03 Da 52.0 70.1 3 1824.11 -1.358 0.348 STML2_MOUSE Stomatin-like protein 2; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
STVTPGSSGK GANLPCPGKVGSAALR +57.02 Da 26.5 64.3 3 1623.00 0.251 0.027 TCOF_MOUSE Q05CSO_MOUSE  Treacle protein; Treacher Collins syndrome protein homolog; 0.25-0.75
RVAGPQPAQT GAPQGSLGEYLFER N-ter +34.06 Da 384 65.0 3 1556.91 1.945 0.232 FRIL1_MOUSE Q9CPX4_MOUSE  Ferritin light chain 1; Ferritin L subunit 1; 0.85-1.00
Adapter-related protein complex 1 subunit beta-
1;Adaptor protein complex AP-1 subunit beta-
1;Beta-1-adaptin;Beta-adaptin 1;Clathrin
assembly protein complex 1 beta large
chain;Golgi adaptor HA1/AP1 adaptin beta
ESEGIGDSNF GAPSASVAAAPAPAR N-ter +28.03 Da 25.2 36.4 3 1320.76 1.157 0.529 AP1B1_MOUSE  Q8CC13_MOUSE AP-1complex subunit beta-1; subunit; 0.75-0.85
TISLOMGTNK GASQAGMLAPGTR N-ter +28.03 Da 60.8 36.9 2 1243.68 0.098 0.012 CNN3_MOUSE Calponin-3; Calponin, acidic isoform; 0.25-0.75
GKSGGSGAGK GAVSAEQVIAGFNR N-ter +28.03 Da 314 54.2 3 1445.84 -0.12 0.012 PFD2_MOUSE F8WJ30_MOUSE  Prefoldin subunit 2; 0.25-0.75
DYKSAHKGFK GAYDAQGTLSKIFKLGGR N-ter +34.06 Da, K +34.06 Da 24.4 100.4 4 1983.40 -0.515 0.088 F7AOBO_MOUSE  F6RT34_MOUSE 0.25-0.75
TDLNPDNLQG GDDLDPNYVLSSR N-ter +34.06 Da 295 47.5 3 1483.81 -1.322 0.066 KCRM_MOUSE KCRB_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.15-0.25
2-phospho-D-glycerate hydro-lyase;Enolase
FTASAGIQVV GDDLTVTNPKR N-ter +34.06 Da, K +34.06 Da 317 513 3 1282.82 -3.644 0.456 ENOA_MOUSE ENOB_MOUSE Alpha-enolase; 1;Non-neural enolase; 0.00-0.15
QILGWGKMEN GDFPDTIQCADVHLVPR N-ter +28.03 Da, C +57.02 Da 53.7 65.5 3 1967.09 2.198 0.426 088301_MOUSE Q91Y82_MOUSE 0.85-1.00
Complex Ill subunit 6;Complex Il subunit
VIiI;Cytochrome c1 non-heme 11 kDa
protein;Mi ial hinge protein;Ubiquinol-
cytochrome c reductase complex 11 kDa
EDERKMLTGS GDPKEEEEEELVDPLTTVR N-ter +34.06 Da, K +34.06 Da 53.1 59.6 3 2252.30 -0.269 0.039 QCR6_MOUSE Cytochrome b-c1 complex subunit 6, mitochondrial;  protein; 0.25-0.75
VGAPGPAGAS GDRGEAGAAGPSGPAGPR N-ter +34.06 Da 36.0 61.9 3 1612.91 -2.184 1.092 CO1A2_MOUSE  E9Q6U9_MOUSE Collagen alpha-2(I) chain; Alpha-2 type | collagen; 0.00-0.15
PGPVGPAGKN GDRGETGPAGPAGPIGPAGAR N-ter +28.03 Da 58.5 69.9 3 1888.09 -2.837 0.608 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
GTPIDWGEQY GDSGDSGGGDSGGSPCPSEAATLTEKR +57.02 Da 53.0 67.0 4 2607.31 0.766 0.234 NIBL1_MOUSE Niban-like protein 1; Protein FAM129B; 0.25-0.75
DLNLKGSKVK GDVDISGPKLEGDIKVPR N-ter +34.06 Da, K +34.06 Da 16.5 65.3 4 1996.34 -0.811 0.071 E9Q616_MOUSE 0.25-0.75
IRNVKGPVQE GDVLTLLESER N-ter +28.03 Da 41.5 35.7 2 1258.72 -1.889 0.35 RS28_MOUSE D3YVD9_MOUSE  40S ribosomal protein S28; 0.00-0.15
SLTKYKKTLL GDVPVVADPTVPNVTVTR N-ter +28.03 Da 59.2 50.3 3 1863.10 0.367 0.111 GDIR2_MOUSE Rho GDP-dissociation inhibitor 2; D4;Rho-GDlI beta; 0.25-0.75
VLGVSEPVLA GDVSSCDNPSGTEPSGTNR N-ter +34.06 Da, C +57.02 Da 52.1 54.2 3 1969.96 0.956 0.33 Q9D140_MOUSE 0.25-0.75
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SLPQVELASF GEAGPEIVAPSAEGTAGSR N-ter +34.06 Da 36.3 326 3 1788.97 -1.218 0.34 PRAX_MOUSE QB6NVF7_MOUSE  Periaxin; 0.15-0.25

GPKLPGRVAF GEDIDLPETFDAR N-ter +28.03 Da 44.1 26.5 2 1504.74 2.328 0.185 CATB_MOUSE Cathepsin B; Cathepsin B1; 0.85-1.00

AGRFHVNLLC GEEQGADAALHFNPR N-ter +28.03 Da 74.0 75.2 3 1638.90 1.705 0.382 Q9CRB1_MOUSE LEG7_MOUSE 0.75-0.85

DLNFKGPKLK GEIDASVPEMEADLR N-ter +34.06 Da 411 58.4 3 1664.91 0.227 0.056 E9Q616_MOUSE 0.25-0.75

MSDN GELEDKPPAPPVR N-ter +28.03 Da, K +28.03 Da 41.9 60.7 3 1459.89 1.956 0.252 PAK2_MOUSE Serine/threonine-protein kinase PAK 2; Gamma-PAK;p21-activated kinase 2; 0.85-1.00

N-ter +34.06 Da, K +34.06 Da, C
SSLPDICYRC GESGHLAKDCDLQEDACYNCGR +57.02 Da 55.0 76.9 4 2622.36 -0.184 0.048 D3YYF6_MOUSE 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C

FVSEAGPAGA GESKCPLMVKVLDAVR +57.02 Da 26.0 96.9 4 1885.24 -0.201 0.007 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75

ACGSVTMSNP GESSFDLADR N-ter +28.03 Da 44.5 46.6 2 1123.57 0.367 0.031 SODE_MOUSE Extracellular superoxide dismutase [Cu-Zn]; 0.25-0.75

VGPAGKNGDR GETGPAGPAGPIGPAGAR N-ter +34.06 Da 45.2 375 3 1565.90 0.124 0.033 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.25-0.75
Metastasis inhibition factor NM23;NDPK-

A;Tumor metastatic process-associated

NVVKTGRVML GETNPADSKPGTIR N-ter +28.03 Da, K +28.03 Da 383 62.1 3 1497.87 1.93 1.185 NDKA_MOUSE NDKB_MOUSE Nucleoside diphosphate kinase A; protein;nm23-M1; 0.85-1.00

KGVVPLAGTN GETTTQGLDGLSER N-ter +28.03 Da 40.9 41.9 3 1490.78 -0.916 0.104 ALDOA_MOUSE ~ Q9CPQ9_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C

KDLKDYFTKF GEVVDCTIKMDPNTGR +57.02 Da 27.7 52.7 3 1859.05 -6.644 6.644 ROAA_MOUSE Q80XR6_MOUSE  Heter s nuclear ril in A/B; CArG-binding factor-A; 0.00-0.15
N-ter +34.06 Da, K +34.06 Da, C

KDLTEYLSRF GEVVDCTIKTDPVTGR +57.02 Da 41.5 54.5 3 1814.09 -3.322 0.997 HNRDL_MOUSE ~ FEVQH5_MOUSE  Heter: s nuclear ril in D-like; JKT41-binding protein; 0.00-0.15
N-ter +34.06 Da, K +34.06 Da, C

KDLKDYFSKF GEVVDCTLKLDPITGR +57.02 Da 24.4 44.0 3 1840.12 -2.059 0.429 HNRPD_MOUSE ~ E9Q5B6_MOUSE  Heter 1s nuclear ril in DO; AU-rich element RNA-binding protein 1; 0.00-0.15

DLHLKGPNVK GEYDVTVPR N-ter +28.03 Da 303 37.4 2 1062.57 -0.434 0.018 E9Q616_MOUSE F7BRM2_MOUSE 0.25-0.75

CDLYEKLGEY GFQNAILVR N-ter +28.03 Da 39.9 23.7 2 1044.63 -1.184 0.054 ALBU_MOUSE Serum albumin; 0.15-0.25
CDKN2A-interacting protein N-terminal-like

MV GGEASAAVEKLVSGVR N-ter +28.03 Da, K +28.03 Da 46.8 49.5 3 1584.96 -0.105 0.012 C2AIL_MOUSE CDKN2AIP N-terminal-like protein; protein; 0.25-0.75

KAAFDMFDAD GGGDISVKELGTVMR N-ter +34.06 Da, K +34.06 Da 28.1 74.8 3 1586.03 -0.184 0.033 TNNC2_MOUSE Troponin C, skeletal muscle; STNG; 0.25-0.75

N-ter +34.06 Da, K +34.06 Da, C
ETRANRAKRR GGGGHDALKGPNVCGSR +57.02 Da 27.0 75.2 4 1706.02 -0.515 0.059 FBN1_MOUSE A2AQ53_MOUSE  Fibrillin-1; 0.25-0.75
GGNFGFGDSR GGGGNFGPGPGSNFR N-ter +28.03 Da 54.8 50.1 3 1404.72 0.444 0.036 ROA2_MOUSE F6U106_MOUSE  Heter 1s nuclear ril ins A2/B1; 0.25-0.75
Mitotic spindle-associated MMXD complex subunit

A% GGGGSGGGLLENANPLIYER N-ter +28.03 Da 71.8 52.8 3 1958.09 0.263 0.031 MIP18_MOUSE F8WHV1_MOUSE MIP18; Protein FAM96B; 0.25-0.75

LQGFQLTHSL GGGTGSGMGTLLISKIR N-ter +28.03 Da, K +28.03 Da 46.3 53.6 3 1660.02 -2.12 0.184 TBB5_MOUSE TBB2A_MOUSE  Tubulin beta-5 chain; 0.00-0.15

SNIKAAWGKI GGHGAEYGAEALER N-ter +28.03 Da 58.7 82.5 3 1443.79 -0.69 0.089 HBA_MOUSE Q91VB8_MOUSE  Hemoglobin subunit alpha; Alpha-globin;Hemoglobin alpha chain; 0.25-0.75

YVASYLLAAL GGNSSPSAKDIKKILDSVGIEADDDR N-ter +28.03 Da, K +28.03 Da 327 87.6 4 2798.71 -5.059 3.373 RLA2_MOUSE 60S acidic ribosomal protein P2; 0.00-0.15

RAIEMERGNF GGSFAGSFGGAGGHAPGVAR N-ter +28.03 Da 60.5 68.5 3 1743.96 1.138 0.202 HNRPM_MOUSE  B8JK32_MOUSE  Heter 1s nuclear ril in M; 0.75-0.85
Cytokeratin-1B;Embryonic type Il keratin-

GFSSRSLYSL GGSKSIFGNLVGR N-ter +28.03 Da, K +28.03 Da 46.6 62.3 3 1346.85 0.766 0.054 K2C1B_MOUSE Keratin, type Il cytoskeletal 1b; 1;Keratin-77;Type-Il keratin Kb39; 0.25-0.75
Calcium-activated neutral proteinase small
subunit;Calcium-dependent protease small
subunit;Calcium-dependent protease small

GGGGTAMRIL GGVISAISEAAAQYNPEPPPPR N-ter +28.03 Da 43.4 46.1 4 2248.25 2.398 0.328 CPNS1_MOUSE ~ D3YWA48_MOUSE Calpain small subunit 1; subunit 1;Calpain regulatory subunit; 0.85-1.00

PQQQQAMTSSY GGYKEPAAPVSIQR N-ter +28.03 Da, K +28.03 Da 51.2 59.6 3 1527.93 -0.252 0.087 LASP1_MOUSE A2A6HO_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.25-0.75

IAHRIVAPGK GILAADESTGSIAKR N-ter +28.03 Da, K +28.03 Da 313 57.5 3 1543.95 -0.377 0.049 ALDOA_MOUSE ~ A6ZI44_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.25-0.75

PGQRGKQGDY GIPGYGQTGR N-ter +28.03 Da 11.2 75.1 2 1032.61 -1.358 0.035 CO6A5_MOUSE ~ E9Q1B5_MOUSE  Collagen alpha-5(VI) chain; Collagen alpha-1(XXIX) chain; 0.15-0.25

NIKRNDFQLI GIQDGYLSLLQDSGEVR N-ter +28.03 Da 55.9 57.9 1877.06 -1.644 0.411 IF5A1_MOUSE Eukaryotic translation initiation factor 5A-1; Eukaryotic initiation factor 5A isoform 1;elF-4D;  0.00 - 0.15

LSVPCILGON GISDVVKVTLTPEEEAR N-ter +34.06 Da, K +34.06 Da 347 513 1910.20 -1.644 0.257 LDHA_MOUSE L-lactate dehydrogenase A chain; LDH muscle subunit; 0.00-0.15

MD GIVPDIAVGTKR N-ter +28.03 Da, K +28.03 Da 305 515 3 1280.85 0.401 0.052 PTBP1_MOUSE ~ Q922I7_MOUSE  Polypyrimidine tract-binding protein 1; Heterogeneous nuclear ribonucleoprotein I; 0.25-0.75

EKLKKRKERF GIVTSSAGTGTTEDTEAKKR N-ter +28.03 Da, K +28.03 Da 41.9 75.6 4 2092.26 -0.862 0.235 SARNP_MOUSE SAP domain-containing ribonucleoprotein; Nuclear protein Hec-1; 0.25-0.75

TVLSRAIAEL GIYPAVDPLDSTSR N-ter +28.03 Da 42.6 52.1 3 1517.85 3.326 0.793 ATPB_MOUSE ATP synthase subunit beta, mitochondrial; 0.85-1.00

M GKDYYQTLGLAR N-ter +34.06 Da, K +34.06 Da 36.2 53.7 3 1451.92 1.151 0.145 DNJB1_MOUSE DnaJ homolog subfamily B member 1; Heat shock 40 kDa protein 1; 0.75-0.85

YNLRDYFEKY GKIETIEVMEDR N-ter +34.06 Da, K +34.06 Da 249 66.4 3 1486.93 -1.889 0.21 ROA3_MOUSE A2AL12_MOUSE  Heter s nuclear ril in A3; 0.00-0.15
Beta-1-globin;Hemoglobin beta-1

AEKAAVSCLW GKVNSDEVGGEALGR N-ter +28.03 Da, K +28.03 Da 51.8 63.5 3 1542.90 0.275 0.041 HBB1_MOUSE Hemoglobin subunit beta-1; chain;Hemoglobin beta-major chain; 0.25-0.75

IRTKVMDVHD GKVVSTHEQVLR N-ter +28.03 Da, K +28.03 Da 215 57.8 3 1407.90 -1.218 0.283 K1C14_MOUSE Keratin, type | cytoskeletal 14; Cytokeratin-14;Keratin-14; 0.15-0.25

VTVVRNLETY GLDPCSVAAILQQR N-ter +28.03 Da, C +57.02 Da 375 515 3 1554.90 -0.029 0.003 EIF2D_MOUSE E9PUG7_MOUSE  Eukaryotic translation initiation factor 2D; Ligatin; 0.25-0.75
Macrophage 23 kDa stress protein;Osteoblast-
specific factor 3;Thioredoxin peroxidase

PWINTPKKQG GLGPMNIPLISDPKR N-ter +28.03 Da, K +28.03 Da 39.3 68.2 3 1663.06 1.057 0.056 PRDX1_MOUSE ~ B1AXW6_MOUSE Peroxiredoxin-1; 2;Thioredoxin-dependent peroxide reductase 2;  0.25-0.75

MFGGLSSWL GLKPPEGAAAEGEEPPSR N-ter +28.03 Da, K +28.03 Da 45.1 63.0 3 1847.06 3.108 0.328 SYAP1_MOUSE Synapse-associated protein 1; 0.85-1.00
GCS heavy chain;Gamma-ECS;Gamma-

M GLLSQGSPLSWEETQR N-ter +28.03 Da 52.8 51.8 3 1815.01 -0.044 0.005 GSH1_MOUSE Glutamate--cysteine ligase catalytic subunit; glutamylcysteine synthetase; 0.25-0.75

M GLPKGPEGQGLPEVETR N-ter +28.03 Da, K +28.03 Da 41.4 36.6 3 1819.05 0.791 0.046 CCD93_MOUSE  E9Q9A4_MOUSE  Coiled-coil domain-containing protein 93; 0.25-0.75

N-ter +34.06 Da, K +34.06 Da, C

QPRGSLRSVR GLSAPSCPGLDDKTEASAR +57.02 Da 53.8 50.9 3 1999.13 2,118 0.556 PLIN1_MOUSE Perilipin-1; Lipid droplet-associated protein;Perilipin A; 0.85-1.00

ERRRQLAEKY GLTLDPEADSEYLSR N-ter +34.06 Da 53.4 46.4 3 1698.93 -0.089 0.016 SVIL_MOUSE Q8KA4L2_MOUSE  Supervillin; Archvillin;p205/p250; 0.25-0.75

KGYMRPTKSR GLTPDLPKSASQER N-ter +34.06 Da, K +34.06 Da 282 60.9 3 1566.00 -1.737 0.116 F7CK47_MOUSE Microtubule-associated protein; 0.00-0.15
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-

RAFVHWYVGE GMEEGEFSEAR N-ter +28.03 Da 45.9 38.6 2 1268.58 0.189 0.028 TBAIA_MOUSE ~ TBA1B_MOUSE  Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.25-0.75

Page 10



Table S11, Tholen et al.

Precursor  Fold change
. " . . e . Mass error FC-error of . . . . )
Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
N-ter +28.03 Da, K +28.03 Da, C
PETLFQPSFI GMESAGIHETTYNSIMKCDIDIR +57.02 Da 34.2 74.5 4 2696.46 4.469 1.736 ACTA_MOUSE ACTC_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
GRPRHQGVMV GMGQKDSYVGDEAQSKR N-ter +34.06 Da, K +34.06 Da 47.3 69.1 4 1957.18 0.227 0.056 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
LAGLVFVSEA GPAGAGESKCPLMVKVLDAVR +57.02 Da 26.7 76.5 4 2238.39 0.163 0.001 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
AGKHGNRGEP GPAGSVGPVGAVGPR N-ter +28.03 Da 48.8 25.4 2 1304.75 0.111 0.009 CO1A2_MOUSE  E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.25-0.75
PGLPGEKGHD GPIGPPGIGLPGPPGPR N-ter +34.06 Da 20.6 59.2 3 1569.02 -3.644 0.456 B1AVK5_MOUSE E9Q511_MOUSE 0.00-0.15
SMPDVDLHLK GPNVKGEYDVTVPR N-ter +34.06 Da, K +34.06 Da 20.1 59.6 3 1598.01 -0.152 0.01 E9Q616_MOUSE  F7BRM2_MOUSE 0.25-0.75
A18 hnRNP;Glycine-rich RNA-binding protein
QALEQVFSKY GQISEVVVVKDR N-ter +34.06 Da, K +34.06 Da 28.4 52.4 3 1395.94 0.367 0.054 CIRBP_MOUSE D3YUBO_MOUSE  Cold-inducible RNA-binding protein; CIRP; 0.25-0.75
Basement-membrane protein
40;0steonectin;Secreted protein acidic and rich
MYIFPVHWQF GQLDQHPIDGYLSHTELAPLR N-ter +34.06 Da 38.7 77.2 4 2393.44 -1.089 0.046 SPRC_MOUSE Q5NCU4_MOUSE  SPARC; in cysteine; 0.15-0.25
Kip1 ubiquitination-promoting complex protein
FQLRSICYLL GQPEPLAPGTTLPAPDR N-ter +28.03 Da 333 43.4 3 1743.99 0 0.001 RN123_MOUSE ~ QO5CH9_MOUSE  E3 ubiquitin-protein ligase RNF123; 1;RING finger protein 123; 0.25-0.75
Syndet;Vesicle-membrane fusion protein SNAP-
VSKQPSRITN GQPQQTTGAASGGYIKR N-ter +28.03 Da, K +28.03 Da 40.9 57.1 3 1775.03 0.163 0.032 SNP23_MOUSE ~ Q9D3L3_MOUSE = Synaptosomal-associated protein 23; 23; 0.25-0.75
Branched-chain alpha-keto acid dehydrogenase
complex component E2;Dihydrolipoamide
acetyltransferase component of branched-chain
alpha-keto acid dehydrogenase
Lipoamide acyltransferase of - ihydroli i chain
chain alpha-keto acid dehydrogenase complex, transacylase;Dihydrolipoyllysine-residue (2-
HSLRTAAVLQ GQVVQFKLSDIGEGIR N-ter +34.06 Da, K +34.06 Da 39.0 46.6 3 1813.16 0.202 0.025 ODB2_MOUSE mitochondrial; methylpropanoyl)transferase; 0.25-0.75
EGPVGLPGID GRPGPIGPAGPR N-ter +34.06 Da 28.0 58.2 3 1164.76 -2.474 0.275 CO1A2_MOUSE ~ E9Q6U9_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
YREVAAFAQF GSDLDAATQQLLSR N-ter +28.03 Da 347 50.0 3 1501.85 -0.535 0.062 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
DYSQQGHVSS GSEVTQCCQTDLCNER N-ter +28.03 Da, C +57.02 Da 383 47.9 3 1983.90 5.35 1.34 LY6D_MOUSE Lymphocyte antigen 6D; Thymocyte B-cell antigen; 0.85-1.00
EETTALVCDN GSGLVKAGFAGDDAPR N-ter +28.03 Da, K +28.03 Da 41.5 59.8 3 1572.92 -1.12 0.243 ACTC_MOUSE ACTS_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.15-0.25
HPTSPPRPPG GSIITVYPKEIR N-ter +28.03 Da, K +28.03 Da 48.7 53.8 3 1430.93 0.536 0.074 MA2B2_MOUSE Epidi is-specific alph: id; Mannosidase alpha class 2B member 2; 0.25-0.75
GGRPAMEPGN GSLDLGGDAAGR N-ter +34.06 Da 56.1 24.0 2 1121.62 2.759 0.11 HNRPU_MOUSE Heter 1s nuclear ril in U; Scaffold attachment factor A; 0.85-1.00
M GSSQSVEIPGGGTEGYHVLR N-ter +28.03 Da 63.9 49.9 3 2057.12 0.757 0.108 GORS2_MOUSE ~ A2ATI8_MOUSE  Golgi reassembly-stacking protein 2; Golgi reassembly-stacking protein of 55 kDa; 0.25-0.75
Heparin-binding protein 44;Low density
lipoprotein receptor-related protein-associated
RLRKVSHQGY GSTTEFEEPR N-ter +34.06 Da 38.4 40.2 2 1185.62 -0.667 0.095 AMRP_MOUSE F6WMD1_MOUSE Alpha-2-macroglobulin receptor-associated protein; protein 1; 0.25-0.75
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
GDHSTPPSAY GSVKPYTNFDAER N-ter +28.03 Da, K +28.03 Da 46.9 68.7 3 1538.88 -0.599 0.118 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
AFSLFDKDGD GTITTKELGTVMR N-ter +28.03 Da, K +28.03 Da 24.8 49.0 3 1461.89 -3.837 0.548 CALM_MOUSE Q3UKW2_MOUSE Calmodulin; 0.00-0.15
SVCVVHLRNL GTLDNPSSLDETAYER N-ter +34.06 Da 43.4 50.7 3 1800.95 0.138 0.021 FRDA_MOUSE E9Q2P9_MOUSE  Frataxin, mitochondrial; 0.25-0.75
RKNKMASNIF GTPEENPPSWAKSAGSKSSGGR N-ter +28.03 Da, K +28.03 Da 223 72.8 4 2270.29 -0.184 0.008 HN1_MOUSE Hematological and neurological expressed 1 protein; 0.25-0.75
TIDCDVITLM GTPSGTAEPYDGTKAR N-ter +28.03 Da, K +28.03 Da 42.6 64.8 3 1662.93 2.011 0.444 BSDC1_MOUSE BSD domain-containing protein 1; 0.85-1.00
QEFQHYPAMG GVAPQALAVAASGPGSSFR N-ter +34.06 Da 61.1 50.8 3 1776.07 -0.943 0.218 A2M_MOUSE D3YW52_MOUSE  Alpha-2-macroglobulin; Pregnancy zone protein; 0.15-0.25
KNKKGSELWL GVDALGLNIYEQNDR N-ter +34.06 Da 40.2 30.0 3 1709.93 1333 0.074 MOES_MOUSE Moesin; Membrane-organizing extension spike protein;  0.75-0.85
Annexin I;Annexin-1;Calpactin Il;Calpactin-
2;Chromobindin: pocortin |;Phospholipase A2
AALHKAIMVK GVDEATIIDILTKR N-ter +28.03 Da, K +28.03 Da 56.8 68.9 3 1599.04 0.911 0.296 ANXA1_MOUSE  E9QA30_MOUSE Annexin Al; inhibitory protein;p35; 0.25-0.75
LDHGRTLREQ GVEEHETLLLR N-ter +34.06 Da 30.7 711 3 1328.85 -0.811 0.057 TLN1_MOUSE A2AIM2_MOUSE  Talin-1; 0.25-0.75
12.6 kDa FK506-binding protein;FK506-binding
M GVEIETISPGDGR N-ter +28.03 Da 285 72.7 3 1356.79 0.251 0.013 FKB1B_MOUSE Peptidyl-prolyl cis-trans isomerase FKBP1B; protein 1 FKBP12.6;Rs 0.25-0.75
SGNRLDGKKK GVEPSPSPIKPGDIKR N-ter +28.03 Da, K +28.03 Da 21.2 66.9 4 1760.14 -0.286 0.014 UFD1_MOUSE Ubigquitin fusion degradation protein 1 homolog; 0.25-0.75
Elongation factor Tu;Eukaryotic elongation
ADCAVLIVAA GVGEFEAGISKNGQTR N-ter +34.06 Da, K +34.06 Da 39.1 68.9 3 1717.06 -1.396 0.11 EF1A1_MOUSE EF1A2_MOUSE Elongation factor 1-alpha 1; factor 1A-1; 0.15-0.25
AVPVFDLLIL GVGPDGHTCSLFPDHPLLQER N-ter +28.03 Da, C +57.02 Da 433 82.9 4 2359.33 2.163 0.304 6PGL_MOUSE Q8CBG6_MOUSE  6-phosphogluconolactonase; 0.85-1.00
PSIVGRPRHQ GVMVGMGQKDSYVGDEAQSKR N-ter +28.03 Da, K +28.03 Da 43.4 72.2 4 232531 0.111 0.017 ACTB_MOUSE ACTA_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
VIKKYTKIID GVPVEITEKQTR N-ter +28.03 Da, K +28.03 Da 216 53.8 3 1411.88 -0.089 0.013 POSTN_MOUSE ~ F7C9HO_MOUSE  Periostin; Osteoblast-specific factor 2; 0.25-0.75
Low molecular mass dual specificity
M GVQPPNFSWVLPGR N-ter +34.06 Da 39.4 62.2 3 1586.98 -0.152 0.022 DUS23_MOUSE Dual specificity protein phosphatase 23; phosphatase 3; 0.25-0.75
AQKEAEKVAH GVQTGVNQAGKETQR N-ter +34.06 Da, K +34.06 Da 232 50.9 3 1640.01 -1.474 0.655 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.15-0.25
12 kDa FK506-binding protein;FK506-binding
M GVQVETISPGDGR N-ter +34.06 Da 48.3 37.6 2 1347.77 1.526 0.101 FKBIA_MOUSE ~ QLJUQ8_MOUSE Peptidyl-prolyl cis-trans isomerase FKBP1A; protein 1A;immunophilin FKBP12;Rotamase; 0.75-0.85
Histidine triad nucleotide-binding protein 2,
ARGAQVRGNA GVSDGSEVAKAQKAAPGGASPTIFSR N-ter +34.06 Da, K +34.06 Da 30.7 743 4 2589.65 -0.515 0.125 HINT2_MOUSE mitochondrial; HINT-3; 0.25-0.75
WQEGDKVIRP GVSQAGEEMEQFGQGVR N-ter +28.03 Da 59.3 43.6 3 1835.93 0.299 0.036 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
GNFAAQYSDK GVSSGPGPMGLMGPR N-ter +34.06 Da 66.2 28.1 2 1432.78 -2.322 0.232 CO1A2_MOUSE  EOCXI2_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
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GGNFASQMSY GYDEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 315 39.2 3 2112.18 -2.644 0.496 CO1A1_MOUSE ~ F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
QAISNNKDQG GYEDFVEGLR N-ter +34.06 Da 34.2 343 2 1217.66 -1 0.08 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.15-0.25
AFRVFDKDGN GYISAAELR N-ter +28.03 Da 38.7 18.6 2 1006.56 0.322 0.013 CALM_MOUSE Q3UKW2_MOUSE Calmodulin; 0.25-0.75
QQQQMTSSYG GYKEPAAPVSIQR N-ter +28.03 Da, K +28.03 Da 39.4 54.1 3 1470.90 1.183 0.156 LASP1_MOUSE A2A6HO_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.75-0.85
TQCEKIVQKY GYTHLSTGDLLR N-ter +34.06 Da 46.3 60.4 3 1365.83 -1.089 0.185 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.15-0.25
SDHRTYHDLR HAFSPVASVESASGETLHSPK N-ter +28.03 Da, K +28.03 Da 44.5 80.9 4 2193.28 -0.377 0.039 FETUA_MOUSE Alpha-2-HS-glycoprotein; Countertrypin;Fetuin-A; 0.25-0.75
Abelson murine leukemia viral oncogene
homolog 2;Abelson-related gene
ETHQAFETMF HDSSISEEVAEELGR N-ter +28.03 Da 20.4 79.0 3 1684.92 1.632 0.39 ABL2_MOUSE B2RQ57_MOUSE  Abelson tyrosine-protein kinase 2; protein;Tyrosine-protein kinase ARG; 0.75-0.85
LLGTLPARAA HEDPVEKVIEGFSR N-ter +34.06 Da, K +34.06 Da 42.0 74.9 4 1709.07 0.214 0.011 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
PTDKHKTDLN HENLKGGDDLDPNYVLSSR N-ter +34.06 Da, K +34.06 Da 37.2 65.2 4 2196.29 -1.737 0.232 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
ENLATAFTIL HHPEFTPDQPTER N-ter +34.06 Da 36.6 63.5 3 1623.89 -0.515 0.125 TXLNB_MOUSE Beta-taxilin; Muscle-derived protein 77; 0.25-0.75
MEDVTL HIVERPYSGFPDASSEGPEPTQGEAR N-ter +28.03 Da 51.7 49.8 4 2840.48 4.356 0.508 PTRF_MOUSE Q3U4N4_MOUSE  Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.85-1.00
PKISMPDVDL HLKGPNVKGEYDVTVPR N-ter +28.03 Da, K +28.03 Da 24.7 61.7 4 1992.24 2.208 0.196 F7BRM2_MOUSE E9Q616_MOUSE 0.85-1.00
AVLGTVGRIL HLTPAQAVSSTKGR N-ter +28.03 Da, K +28.03 Da 54.1 67.7 3 1507.95 0.731 0.114 PLIN1_MOUSE Perilipin-1; Lipid droplet-associated protein;Perilipin A; 0.25-0.75
MSAFNLL HLVTKSQPVAPR N-ter +28.03 Da, K +28.03 Da 233 66.3 3 1387.92 2.281 0.695 MSRB3_MOUSE ~ D3YUC9_MOUSE Methionine-R-sulfoxide reductase B3, mitochondrial; 0.85-1.00
VFPSIVGRPR HQGVMVGMGQKDSYVGDEAQSKR N-ter +28.03 Da, K +28.03 Da 51.8 72.4 4 2590.45 3.661 0.596 ACTB_MOUSE ACTA_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.85-1.00
VFPSIVGRPR HQGVMVGMGQKDSYVGDEAQSK N-ter +28.03 Da, K +28.03 Da 69.2 67.4 4 243433 2.269 0.447 ACTB_MOUSE ACTA_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.85-1.00
PSPLAVPRRA HSILPVDDDINGLNEEQKQLR N-ter +28.03 Da, K +28.03 Da 45.4 76.1 4 2488.48 -0.152 0.025 IVD_MOUSE Isovaleryl-CoA dehydrogenase, mitochondrial; 0.25-0.75
Heparin-binding protein 44;Low density
lipoprotein receptor-related protein-associated
LDGRKDAQMV HSNALNEDTQDELGDPR N-ter +28.03 Da 45.5 64.9 3 1938.00 -1.029 0.273 AMRP_MOUSE F6SY09_MOUSE  Alpha-2-macroglobulin receptor-associated protein;  protein 1; 0.15-0.25
VILQHLRMSM HTEAAEVLLER N-ter +34.06 Da 42.5 69.7 3 1300.81 -0.713 0.023 HIBCH_MOUSE EOCX19_MOUSE  3-hydroxyisobutyryl-CoA hydrolase, mitochondrial; 3-hydroxyisobutyryl-coenzyme A hydrolase; 0.25-0.75
SCLDHVISYY HVASDTEKIIR N-ter +28.03 Da, K +28.03 Da 14.7 61.2 3 1323.83 -0.136 0.015 EXOC7_MOUSE ~ A2AAN4_MOUSE  Exocyst complex component 7; Exocyst complex component Exo70; 0.25-0.75
GMVPDQAGRF HVNLLCGEEQGADAALHFNPR N-ter +28.03 Da, C +57.02 Da 55.6 79.4 4 237533 2.305 0.294 Q9CRB1_MOUSE LEG7_MOUSE 0.85-1.00
QPRNWLLFAC HVTNEVAQLIQGGR N-ter +28.03 Da 53.3 62.1 3 1548.93 0.705 0.069 BR44L_MOUSE D3Z550_MOUSE  Brain protein 44-like protein; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C 2-phospho-D-glycerate hydro-lyase;Enolase
HRSGETEDTF IADLVVGLCTGQIKTGAPCR +57.02 Da 40.2 59.8 4 2196.37 -2.396 0.378 ENOA_MOUSE ENOB_MOUSE Alpha-enolase; 1;Non-neural enolase; 0.00-0.15
155 Mg(2+)-ATPase p97 subunit;Valosin-
AEKNAPAIIF IDELDAIAPKR N-ter +28.03 Da, K +28.03 Da 18.1 53.7 3 1295.81 0.163 0.01 TERA_MOUSE Transitional endoplasmic reticulum ATPase; containing protein; 0.25-0.75
Tumor necrosis factor alpha-induced protein 8-like
MAGRSVAHLF IDETSSEVLDELYR N-ter +28.03 Da 29.3 70.7 3 1695.94 0.084 0.008 TP8L2_MOUSE protein 2; 0.25-0.75
IDRVPFLNSY IDGVTMEEATVSGILGKR N-ter +34.06 Da, K +34.06 Da 20.1 56.5 3 1943.21 0.202 0.049 ZCCHV_MOUSE ~ D3Z5I1_MOUSE  Zinc finger CCCH-type antiviral protein 1; 0.25-0.75
Leucine-rich PPR motif-containing protein,
EAVGYFLYNL IDSMSDSEVQAKEER N-ter +28.03 Da, K +28.03 Da 19.8 61.7 3 1778.95 1.299 0.259 LPPRC_MOUSE mitochondrial; 130 kDa leucine-rich protein; 0.75-0.85
CMLTALEAVP IDVDKTKVHNTEPVENAR N-ter +28.03 Da, K +28.03 Da 24.2 76.8 4 214832 1.305 0.211 NUCB2_MOUSE Nucleobindin-2; DNA-binding protein NEFA; 0.75-0.85
2-phospho-D-glycerate hydro-lyase;Enolase
3;Muscle-specific enolase;Skeletal muscle
RLAKYNQLMR IEEALGDKAVFAGR N-ter +28.03 Da, K +28.03 Da 36.9 325 3 1530.89 -1.252 0.119 ENOB_MOUSE Beta-enolase; enolase; 0.15-0.25
FVPNDGCLNF IEENDEVLVAGFGR N-ter +28.03 Da 36.4 60.8 3 1574.89 -0.377 0.054 RS23_MOUSE Q9CZI5_MOUSE  40S ribosomal protein $23; 0.25-0.75
QLEAAKPEPV IEEVDLANLAPR N-ter +34.06 Da 29.1 345 3 1372.83 0.138 0.006 CCD12_MOUSE Coiled-coil domain-containing protein 12; 0.25-0.75
TSASQARKAM |IEKLEKEGSAGGPGTPR N-ter +28.03 Da, K +28.03 Da 25.6 77.6 4 1809.14 -0.358 0.028 SMTN_MOUSE Q9D7A0_MOUSE  Smoothelin; 0.25-0.75
R IFQTTTERPFIQKLFR N-ter +34.06 Da, K +34.06 Da 22.0 43.1 4 2248.44 -1.515 0.13 F7D9Q0_MOUSE 0.15-0.25
KSNIKAAWGK IGGHGAEYGAEALER N-ter +28.03 Da 60.5 61.8 3 1556.86 1.506 0.239 HBA_MOUSE Q91VB8_MOUSE  Hemoglobin subunit alpha; Alpha-globin;Hemoglobin alpha chain; 0.75-0.85
PRGLKMSTTF IGNSTAIQELFKR N-ter +28.03 Da, K +28.03 Da 16.5 66.4 3 1531.97 2.004 0.19 TBB2C_MOUSE ~ TBB2A_MOUSE  Tubulin beta-4B chain; Tubulin beta-2C chain; 0.85-1.00
PKHPVDQVQR IIGGSMDAKGSFPWQAK N-ter +28.03 Da, K +28.03 Da 22.0 63.5 4 1876.11 0.057 0.015 HPT_MOUSE Haptoglobin; 0.25-0.75
DYVSNQTQGM IKELISELDER N-ter +28.03 Da, K +28.03 Da 41.1 65.8 3 1399.89 1.227 0.11 SPA3K_MOUSE Serine protease inhibitor A3K; Contrapsin;SPI-2; 0.75-0.85
28 kDa adipocyte protein;Adipsin;C3 convertase
AAVCAQPRGR ILGGQEAAAHAR N-ter +28.03 Da 385 58.2 3 1220.73 0.333 0.111 CFAD_MOUSE Complement factor D; activator;Properdin factor D; 0.25-0.75
Cathepsin C;Cathepsin J;Dipeptidyl peptidase
APMTDEIQQQ ILNLPESWDWR N-ter +28.03 Da 26.2 59.1 3 1455.84 1.05 0.279 CATC_MOUSE D3Z220_MOUSE  Dipeptidyl peptidase 1; I;Dipeptidyl transferase; 0.25-0.75
Neural precursor cell expressed developmentally
MSKQQPTQF INPETPGYVGFANLPNQVHR N-ter +34.06 Da 339 67.1 4 2256.34 -1.515 0.173 SEPT2_MOUSE D3Z3CO_MOUSE  Septin-2; down-regulated protein 5; 0.15-0.25
QMLKHAVVNL INYQDDAELATR N-ter +28.03 Da 33.0 32.0 3 1435.74 0.926 0.161 CTNB1_MOUSE  PLAK_MOUSE Catenin beta-1; Beta-catenin; 0.25-0.75
LKDLEEDHAC IPIKKSDPVVSYR N-ter +34.06 Da, K +34.06 Da 221 50.3 4 1603.14 -1.12 0.024 EF2_MOUSE Elongation factor 2; 0.15-0.25
D IQMTQTTSSLSASLGDR N-ter +34.06 Da 54.6 44.3 3 1944.05 -2.12 0.461 KVS5AA_MOUSE  KV5AB_MOUSE g kappa chain V-V region MOPC 173; 0.00-0.15
KPHSEAGTAF IQTQQLHAAMADTFLEHMCR N-ter +34.06 Da, C +57.02 Da 43.8 89.0 4 2434.39 -1.358 0.279 KPYM_MOUSE Pyruvate kinase isozymes M1/M2; Pyruvate kinase muscle isozyme; 0.15-0.25
QGVRVGTVMR IRGMVPDQAGR N-ter +28.03 Da 32.0 712 3 1226.74 -0.269 0.026 Q9CRB1_MOUSE  D3Z141_MOUSE 0.25-0.75
Calcium-activated neutral proteinase small
subunit;Calcium-dependent protease small
subunit;Calcium-dependent protease small
MRILGGVISA ISEAAAQYNPEPPPPR N-ter +28.03 Da 34.0 36.3 3 1763.95 2319 0.302 CPNS1_MOUSE D3YW48_MOUSE  Calpain small subunit 1; subunit 1;Calpain regulatory subunit; 0.85-1.00
JmjC domain-containing histone demethylation
protein 2A;Jumonji domain-containing protein
NIGDHFCQMV ISEKEAMSTIEPHR N-ter +34.06 Da, K +34.06 Da 243 51.2 3 1695.02 -4.644 1.161 KDM3A_MOUSE Lysine-specific demethylase 3A; 1A; 0.00-0.15
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21 kDa transmembrane-trafficking
Transmembrane emp24 domain-containing protein protein;Transmembrane protein Tmp21;p24
LLLGPSSVLG ISFHLPVNSR N-ter +28.03 Da 27.6 65.3 3 1196.75 -0.184 0.029 TMEDA_MOUSE 10; family protein delta-1; 0.25-0.75
Heat shock 84 kDa;Tumor-specific
SNKEIFLREL ISNASDALDKIR N-ter +28.03 Da, K +28.03 Da 23.0 57.9 3 1357.84 2.189 0.346 HS90B_MOUSE ~ ENPL_MOUSE Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.85-1.00
Isocitrate dehydrogenase [NAD] subunit gamma 1, Isocitric dehydrogenase subunit gamma;NAD(+)-
LAAHVAPRRS ISSQQTIPPSAKYGGR N-ter +34.06 Da, K +34.06 Da 37.4 62.8 3 1757.12 -1.434 0.155 IDHG1_MOUSE mitochondrial; specific ICDH subunit gamma; 0.15-0.25
IALNDNFVKL ISWYDNEYGYSNR N-ter +28.03 Da 333 522 3 1693.83 2.826 0.319 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.85-1.00
Cathepsin C;Cathepsin J;Dipeptidyl peptidase
FKYEVRGHTA ISYCHETMTGWVHDVLGR N-ter +28.03 Da, C +57.02 Da 41.4 94.5 4 2188.23 -2.556 0.451 CATC_MOUSE D3Z220_MOUSE  Dipeptidyl peptidase 1; I;Dipeptidyl transferase; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
RKRKEGENQR ITSGESSSGGNPKAKDECAQYR +57.02 Da 311 79.7 4 242535 1.202 0.512 Q148R4_MOUSE 0.75-0.85
KKELSDIAHR IVAPGKGILAADESTGSIAKR N-ter +28.03 Da, K +28.03 Da 39.7 56.0 4 2137.37 1.257 0.116 ALDOA_MOUSE ~ A6ZI44_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.75-0.85
DAVTTRQVRT IVEEVQDGKVISSR N-ter +28.03 Da, K +28.03 Da 28.6 55.8 3 1613.99 4717 0.906 K1C17_MOUSE D3YXP7_MOUSE  Keratin, type | cytoskeletal 17; Cytokeratin-17;Keratin-17; 0.85-1.00
LLWVPGSTGD IVLTQSPASLAVSLGQR N-ter +34.06 Da 54.2 43.4 3 1888.17 -2.252 0.965 KV3A1_MOUSE KV3A2_MOUSE Ig kappa chain V-Ill region PC 2880/PC 1229; 0.00-0.15
UbcM4;Ubiquitin carrier protein L3;Ubiquitin-
EANLLTWQGL IVPDNPPYDKGAFR N-ter +28.03 Da, K +28.03 Da 311 54.3 3 1643.96 1.82 0.134 UB2L3_MOUSE D3YZS3_MOUSE  Ubiquitin-conjugating enzyme E2 L3; protein ligase L3; 0.85-1.00
GSGKGTQCEK IVQKYGYTHLSTGDLLR N-ter +28.03 Da, K +28.03 Da 20.6 63.9 4 2019.24 0.623 0.069 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.25-0.75
GVNIGGAGSY IYEKPQTEAPQVTGPIEVPVVR N-ter +28.03 Da, K +28.03 Da 40.7 55.3 4 2505.52 -0.434 0.059 CRIP2_MOUSE Cysteine-rich protein 2; Heart LIM protein; 0.25-0.75
GTSSLKRTKR KAPAPPSKTPLAQTDER N-ter +28.03 Da, K +28.03 Da 238 75.3 4 1890.20 -0.535 0.054 COBL1_MOUSE B1AZ14_MOUSE Cordon-bleu protein-like 1; Cobl-related protein 1; 0.25-0.75
QNAILVRYTQ KAPQVSTPTLVEAAR N-ter +34.06 Da, K +34.06 Da 373 48.9 3 1635.08 0.251 0.027 ALBU_MOUSE Serum albumin; 0.25-0.75
KIREGEVEVL KATEMVEVGPEDDEVGAER N-ter +28.03 Da, K +28.03 Da 57.1 48.8 3 2116.10 -1.184 0.108 PTRF_MOUSE Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.15-0.25
APPWKDSKKF KDAPDGPTVVLTVDGR N-ter +28.03 Da, K +28.03 Da 42.2 54.5 3 1695.01 -6.644 0.001 FA12_MOUSE F6WLH2_MOUSE Coagulation factor XIl; Hageman factor; 0.00-0.15
YKNSKFHRVI KDFMIQGGDFTR N-ter +34.06 Da, K +34.06 Da 335 70.8 3 1481.90 -4.644 1.161 PPIB_MOUSE Peptidyl-prolyl cis-trans isomerase B; CYP-S1;Cyclophilin B;Rotamase B;S-cyclophilin; ~ 0.00-0.15
FGQVIRAMIK KDGLKMNAAIKMLKEYASENDHR N-ter +34.06 Da, K +34.06 Da 20.1 24.8 4 2831.72 -4.059 0.677 TIEI_MOUSE Tyrosine-protein kinase receptor Tie-1; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
AGELHLEICL KDLEEDHACIPIKKSDPVVSYR +57.02 Da 31.0 54.9 4 2710.59 0.322 0.059 EF2_MOUSE Elongation factor 2; 0.25-0.75
AGDEESYDVF KDLFDPIIEER N-ter +34.06 Da, K +34.06 Da 311 63.9 3 1441.94 -0.578 0.026 KCRB_MOUSE Creatine kinase B-type; B-CK;Creatine kinase B chain; 0.25-0.75
AGDEESYTVF KDLFDPIIQDR N-ter +34.06 Da, K +34.06 Da 317 67.8 3 1426.94 -3.184 0.289 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
LPMMQAISNN KDQGGYEDFVEGLR N-ter +34.06 Da, K +34.06 Da 46.0 733 3 1680.00 -2.059 0.601 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
FLDTCCKAAD KDTCFSTEGPNLVTR +57.02 Da 47.2 783 3 1780.02 0.971 0.203 ALBU_MOUSE Serum albumin; 0.25-0.75
MAF KDTGKTPVEPEVAIHR N-ter +28.03 Da, K +28.03 Da 354 66.8 4 1860.17 -0.218 0.03 RS20_MOUSE 40S ribosomal protein $20; 0.25-0.75
MSVSR KDWSALSSLAR N-ter +28.03 Da, K +28.03 Da 219 65.8 3 1288.80 0.506 0.071 LAD1_MOUSE Ladinin-1; Linear IgA disease antigen homolog; 0.25-0.75
Myosin regulatory light chain 2, skeletal muscle
MFDQTQIQEF KEAFTVIDQNR N-ter +28.03 Da, K +28.03 Da 38.1 53.0 3 1375.82 -2.322 0.348 MLRS_MOUSE F6ULR7_MOUSE  isoform; Fast skeletal myosin light chain 2;MLC2F; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
KLATDLTKVN KECCHGDLLECADDR +57.02 Da 295 84.0 4 1932.98 -0.184 0.052 ALBU_MOUSE Serum albumin; 0.25-0.75
QPSDPDTQTI KEEDIVEDGWTIVR N-ter +34.06 Da, K +34.06 Da 46.0 67.3 3 1756.09 -1.322 0.198 TSR2_MOUSE Pre-rRNA-processing protein TSR2 homolog; 0.15-0.25
27 kDa crani ial protein; ;Protein
EKSKLDWESF KEEEGIGEELAIHNR N-ter +28.03 Da, K +28.03 Da 21.4 80.6 4 1779.06 -0.358 0.032 CFDP1_MOUSE Craniofacial development protein 1; Cp27; 0.25-0.75
SQQTTLEYGY KEHISTTKVPEQPR N-ter +34.06 Da, K +34.06 Da 23.6 73.2 4 1751.21 -1.434 0.426 TITIN_MOUSE E9Q8M7_MOUSE Titin; Connectin; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
SLARELSGTI KEILGTAQSVGCNVDGR +57.02 Da 514 64.2 3 1859.08 -1.089 0.185 RL12_MOUSE 60S ribosomal protein L12; 0.15-0.25
DMEVKVQKSS KELEDMNQKLFDLR N-ter +34.06 Da, K +34.06 Da 323 66.4 4 1880.22 -1.556 0.137 TNNI2_MOUSE A2A6KO_MOUSE  Troponin |, fast skeletal muscle; Troponin |, fast-twitch isoform; 0.15-0.25
QQMTSSYGGY KEPAAPVSIQR N-ter +28.03 Da, K +28.03 Da 214 65.2 3 1250.82 -0.168 0.025 LASP1_MOUSE A2A6HO_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.25-0.75
3T3-L1 lipid-binding protein;Adipocyte lipid-
binding protein;Adipocyte-type fatty acid-
binding protein;Fatty acid-binding protein
4;Myelin P2 protein homolog;P15;P2 adipocyte
VSSENFDDYM KEVGVGFATR N-ter +28.03 Da, K +28.03 Da 23.1 83.6 3 1118.74 -0.074 0.008 FABP4_MOUSE Fatty acid-binding protein, adipocyte; protein;Protein 422; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
LLTKLPGYPV KEVKCDMEVSCPEGYTCCR +57.02 Da 43.4 68.8 4 2491.24 2.658 0.552 GRN_MOUSE Q3U9N4_MOUSE  Granulins; PC cell-derived growth factor;Proepithelin; 0.85-1.00
LEEVTMKQIC KEVYENYPAYDLTER N-ter +34.06 Da, K +34.06 Da 37.8 66.6 3 1957.14 -3.059 0.51 DEK_MOUSE Protein DEK; 0.00-0.15
M KFNPFVTSDR N-ter +34.06 Da, K +34.06 Da 31.0 69.5 3 1408.88 0.227 0.041 RL26_MOUSE D3Z3Q9_MOUSE  60S ribosomal protein L26; Silica-induced gene 20 protein; 0.25-0.75
GSNGRSKTDY KGLEEEGEEGNKQNLR N-ter +28.03 Da, K +28.03 Da 29.4 93.1 4 1913.16 1.257 0.184 E9Q019_MOUSE 0.75-0.85
MSMN KGPTLLDGDLPEQENVLQR N-ter +28.03 Da, K +28.03 Da 50.3 80.8 4 2177.34 0.993 0.23 PLIN1_MOUSE Perilipin-1; Lipid droplet-associated protein;Perilipin A; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
IPTLEEYQHY KGSDFDCELR +57.02 Da 28.8 74.8 3 1281.70 -1.943 0.224 HNRPK_MOUSE ~ E9Q8D6_MOUSE  Heter 1s nuclear ril in K; 0.00-0.15
RSAPPKLASL KGVVPEDAVETLAGSLGTR N-ter +28.03 Da, K +28.03 Da 57.7 58.6 3 1954.19 -1.059 0.044 ICAL_MOUSE Q921U7_MOUSE  Calpastatin; Calpain inhibitor; 0.15-0.25
Elongation factor Tu;Eukaryotic elongation
PLRLPLQDVY KIGGIGTVPVGR N-ter +34.06 Da, K +34.06 Da 24.1 47.3 3 1220.88 -0.69 0.156 EF1A1_MOUSE EF1A2_MOUSE Elongation factor 1-alpha 1; factor 1A-1; 0.25-0.75
SLERQAGQIK KLEVNEAELLR N-ter +28.03 Da, K +28.03 Da 34.8 54.7 3 1368.87 0.084 0.007 PTRF_MOUSE Q3U4N4_MOUSE Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.25-0.75
Beta-1-globin;Hemoglobin beta-1
FASLSELHCD KLHVDPENFR N-ter +28.03 Da, K +28.03 Da 233 58.7 3 1309.79 1.88 0.24 HBB1_MOUSE HBB2_MOUSE Hemoglobin subunit beta-1; chain;Hemoglobin beta-major chain; 0.85-1.00
Adipocyte protein P27;Lung carbonyl
reductase;NADPH-dependent carbonyl
M KLNFSGLR N-ter +34.06 Da, K +34.06 Da 326 54.2 3 1132.77 0.227 0.021 CBR2_MOUSE Carbonyl reductase [NADPH] 2; reductase 2; 0.25-0.75
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Precursor  Fold change
. " . . e . Mass error FC-error of . . . . )
Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
Monofunctional C1-tetrahydrofolate synthase,
QHRRWRLHCL KLQPLSPVPSDIEISR N-ter +28.03 Da, K +28.03 Da 41.0 46.0 3 1834.14 -1.786 0.185 C1TM_MOUSE mitochondrial; Formyltetrahydrofolate synthetase; 0.00-0.15
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
MSTVHEILC KLSLEGDHSTPPSAYGSVKPYTNFDAER N-ter +28.03 Da, K +28.03 Da 311 57.3 4 3149.75 -0.811 0.071 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
M KLTDSVLR N-ter +28.03 Da, K +28.03 Da 25.2 725 3 1117.73 0.275 0.036 WDR82_MOUSE WD repeat-containing protein 82; 0.25-0.75
GPSAGDVEAI KNAIANASTLAEVER N-ter +34.06 Da, K +34.06 Da 41.1 59.0 3 1654.07 -1.286 0.125 RU2A_MOUSE U2 small nuclear ribonucleoprotein A'; 0.15-0.25
N-ter +34.06 Da, K +34.06 Da, C
NLEEAKKIII KNDPSLPEPACVKISALEGYR +57.02 Da 38.1 84.2 4 2445.59 -2.556 0.301 SYNC_MOUSE Asparagine--tRNA ligase, cytoplasmic; Asparaginyl-tRNA synthetase; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
M KPPAACAGDVVDAASPASTVNHLR +57.02 Da 48.2 61.1 4 2459.41 0.807 0.078 THOP1_MOUSE Thimet oligopeptidase; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
YELLCLDNTR KPVDQYEDCYLAR +57.02 Da 41.0 63.2 3 1711.93 1.96 0.262 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.85-1.00
QLIDDHFLFD KPVSPLLLASGMAR N-ter +34.06 Da, K +34.06 Da 40.7 39.1 3 1507.02 -0.415 0.066 KCRM_MOUSE KCRB_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.25-0.75
LSTFQQMWIS KQEYDEAGPSIVHR N-ter +28.03 Da, K +28.03 Da 55.4 80.7 4 1683.99 -0.737 0.074 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Myosin regulatory light chain 2, skeletal muscle
LDPEGKGTIK KQFLEELLTTQCDR +57.02 Da 533 73.7 3 1836.08 -1.029 0.21 MLRS_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.15-0.25
N-ter +34.06 Da, K +34.06 Da, C
FVREPPIMVT KQLEDMNAYCGER +57.02 Da 24.7 68.9 3 1680.94 -5.059 1.686 D3YUS0_MOUSE Q6P6L5_MOUSE 0.00-0.15
DFHLLLNEVN KTDPGIILKTENR N-ter +28.03 Da, K +28.03 Da 211 57.8 4 1568.02 -1.434 0.039 Q3UWK8_MOUSE 0.15-0.25
NLHASNTRLQ KTGTAEMSSILEER N-ter +34.06 Da, K +34.06 Da 36.9 62.1 3 1618.99 -0.761 0.103 ATPA_MOUSE D6RJ16_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
Annexin I;Annexin-1;Calpactin Il;Calpactin-
2;Chromobindin-9;Lipocortin I;Phospholipase A2
HLEEVVLAML KTPAQFDADELR N-ter +28.03 Da, K +28.03 Da 47.7 69.2 3 1445.85 0.766 0.036 ANXA1_MOUSE  E9QA30_MOUSE Annexin Al; inhibitory protein;p35; 0.25-0.75
Protein cypher;Protein oracle;Z-band
SASPVYQAVI KTQSKPEDEADEWAR N-ter +34.06 Da, K +34.06 Da 303 72.0 4 1891.15 -3.322 0.664 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.00-0.15
VVSSVNTVAN KTVEEAENIVVTTGVVR N-ter +34.06 Da, K +34.06 Da 39.6 49.8 3 1911.23 0.566 0.073 SYUG_MOUSE Gamma-synuclein; Persyn; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
EEGPSRKDGN KVDVVGATQGQAGSCSR +57.02 Da 51.6 66.5 3 1775.02 0.766 0.203 IF4B_MOUSE Q3TDD8_MOUSE  Eukaryotic translation initiation factor 48; 0.25-0.75
Dynein light chain A;Dynein light intermediate
GILHENFQTL KVEDNFEDIITKPPVR N-ter +28.03 Da, K +28.03 Da 24.1 56.9 4 1983.22 -0.029 0.002 DC1L1_MOUSE Cytoplasmic dynein 1 light intermediate chain 1; chain 1, cytosolic; 0.25-0.75
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
QFVDWCPTGF KVGINYQPPTVVPGGDLAKVQR N-ter +28.03 Da, K +28.03 Da 295 79.9 4 2419.59 -2.556 0.451 TBAIA_MOUSE ~ TBA1B_MOUSE  Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.00-0.15
LSPMSVNAVM KVIDPATATSVDLR N-ter +28.03 Da, K +28.03 Da 334 234 3 1540.92 2.036 0.447 TCPD_MOUSE T-complex protein 1 subunit delta; A45;CCT-delta; 0.85-1.00
PDGF-associated protein;PDGFA-associated
NPNRVAQTTK KVTQLDLDGPKELSR N-ter +28.03 Da, K +28.03 Da 239 61.7 4 1782.13 -0.168 0.026 HAP28_MOUSE 28 kDa heat- and acid-stable phosphoprotein; protein 1; 0.25-0.75
NV LASEPEIPKGIR N-ter +28.03 Da, K +28.03 Da 27.5 61.3 3 1364.89 2.021 0.304 KAD2_MOUSE F7BP55_MOUSE  Adenylate kinase 2, mitochondrial; ATP-AMP transphosphorylase 2; 0.85-1.00
DALKRGLREH LCEQQAELDYLCGR N-ter +34.06 Da, C +57.02 Da 26.1 81.8 3 1787.99 -5.059 1.686 FA65C_MOUSE Protein FAM65C; 0.00-0.15
DQAGRFHVNL LCGEEQGADAALHFNPR N-ter +28.03 Da, C +57.02 Da 70.6 69.9 3 1912.02 1.208 0.329 Q9CRB1_MOUSE LEG7_MOUSE 0.75-0.85
HGCLNTLGSF LCSCPHPLVLGLDGR N-ter +34.06 Da, C +57.02 Da 336 80.2 3 1727.05 -3.644 0.456 EGFL8_MOUSE E9QA36_MOUSE  Epidermal growth factor-like protein 8; 0.00-0.15
ELGVKSVQKL LDAVDTYIPVPTR N-ter +28.03 Da 20.1 48.3 3 1486.87 0.604 0.159 EFTU_MOUSE D3YVN7_MOUSE  Elongation factor Tu, mitochondrial; 0.25-0.75
KTNKPSRLPF LDIAPLDIGGADQEFR N-ter +34.06 Da 60.8 45.7 3 1763.01 -2.837 1.013 CO1A2_MOUSE  E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
PSPGEALIHL LDLPCTPPPPAPIPSVR N-ter +28.03 Da, C +57.02 Da 49.7 43.5 3 1854.09 1.903 0.122 AP1G2_MOUSE AP-1 complex subunit gamma-like 2; Gammaz2-adaptin; 0.85-1.00
Lysosomal acid alpha-
mannosidase;Mannosidase alpha class 2B
GPTSYPEPSK LDPTSVTLKPMEIR N-ter +28.03 Da, K +28.03 Da 353 55.5 3 1655.02 1.064 0.209 MA2B1_MOUSE Lysosomal alpha-mannosidase; member 1;Mannosidase alpha-B; 0.25-0.75
KLKGSAPSDM LDSLTTIPELKDHLR N-ter +34.06 Da, K +34.06 Da 126 75.8 4 1818.23 0.057 0.004 URP2_MOUSE Fermitin family homolog 3; Kindlin-3;Unc-112-related protein 2; 0.25-0.75
SPSAKDIKKI LDSVGIEADDDR N-ter +28.03 Da 51.5 41.5 2 1331.68 -1.184 0.135 RLA2_MOUSE 605 acidic ribosomal protein P2; 0.15-0.25
TGTGTLLLVL LDVNDNAPIPEPR N-ter +28.03 Da 30.2 51.8 3 1476.83 3.581 0.293 CADH1_MOUSE Cadherin-1; ARC-1;Epithelial cadherin;Uvomorulin; 0.85-1.00
YERTFMASEF LDWLVQEGEATTR N-ter +34.06 Da 304 52.9 3 1550.90 -1.434 0.116 DPTOR_MOUSE ~ B2ZRS5_MOUSE  DEP domain-containing mTOR-interacting protein; DEP domain-containing protein 6; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C Elongation factor Tu;Eukaryotic elongation
KDGSASGTTL LEALDCILPPTRPTDKPLR +57.02 Da 389 83.6 4 2260.45 -2.644 0.165 EF1A1_MOUSE D3YZ68_MOUSE  Elongation factor 1-alpha 1; factor 1 A-1; 0.00-0.15
KEGNASGVSL LEALDTILPPTRPTDKPLR N-ter +34.06 Da, K +34.06 Da 27.7 58.0 4 2213.47 -2.556 0.301 EF1A2_MOUSE B7ZBW3_MOUSE  Elongation factor 1-alpha 2; Eukaryotic elongation factor 1 A-2;Statin-S1; 0.00-0.15
VVLDPMYSTY LEALGIKEGTIPPEYR N-ter +28.03 Da, K +28.03 Da 26.5 54.2 3 1841.13 -0.556 0.049 ICAL_MOUSE Q921U7_MOUSE  Calpastatin; Calpain inhibitor; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C GPl-anchored metastasis-associated protein
PLLLCEGAQA LECYSCVQKADDGCSPHR +57.02 Da 56.8 80.5 4 2237.15 2.233 0.565 LYPD3_MOUSE Ly6/PLAUR domain-containing protein 3; C4.4A homolog; 0.85-1.00
RTLTAVHDAI LEDLVFPSEIVGKR N-ter +28.03 Da, K +28.03 Da 43.7 56.5 3 1657.04 -0.889 0.115 RS7_MOUSE F6SVV1_MOUSE  40S ribosomal protein S7; 0.25-0.75
Myosin regulatory light chain 2, skeletal muscle
EGKGTIKKQF LEELLTTQCDR N-ter +34.06 Da, C +57.02 Da 41.2 235 2 1410.76 -3.059 0.255 MLRS_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.00-0.15
KSPEERTIEY LEEVAVNFAKGLADR N-ter +34.06 Da, K +34.06 Da 28.4 53.8 3 1699.09 -1.358 0.139 ECHA_MOUSE Trifunctional enzyme subunit alpha, mitochondrial; TP-alpha; 0.15-0.25
NDAYGPPSNF LEIDVSNPQTVGVGR N-ter +34.06 Da 34.7 49.7 3 1616.98 -2 0.64 SNX3_MOUSE Q78ZM0_MOUSE  Sorting nexin-3; SDP3 protein; 0.00-0.15
YRIWRDTANW LEINPETGAIFTR N-ter +28.03 Da 40.9 55.1 3 1487.88 -2.556 0.301 CADH1_MOUSE Cadherin-1; ARC-1;Epithelial cadherin;Uvomorulin; 0.00-0.15
PRKIQFTVPL LEPHLDPEAAEQIR N-ter +34.06 Da 39.7 58.5 3 1650.98 -1.889 0.14 PPRIA_MOUSE Protein phosphatase 1 regulatory subunit 1A; Protein phosphatase inhibitor 1; 0.00-0.15
PSD-95/SAP90-binding protein 4;SAP90/PSD-95-
ASSLPPPDPW LETSSSSPAEPAQPGACR N-ter +34.06 Da, C +57.02 Da 30.8 38.7 3 1877.97 -3.322 0.664 DLGP4_MOUSE B7ZNS2_MOUSE  Disks large-associated protein 4; associated protein 4; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
AANCDKSLHT LFGDKLCAIPNLR +57.02 Da 17.0 67.6 3 1571.99 -0.269 0.032 ALBU_MOUSE Serum albumin; 0.25-0.75
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Alpha-1 protease inhibitor 1;Alpha-1-
antiproteinase;Serine protease inhibitor 1-
SPASHEIATN LGDFAISLYR N-ter +34.06 Da 19.9 36.3 2 1187.72 0.705 0.138 A1AT1_MOUSE  A1AT2_MOUSE  Alpha-1-antitrypsin 1-1; 1;Serine protease inhibitor Ala; 0.25-0.75
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
protein;Psoriasis-associated fatty acid-binding
TVKTTVFSCN LGEKFDETTADGR N-ter +28.03 Da, K +28.03 Da 24.0 69.5 3 1493.84 -6.644 0.001 FABP5_MOUSE E9Q964_MOUSE  Fatty acid-binding protein, epidermal; protein homolog; 0.00-0.15
QSVCVVHLRN LGTLDNPSSLDETAYER N-ter +34.06 Da 416 44.2 3 1914.03 -1.396 0.331 FRDA_MOUSE E9Q2P9_MOUSE  Frataxin, mitochondrial; 0.15-0.25
IMSLKRMLEK LGVPKTHLELKRLIR N-ter +34.06 Da, K +34.06 Da 8.0 80.9 4 1874.46 -2.252 0.107 AIF1_MOUSE Q9EQW9_MOUSE Allograft inflammatory factor 1; lonized calcium-binding adapter molecule 1; 0.00-0.15
Lysosomal pepstatin-insensitive
protease;Tripeptidyl aminopeptidase; Tripeptidyl-
PEPQQVGTVS LHLGVTPSVLR N-ter +28.03 Da 25.8 65.5 3 1218.82 0.993 0.1 TPP1_MOUSE Tripeptidyl-peptidase 1; peptidase I; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
DESAANCDKS LHTLFGDKLCAIPNLR +57.02 Da 20.6 93.9 4 1923.26 -0.168 0.011 ALBU_MOUSE Serum albumin; 0.25-0.75
Short-chain specific acyl-CoA dehydrogenase,
RALGVRDWRR LHTVYQSVELPETHQMLR N-ter +34.06 Da 37.4 66.0 4 2214.31 0.275 0.03 ACADS_MOUSE mitochondrial; Butyryl-CoA dehydrogenase; 0.25-0.75
KHKTDLNHEN LKGGDDLDPNYVLSSR N-ter +34.06 Da, K +34.06 Da 57.2 65.4 3 1816.12 -1.943 0.299 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
GCLVLPGYEA LKGPKEISGFEGDTVSLR N-ter +28.03 Da, K +28.03 Da 41.4 719 4 2016.27 -0.667 0.074 CLM9_MOUSE CMRF35-like molecule 9; CD300 antigen-like family member G;Nepmucin; 0.25-0.75
Alpha-1 protease inhibitor 4;Serine protease
PRLSISGEYN LKTLMSPLGITR N-ter +28.03 Da, K +28.03 Da 34.4 59.7 3 1384.93 -0.34 0.056 A1AT4_MOUSE A1AT1_MOUSE Alpha-1-antitrypsin 1-4; inhibitor 1-4;Serine protease inhibitor Ald; 0.25-0.75
PDQAGRFHVN LLCGEEQGADAALHFNPR N-ter +28.03 Da, C +57.02 Da 53.0 50.2 3 2025.08 0.516 0.076 LEG7_MOUSE Q9CRB1_MOUSE  Galectin-7; 0.25-0.75
Factor for adipocyte differentiation 24;NOC3-
like protein;Nucl compl i
IKKLKELRSM LMEQDPDVAVTVR N-ter +28.03 Da 9.4 113.6 4 1499.94 5.681 0.243 NOC3L_MOUSE Nucleolar complex protein 3 homolog; protein 3-like protein; 0.85-1.00
KKILAERRKP LNIDHLSDDKLR N-ter +34.06 Da, K +34.06 Da 18.0 46.4 4 1505.95 -3.184 0.289 TNNT3_MOUSE ~ A2A6J0_MOUSE  Troponin T, fast skeletal muscle; Fast skeletal muscle troponin T; 0.00-0.15
Basement membrane-specific heparan sulfate
QVLVQGSSSN LPDTSIPGGSTPTVQVTPQLETR N-ter +28.03 Da 28.9 61.1 4 2421.42 1.766 0.301 PGBM_MOUSE B1BOC7_MOUSE  proteoglycan core protein; 0.75-0.85
11S regulator complex subunit beta;Activator of
multicatalytic protease subunit 2;Proteasome
PRKIISLSQL LQEDSLNVADLSSLR N-ter +28.03 Da 49.3 70.0 3 1687.00 1.444 0.143 PSME2_MOUSE ~ EOCZ90_MOUSE  Proteasome activator complex subunit 2; activator 28 subunit beta; 0.75-0.85
58 kDa glucose-regulated protein;58 kDa
microsomal protein;Disulfide isomerase ER-
60;Endoplasmic reticulum resident protein
SRDGKALEQF LQEYFDGNLKR N-ter +34.06 Da, K +34.06 Da 21.7 74.5 3 1449.93 -1.12 0.195 PDIA3_MOUSE Protein disulfide-isomerase A3; 57;Endoplasmic reticulum resident protein 60; 0.15-0.25
ARRQHLKSVM LQIAATELEKEESR N-ter +28.03 Da, K +28.03 Da 25.8 57.6 3 1672.00 0.84 0.066 TNNI2_MOUSE A2A6KO_MOUSE  Troponin |, fast skeletal muscle; Troponin |, fast-twitch isoform; 0.25-0.75
DESTGSIAKR LQSIGTENTEENRR N-ter +28.03 Da 29.5 67.1 3 1673.95 177 0.317 ALDOA_MOUSE  Q9CPQ9_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.85-1.00
Heat shock 84 kDa;Tumor-specific
NTFYSNKEIF LRELISNASDALDKIR N-ter +28.03 Da, K +28.03 Da 42.1 64.9 4 1869.19 0.465 0.064 HS90B_MOUSE ENPL_MOUSE Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C
FGDKLCAIPN LRENYGELADCCTKQEPER +57.02 Da 45.7 70.6 4 2435.36 -0.105 0.023 ALBU_MOUSE Serum albumin; 0.25-0.75
Carbonate dehydratase Ill;Carbonic anhydrase
VFDDTYDRSM LRGGPLSGPYR N-ter +28.03 Da 337 58.7 3 1199.75 -0.599 0.018 CAH3_MOUSE Carbonic anhydrase 3; i 0.25-0.75
ALSVLPDSRA LRPGDCEVCISYLGR N-ter +28.03 Da, C +57.02 Da 51.1 70.0 3 1822.01 0.014 0.003 MANF_MOUSE Q3TMX5_MOUSE  Mesencephalic astrocyte-derived neurotrophic factor; Arginine-rich protein;Protein ARMET; 0.25-0.75
KTVRGCSKVL LRPQTSEEVSQILR N-ter +34.06 Da 346 36.2 3 1689.03 -0.168 0.077 D2HDH_MOUSE ~ E9QN44_MOUSE  D-2-hydroxyglutarate dehydrogenase, mitochondrial; 0.25-0.75
Acyl-peptide hydrolase;Acylaminoacyl-
MERQVL LSEPQEAAALYR N-ter +28.03 Da 34.2 55.7 3 1374.79 0.575 0.023 APEH_MOUSE Acylamino-acid-releasing enzyme; peptidase; 0.25-0.75
GPAPAQAAPD LSGTLESIPDKLKEFGNTLEDKAR N-ter +28.03 Da, K +28.03 Da 19.8 86.6 4 2772.77 -2.837 0.405 APOC1_MOUSE Apolipoprotein C-I; Apolipoprotein C1; 0.00-0.15
FQLIGIQDGY LSLLODSGEVR N-ter +34.06 Da 29.1 26.7 2 1249.74 -2.252 0.107 IFSA1_MOUSE Eukaryotic translation initiation factor 5A-1; Eukaryotic initiation factor 5A isoform 1;elF-4D;  0.00 - 0.15
QKVLSLKQIL LSTEEDSGAGPPR N-ter +28.03 Da 47.2 51.0 3 1342.71 -1.286 0.251 ARHG1_MOUSE  E9PUF7_MOUSE  Rho guanine nucleotide exchange factor 1; Lbc's second cousin;Lymphoid blast crisis-like 2;  0.15 - 0.25
PERSTSHIM LTDGDANTGESRPEKIQENVR N-ter +28.03 Da, K +28.03 Da 25.8 77.8 4 2384.38 1.367 0.265 ITIH3_MOUSE E9PVS1_MOUSE  Inter-alpha-trypsin inhibitor heavy chain H3; 0.75-0.85
LLIATGPTTA LTEDEKQTMVDLHNQYR N-ter +28.03 Da, K +28.03 Da 317 69.5 4 2175.21 0.949 0.207 PI16_MOUSE D3Z6T6_MOUSE  Peptidase inhibitor 16; Cysteine-rich protease inhibitor; 0.25-0.75
GDYIERLWAY LTIEQLLEKR N-ter +28.03 Da, K +28.03 Da 19.5 79.3 3 1297.90 2322 0.738 ITIH3_MOUSE F6ZXJ7_MOUSE  Inter-alpha-trypsin inhibitor heavy chain H3; 0.85-1.00
MEVNKRDIVF LVDGSSSLGPSNFNAIR N-ter +28.03 Da 42.0 55.1 3 1761.00 0.111 0.005 E9PWQ3_MOUSE D3YWD1_MOUSE 0.25-0.75
TALVCDNGSG LVKAGFAGDDAPR N-ter +34.06 Da, K +34.06 Da 303 56.1 3 1383.89 -0.644 0.05 ACTC_MOUSE ACTS_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
ATP-dependent helicase RENT1;Nonsense mRNA
reducing factor 1;Up-frameshift suppressor 1
LIQDRCFLSW LVKIPSEQEQLR N-ter +28.03 Da, K +28.03 Da 23.8 41.1 3 1494.94 0.714 0.017 RENT1_MOUSE Regulator of nonsense transcripts 1; homolog; 0.25-0.75
GIWHNDNKSF LVWVNEEDHLR N-ter +28.03 Da 39.7 76.3 3 1436.85 -1.889 0.14 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
KGSVAGGAVY LVYDQELLGPSDKSEAALR N-ter +34.06 Da, K +34.06 Da 26.4 54.9 3 217133 -1.396 0.147 QIL1_MOUSE Protein QIL1; 0.15-0.25
Proline-arginine-rich end leucine-rich repeat
VLGKLPSLAF LYMEKNQLEEVPSALPR N-ter +28.03 Da, K +28.03 Da 33.6 55.9 3 2072.21 -2.322 0.348 PRELP_MOUSE Prolargin; protein; 0.00-0.15
SCTFFLAVSG LYSSSDDVIELTPSNFNR N-ter +34.06 Da 64.0 51.8 3 2090.15 0.585 0.105 PDIA6_MOUSE Q3TMLO_MOUSE  Protein disulfide-isomerase A6; Thioredoxin domain-containing protein 7; 0.25-0.75
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TARGAAVTRS MASGGGVPTDEEQATGLER N-ter +28.03 Da 50.4 48.6 3 1931.98 -0.234 0.055 COX5B_MOUSE ~ Q9D881_MOUSE Cytochrome c oxidase subunit 5B, mitochondrial; Cytochrome c oxidase polypeptide Vb; 0.25-0.75
Cytoplasmic dynein heavy chain 1;Dynein heavy
GCKNEKIAFI MDESNVLDSGFLER N-ter +28.03 Da 35.4 73.6 3 1638.88 2.956 0.518 DYHC1_MOUSE Cytoplasmic dynein 1 heavy chain 1; chain, cytosolic; 0.85-1.00
C-type lectin domain family 3 member
SKMFEELKNR MDVLAQEVALLKEK N-ter +28.03 Da, K +28.03 Da 371 67.8 3 1670.08 -0.029 0.003 TETN_MOUSE Q8CFZ6_MOUSE  Tetranectin; B;Plasminogen kringle 4-binding protein; 0.25-0.75
Proline-arginine-rich end leucine-rich repeat
GKLPSLAFLY MEKNQLEEVPSALPR N-ter +34.06 Da, K +34.06 Da 38.0 46.0 3 1808.10 -0.184 0.019 PRELP_MOUSE Prolargin; protein; 0.25-0.75
DTPKKQALYL MFDTPQESPVKSPPVR N-ter +28.03 Da, K +28.03 Da 39.0 51.7 3 1870.06 0.516 0.061 TACC2_MOUSE E9Q8T1_MOUSE  Transforming acidic coiled-coil-containing protein 2; 0.25-0.75
VAIVDDPRYR MFSNQGVCTLEIR N-ter +28.03 Da, C +57.02 Da 35.1 514 3 1581.85 -0.515 0.037 D3YUSO_MOUSE  Q6P6L5_MOUSE 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C
RPRHQGVMVG MGQKDCYVGDEAQSKR +57.02 Da 23.0 85.3 4 1973.19 0.506 0.167 ACTBL_MOUSE Beta-actin-like protein 2; Kappa-actin; 0.25-0.75
RPRHQGVMVG MGQKDSYVGDEAQSKR N-ter +28.03 Da, K +28.03 Da 16.4 75.4 4 1882.07 0.07 0.017 ACTB_MOUSE ACTA_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
TQMYFSLSFG MIECVLLGVMAYDR N-ter +34.06 Da, C +57.02 Da 283 56.1 3 1702.96 -5.059 1.686 A2ASV3_MOUSE 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
KALVSSVRQR MKCSSMQKFGER +57.02 Da 20.0 78.7 4 1571.89 0.918 0.112 ALBU_MOUSE Serum albumin; 0.25-0.75
MKVFVTGPLPAEGR N-ter +34.06 Da, K +34.06 Da 33.1 63.0 3 1569.04 -0.152 0.025 GRHPR_MOUSE ~ D6REG4_MOUSE  Glyoxylate reductase/hydroxypyruvate reductase; 0.25-0.75
AAQTLLGTAK MLQQEGKHPAQLR N-ter +28.03 Da, K +28.03 Da 211 85.6 4 1591.00 -3.322 0.997 PSCR3_MOUSE Pyrroline-5-carboxylate reductase 3; Pyrroline-5-carboxylate reductase-like protein; ~ 0.00-0.15
Calgizzarin;Endothelial monocyte-activating
polypeptide;Protein $100-C;S100 calcium-
QLSKTEFLSF MNTELAAFTKNQKDPGVLDR N-ter +34.06 Da, K +34.06 Da 27.6 66.4 4 2349.48 1.091 0.149 S10AB_MOUSE F6SJ35_MOUSE  Protein S100-A11; binding protein A11; 0.75-0.85
Protein cypher;Protein oracle;Z-band
ILAQMTGTEY MQDPDEEALRR N-ter +34.06 Da 28.0 68.3 3 1392.78 -2.252 0.429 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.00-0.15
ILAHLTGTEF MQDPDEEFMKKSR N-ter +34.06 Da, K +34.06 Da 205 65.7 4 1742.04 -3.322 0.332 Q8BVJ7_MOUSE 0.00-0.15
TTMYPGIADR MQKEITALAPSTMKIKIIAPPER N-ter +28.03 Da, K +28.03 Da 327 52.0 4 2677.70 -0.837 0.09 ACTB_MOUSE ACTA_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
TTMYPGIADR MQKEITALAPSTMKIK N-ter +28.03 Da, K +28.03 Da 26.9 66.1 4 1901.24 2.895 0.358 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
TTMYPGIADR MQKEITALAPSTMK N-ter +28.03 Da, K +28.03 Da 417 45.1 3 1631.97 1.157 0.099 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.75-0.85
MQQVEASLQPETLR N-ter +28.03 Da 222 46.7 3 1656.93 1.104 0.128 SPA3G_MOUSE ~ SPA3C_MOUSE  Serine protease inhibitor A3G; Serine protease inhibitor 2A; 0.75-0.85
PGLGGNFASQ MSYGYDEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 68.5 50.9 3 2493.36 -2.837 1.621 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
SPNKGVLSDF MTDVPVDPGVVHR N-ter +28.03 Da 324 49.6 3 1448.82 0.566 0.084 TPD54_MOUSE ~ Q3TUJ9_MOUSE  Tumor protein D54; Tumor protein D52-like 2; 0.25-0.75
Protein cypher;Protein oracle;Z-band
QSRSFRILAQ MTGTEYMQDPDEEALRR N-ter +34.06 Da 28.6 47.9 3 2075.05 -1.837 0.394 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.00-0.15
ISKEWGFTKF NADEFEDMVAEKR N-ter +34.06 Da, K +34.06 Da 25.0 65.7 3 1620.92 -1.786 0.493 RL10_MOUSE 60S ribosomal protein L10; Protein QM homolog; 0.00-0.15
TIKKRLETYY NATEPVISFYDKR N-ter +34.06 Da, K +34.06 Da 283 58.6 3 1606.99 -0.837 0.075 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.25-0.75
Acyl coenzyme A thioester hydrolase;MTE-I;Very-
TGGRTTWART NATLSVEPEGR N-ter +28.03 Da 46.3 36.7 2 1199.66 0.356 0.031 ACOT2_MOUSE Acyl-coenzyme A thioesterase 2, mitochondrial; long-chain acyl-CoA thioesterase; 0.25-0.75
Cysteine-rich protein 3;LIM domain protein,
ELYCKVCYAK NFGPTGIGFGGLTQQVEKK N-ter +34.06 Da, K +34.06 Da 34.7 48.1 3 2208.37 -1.515 0.13 CSRP3_MOUSE Cysteine and glycine-rich protein 3; cardiac;Muscle LIM protein; 0.15-0.25
NTLVANTSNS NGLKADQAEPEKLR N-ter +28.03 Da, K +28.03 Da 239 69.2 3 1652.04 1.623 0.248 ZNT1_MOUSE Zinc transporter 1; Solute carrier family 30 member 1; 0.75-0.85
ILLWLYGADG NIVMTQSPKSMSMSVGER N-ter +34.06 Da, K +34.06 Da 322 50.8 3 2049.17 -1.12 0.17 KV5A2_MOUSE Ig kappa chain V-V region MOPC 21; 0.15-0.25
FLPMMQAISN NKDQGGYEDFVEGLR N-ter +28.03 Da, K +28.03 Da 42.3 76.6 3 1782.00 -2.252 0.858 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.00-0.15
CIGPLKCAPN NKEEYNGYTGAFR N-ter +28.03 Da, K +28.03 Da 29.7 62.7 3 1603.86 0.227 0.025 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
SSVERYDPRS NKWDYVAALTTPR N-ter +28.03 Da, K +28.03 Da 26.7 60.6 3 1589.95 2.147 0.233 KLHL8_MOUSE A2AH60_MOUSE  Kelch-like protein 8; 0.85-1.00
NYQFFIGENM NPDGMVALLDYR N-ter +28.03 Da 284 75.2 3 1390.80 3.681 0.468 TCTP_MOUSE D3YU75_MOUSE  Translationally-controlled tumor protein; 21 kDa polypeptide;p21;p23; 0.85-1.00
LAACGSVTMS NPGESSFDLADR N-ter +28.03 Da 46.3 40.5 2 1334.66 -4.322 0.864 SODE_MOUSE Extracellular superoxide dismutase [Cu-Zn]; 0.00-0.15
KLTGMAFRVP NPNVSIVDLTCR N-ter +28.03 Da, C +57.02 Da 222 97.5 3 1414.86 2.501 0.941 D3Z0Z9_MOUSE Glyceraldehyde-3-phosphate dehydrogenase; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
GALGCAICHG NPVDDICIAKPR +57.02 Da 25.8 61.6 3 1452.87 0.057 0.003 ANT3_MOUSE Antithrombin-Il; Serpin C1; 0.25-0.75
SMQHIDTGYE NQSSYEESPVRR N-ter +34.06 Da 209 88.6 3 1484.87 -1.737 0.232 B1AW18_MOUSE 0.00-0.15
IPRHEVTEIS NTDVETQPGKTVIR N-ter +28.03 Da, K +28.03 Da 26.7 55.6 3 1612.97 -0.377 0.093 E9Q616_MOUSE 0.25-0.75
GVPLKATMRF NTEITAENLTINLKESVTTDAGR N-ter +34.06 Da, K +34.06 Da 20.7 42.5 4 2557.50 -5.644 0.001 TITIN_MOUSE E9Q8M7_MOUSE  Titin; Connectin; 0.00-0.15
DKIREYKSKR QASGGPVDIGPEYQQDLDR N-ter +34.06 Da 33.8 12.0 3 2078.04 -2.396 0.504 ATP5J_MOUSE E9QAD6_MOUSE  ATP synthase-coupling factor 6, mitochondrial; 0.00-0.15
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
protein;Psoriasis-associated fatty acid-binding
GRKTETVCTF QDGALVQHQQWDGKESTITR N-ter +28.03 Da, K +28.03 Da 26.5 76.9 4 2352.36 0.506 0.075 FABP5_MOUSE Fatty acid-binding protein, epidermal; protein homolog; 0.25-0.75
Protein cypher;Protein oracle;Z-band
LAQMTGTEYM QDPDEEALRR N-ter +34.06 Da 26.3 66.2 3 1261.73 -1.434 0.31 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.15-0.25
Myosin regulatory light chain 2, skeletal muscle
VFSMFDQTQI QEFKEAFTVIDQNR N-ter +28.03 Da, K +28.03 Da 41.8 63.7 3 1780.03 -3.644 0.911 MLRS_MOUSE F6ULR7_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
RLSLESEGAN QELDLAALNSKLSGCPVQKPGGR +57.02 Da 25.2 69.3 4 2521.54 3.05 0.497 F65185_MOUSE 0.85-1.00
STFQQMWISK QEYDEAGPSIVHR N-ter +34.06 Da 44.0 719 3 1533.87 -0.269 0.019 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
RQYFYRYITD QEYIYSIHTR N-ter +28.03 Da 35.0 68.6 3 1336.77 -0.234 0.008 MA2B2_MOUSE  F6TMZ3_MOUSE  Epidit is-specific alph: id Mannosidase alpha class 2B member 2; 0.25-0.75
RRQHLKSVML QIAATELEKEESR N-ter +28.03 Da, K +28.03 Da 30.7 55.3 3 1558.91 -0.34 0.043 TNNI2_MOUSE A2A6KO_MOUSE  Troponin |, fast skeletal muscle; Troponin |, fast-twitch isoform; 0.25-0.75
FQNAILVRYT QKAPQVSTPTLVEAAR N-ter +28.03 Da, K +28.03 Da 50.7 48.2 3 1751.08 0.669 0.063 ALBU_MOUSE Serum albumin; 0.25-0.75
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Table S11, Tholen et al.

Precursor  Fold change
. " . . e . Mass error FC-error of . . . . )
Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
Leucine-rich PPR motif-containing protein,
LYKPVTDLFL QLVDSGKVDEAR N-ter +28.03 Da, K +28.03 Da 26.2 69.2 3 1371.83 -1.218 0.113 LPPRC_MOUSE mitochondrial; 130 kDa leucine-rich protein; 0.15-0.25
FDSLFPVIYT QMMNPGLPESVLDINECLR N-ter +28.03 Da, C +57.02 Da 189 94.5 4 2243.29 -4.644 1.161 GPC3_MOUSE B1ATR5_MOUSE  Glypican-3; 0.00-0.15
QSLPSSHGPS QPGLPAVLSSPSPPLSPR N-ter +28.03 Da 234 69.8 4 1827.15 4.326 0.574 CB071_MOUSE Uncharacterized protein C20rf71 homolog; 0.85-1.00
LQPQNLQPPS QPHLSVSSAANGHLGR N-ter +34.06 Da 23.6 64.5 3 1664.00 -3.837 1.644 NOTC1_MOUSE ~ Q7TQ50_MOUSE Neurogenic locus notch homolog protein 1; Motch A;mT14;p300; 0.00-0.15
FTFLRPLSVQ QPSALALEPEALR N-ter +34.06 Da 235 64.6 3 1427.91 -2.556 0.301 Q8K4A2_MOUSE Q91XW9_MOUSE 0.00-0.15
LLHPTLILAQ QSNVDELGCSHLGQSYESR N-ter +34.06 Da, C +57.02 Da 63.5 64.3 3 2199.15 -3.644 0.911 CO3A1_MOUSE ~ Q5DTG2_MOUSE Collagen alpha-1(Ill) chain; 0.00-0.15
Elongation factor Tu;Eukaryotic elongation
LGRFAVRDMR QTVAVGVIKAVDKK N-ter +28.03 Da, K +28.03 Da 33.6 61.4 4 1567.10 1.757 0.239 EF1A1_MOUSE Elongation factor 1-alpha 1; factor 1 A-1; 0.75-0.85
Elongation factor Tu;Eukaryotic elongation
LGRFAVRDMR QTVAVGVIKAVDK N-ter +34.06 Da, K +34.06 Da 27.0 48.4 3 1429.05 1.915 0.488 EF1A1_MOUSE Elongation factor 1-alpha 1; factor 1A-1; 0.85-1.00
PPGLTGNFAA QYSDKGVSSGPGPMGLMGPR N-ter +34.06 Da, K +34.06 Da 311 57.5 3 2088.20 -2.252 0.214 CO1A2_MOUSE  EOCXI2_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
Chromosome segregation 1-like
EKVIVPNMEF RAADEEAFEDNSEEYIR N-ter +28.03 Da 51.8 67.7 3 2071.05 4.011 1.117 XPO2_MOUSE E9QAX7_MOUSE  Exportin-2; protein;importin-alpha re-exporter; 0.85-1.00
RRGQSSSANR RAGSSSGSGVQGASAGGLAADASR N-ter +28.03 Da 82.7 63.2 3 2104.16 -0.234 0.074 FILA_MOUSE F7BVV1_MOUSE Filaggrin; 0.25-0.75
Coiled-coil-helix-coiled-coil-helix domain-containing
MRAAPR RAPAAQPPAAAAPSAVGSPAAAPR N-ter +28.03 Da 58.2 68.4 4 2180.33 2.077 0.443 CHCH2_MOUSE ~ B2RPU8_MOUSE protein 2, mitochondrial; 0.85-1.00
EPQVLNYLSL RATEQEKDVMDSAR N-ter +28.03 Da, K +28.03 Da 325 79.5 4 1690.97 -1.322 0.264 ECM29_MOUSE  A2ALV7_MOUSE  Proteasome-associated protein ECM29 homolog; 0.15-0.25
2-amino-3-ketobutyrate coenzyme A ligase, Aminoacetone synthase;Glycine
RRAHSALAQL RCILDSELEGIR N-ter +28.03 Da, C +57.02 Da 39.3 88.9 3 1487.91 0.595 0.039 KBL_MOUSE E9PWY6_MOUSE  mitochondrial; acetyltransferase; 0.25-0.75
47 kDa heat shock protein;Collagen-binding
AKAVLSAEKL RDEEVHTGLGELLR N-ter +34.06 Da 245 43.4 3 1656.97 -0.515 0.044 SERPH_MOUSE Serpin H1; protein;Serine protease inhibitor J6; 0.25-0.75
LSLMEPESEF RDIDNPSAEAER N-ter +28.03 Da 353 64.7 3 1399.76 0.379 0.108 PLIN1_MOUSE Perilipin-1; Lipid droplet-associated protein;Perilipin A; 0.25-0.75
DIKSKTYQVM RDYEQAGSAAPSVFSR N-ter +34.06 Da 54.8 68.4 3 1774.01 -2.059 0.343 MSTN1_MOUSE Musculoskeletal embryonic nuclear protein 1; 0.00-0.15
SIIRNVKGPV REGDVLTLLESER N-ter +34.06 Da 37.4 69.4 3 1549.96 -0.943 0.109 RS28_MOUSE 40S ribosomal protein $28; 0.15-0.25
STE20/SPS1-related proline-alanine-rich protein
QAQPNANEDY REGPCAVNLVLR N-ter +28.03 Da, C +57.02 Da 42.6 63.0 3 1410.87 -1.218 0.085 STK39_MOUSE kinase; Serine/threonine-protein kinase 39; 0.15-0.25
Myosin heavy chain 1;Myosin heavy chain
KQIQKLEXRV RELEGEVENEQKR N-ter +34.06 Da, K +34.06 Da 335 80.6 4 1683.06 -1.69 0.327 MYH1_MOUSE MYH8_MOUSE Myosin-1; 2x;Myosin heavy chain, skeletal muscle, adult 1;  0.00-0.15
RELENEVENEQKR N-ter +34.06 Da, K +34.06 Da 329 79.2 4 1740.08 -5.059 1.686 MYH4_MOUSE Myosin-4; Myosin heavy chain 2b;Myosin heavy chain 4; 0.00-0.15
Heat shock 84 kDa;Tumor-specific
TFYSNKEIFL RELISNASDALDKIR N-ter +28.03 Da, K +28.03 Da 40.8 70.4 4 1756.11 3.433 0.569 HS90B_MOUSE ~ ENPL_MOUSE Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.85-1.00
Coactivator of activating protein 1 and estrogen
receptors;RNA-binding motif protein 39;RNA-
binding region-containing protein
SPFRKDKSPV REPIDNLTPEER N-ter +28.03 Da 317 64.8 3 1495.86 -0.667 0.042 RBM39_MOUSE  Q3U313_MOUSE RNA-binding protein 39; 2;Transcription coactivator CAPER; 0.25-0.75
PLPTFSSLNL RETNLESLPLVDTHSKR N-ter +28.03 Da, K +28.03 Da 26.4 65.9 4 2050.25 1.632 0.158 VIME_MOUSE E9PZV5_MOUSE  Vimentin; 0.75-0.85
GKAFLRQLPF RGDDGIFDDNFIEER N-ter +34.06 Da 46.9 719 3 1830.99 -0.943 0.199 SNX3_MOUSE Q78ZMO_MOUSE  Sorting nexin-3; SDP3 protein; 0.15-0.25
GKALKRQLPF RGDEGIFEESFIEER N-ter +34.06 Da 51.1 69.8 3 1846.02 -0.494 0.097 SNX12_MOUSE Q6ZWQ5_MOUSE Sorting nexin-12; SDP8 protein; 0.25-0.75
PVGPAGKNGD RGETGPAGPAGPIGPAGAR N-ter +34.06 Da 68.8 66.1 3 1722.05 -2.252 0.322 CO1A1_MOUSE ~ F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
GGGGSGGGRG RGGKNVGGPGLSKSR N-ter +28.03 Da, K +28.03 Da 26.7 48.8 3 1552.99 2.599 0.416 PURG_MOUSE Purine-rich element-binding protein gamma; 0.85-1.00
M RGQVGDLSPQQQEALAR N-ter +34.06 Da 49.1 55.2 3 2017.17 2.406 0.522 S14L4_MOUSE SEC14-like protein 4; 0.85-1.00
Transcription elongation factor S-1l protein-like
EEGSFKERLA RIRPQFIGDIHGR N-ter +28.03 Da 221 46.2 4 1591.98 1.163 0.192 TCAL1_MOUSE Transcription elongation factor A protein-like 1; 1 0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C Chromosome segregation 1-like
TFKNYIKRNW RIVEDEPNKICEADR +57.02 Da 23.8 78.4 4 1899.10 1.281 0.2 XPO2_MOUSE E9QAX7_MOUSE  Exportin-2; protein;Importin-alpha re-exporter; 0.75-0.85
GAIP C-termi acting protein;| IP-
interacting protein;RGS19-interacting protein
1;SemaF cytoplasmic domain-associated protein
MPLGLGR RKKAPPLVENEEAEPSR N-ter +28.03 Da, K +28.03 Da 37.6 61.9 4 2033.25 1.903 0.351 GIPC1_MOUSE PDZ domain-containing protein GIPC1; 1;Synectin; 0.85-1.00
LKQSLPSHDL RKVMAAIKQR N-ter +34.06 Da, K +34.06 Da 111 359 3 1301.96 -2 0.16 F179A_MOUSE F6YU21_MOUSE  Protein FAM179A; 0.00-0.15
LAYVTPTIPR RLASTSDIEEKENR N-ter +28.03 Da, K +28.03 Da 25.8 69.7 4 1703.00 0.084 0.009 MYPT1_MOUSE Protein phosphatase 1 regulatory subunit 12A; Myosin phosphatase-targeting subunit 1; 0.25-0.75
LLALAGLLQA RLLLPQQAGFGECDR N-ter +28.03 Da, C +57.02 Da 42.8 60.9 3 1787.02 -2.059 0.343 ENDD1_MOUSE  Q69ZY2_MOUSE Endonuclease domain-containing 1 protein; 0.00-0.15
VETQPGKTVI RLPSGSGPASPTTGSAVDIR N-ter +34.06 Da 61.7 64.6 3 1959.19 -1.69 0.382 E9Q616_MOUSE 0.00-0.15
DRRKEEPPSL RPAPPPISGGGYR N-ter +28.03 Da 225 71.2 3 1351.83 -0.322 0.016 FIBB_MOUSE Fibrinogen beta chain; 0.25-0.75
Protein-tyrosine phosphatase 4a2;Protein-
MN RPAPVEISYENMR N-ter +28.03 Da 34.0 76.7 3 1588.92 0.057 0.003 TP4A2_MOUSE Protein tyrosine phosphatase type IVA 2; tyrosine phosphatase of regenerating liver 2; 0.25-0.75
Gamma-interferon-inducible lysosomal thiol Gamma-interferon-inducible protein IP-
KAHDVCLLGP RPLPPSPPVR N-ter +28.03 Da 24.0 64.4 3 1142.77 2.483 0.089 GILT_MOUSE F6YSI1_MOUSE  reductase; 30;Lysosomal thiol reductase I1P30; 0.85-1.00
PNSRNSSRVL RPPGGGSNFSLGFDEPAEQPVR N-ter +28.03 Da 51.0 83.4 4 2341.34 1.642 0.342 HN1_MOUSE Hematological and neurological expressed 1 protein; 0.75-0.85
Lysosomal pepstatin-insensitive
protease;Tripeptidyl aminopeptidase; Tripeptidyl-
LINEHRILNG RPPLGFLNPR N-ter +28.03 Da 48.2 57.2 3 1193.77 0.642 0.025 TPP1_MOUSE Tripeptidyl-peptidase 1; peptidase I; 0.25-0.75
LIWDNGMVLG RPPSPPPPPPR N-ter +28.03 Da 36.7 62.1 3 1221.77 1176 0.026 E9Q217_MOUSE 0.75-0.85
QDIAKLMPLL RQEELESVEAGVQGGAFEGTR N-ter +28.03 Da 64.0 62.9 3 2276.25 3.394 0.962 EHD2_MOUSE Q8R2X0_MOUSE  EH domain-containing protein 2; 0.85-1.00
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Neural precursor cell expressed developmentally
LOAQRAFTTR RQISEDVDGPDNR N-ter +34.06 Da 41.9 70.8 3 1533.87 -0.152 0.019 NEDD4_MOUSE E3 ubiquitin-protein ligase NEDD4; down-regulated protein 4; 0.25-0.75
Growth-related 25 kDa protein;Heat shock 25
AAPAFSRALN RQLSSGVSEIR N-ter +28.03 Da 26.7 68.9 3 1258.79 0.163 0.013 HSPB1_MOUSE D3YZ06_MOUSE  Heat shock protein beta-1; kDa protein;Heat shock 27 kDa protein;p25; 0.25-0.75
GRSSNRRDRP RQPSPSQSSDSQVHSGVQVEGR N-ter +28.03 Da 48.4 77.4 4 2379.34 2.639 0.479 E9Q019_MOUSE  F7BVV1_MOUSE 0.85-1.00
SQSGSGRSPR RSPVHPESSEGEEHSVVPQR N-ter +34.06 Da 35.2 711 4 2276.30 0.401 0.058 FILA2_MOUSE FILA2_MOUSE Filaggrin-2; Intermediate filament-associated protein; 0.25-0.75
MKLFQ RSTPAITLENPDIKYPLR N-ter +28.03 Da, K +28.03 Da 41.1 56.0 4 2139.32 -0.837 0.06 NBSR3_MOUSE ~ F2Z3VO_MOUSE  NADH-cytochrome b5 reductase 3; Diaphorase-1; 0.25-0.75
GHKTPEPVPR RTEITIVKPQESVLR N-ter +28.03 Da, K +28.03 Da 24.6 53.6 4 1824.18 2.147 0.334 SEPT9_MOUSE A2A6U3_MOUSE  Septin-9; SL3-3 integration site 1 protein; 0.85-1.00
Beta-Il spectrin;Embryonic liver fodrin;Fodrin
PAQSAATLPA RTLETPAAQMEGFLNR N-ter +28.03 Da 63.2 735 3 1861.09 -1 0.22 SPTB2_MOUSE Spectrin beta chain, brain 1; beta chain;Spectrin, non-erythroid beta chain 1;  0.15-0.25
IWHHSFYNEL RVAPEEHPTLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 56.4 66.3 4 2508.55 3.065 0.154 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.85-1.00
IWHHTFYNEL RVAPEEHPVLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 60.3 62.5 4 2506.56 5.235 0.627 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.85-1.00
VWKISGFPVG RVIGSGCNLDSAR N-ter +34.06 Da, C +57.02 Da 373 68.2 3 1437.85 -0.971 0.114 LDHA_MOUSE LDHB_MOUSE L-lactate dehydrogenase A chain; LDH muscle subunit; 0.15-0.25
NVVGARRSSW RVISSIEQKTER N-ter +34.06 Da, K +34.06 Da 27.3 39.9 4 1512.99 0.604 0.095 1433B_MOUSE ~ A2A5N1_MOUSE 14-3-3 protein beta/alpha; Protein kinase C inhibitor protein 1; 0.25-0.75
LNGKLTGMAF RVPTPNVSVVDLTCR N-ter +34.06 Da, C +57.02 Da 453 69.6 3 1746.09 0.31 0.013 G3P_MOUSE G3PT_MOUSE Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.25-0.75
KEALLGRVAV SADPNVPNVIVTR N-ter +34.06 Da 312 45.6 3 1414.86 -1.12 0.073 GDIR1_MOUSE Rho GDP-dissociation inhibitor 1; GDI-1;Rho-GDI alpha; 0.15-0.25
LKAKLRSRNR SAEEGEVTESKSSQKESSVQR N-ter +28.03 Da, K +28.03 Da 326 81.6 4 2365.35 0.39 0.161 TB182_MOUSE 182 kDa tankyrase-1-binding protein; 0.25-0.75
QDEGAEPMGY SAELSSEGILDDRNEEKR N-ter +28.03 Da, K +28.03 Da 43.7 67.6 4 2103.19 -0.322 0.06 EZRI_MOUSE Ezrin; Cytovillin;Villin-2;p81; 0.25-0.75
QDEGAEPMGY SAELSSEGILDDR N-ter +28.03 Da 56.3 43.1 2 1418.75 -0.494 0.104 EZRI_MOUSE Ezrin; Cytovillin;Villin-2;p81; 0.25-0.75
Coiled-coil domain-containing protein 16;0vus
ESQDAKKAKA SAGPQVQPSTSASSANLDAAR N-ter +34.06 Da 44.7 35.7 3 2048.11 -1.737 0.579 ZN830_MOUSE Zinc finger protein 830; mutant candidate gene 1 protein; 0.00-0.15
MATRSCVSRG SAGSAAAGPVEAAIR N-ter +28.03 Da 60.4 26.4 2 1354.76 -0.014 0.001 BOLA1_MOUSE BolA-like protein 1; 0.25-0.75
SQMSYGYDEK SAGVSVPGPMGPSGPR N-ter +34.06 Da 37.4 389 3 1485.84 -3.322 0.332 CO1A1_MOUSE  FBWGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.00-0.15
Beta-Il spectrin;Embryonic liver fodrin;Fodrin
PSPTLDRKAK SALPAQSAATLPAR N-ter +28.03 Da 29.9 374 3 1380.82 1.949 0.49 SPTB2_MOUSE Spectrin beta chain, brain 1; beta chain;Spectrin, non-erythroid beta chain 1;  0.85-1.00
C-terminal LIM domain protein 1;Elfin;LIM
VLHIGSAHNR SAMPFTASPAPSTR N-ter +28.03 Da 48.7 27.9 2 1447.75 1.895 0.214 PDLI1_MOUSE PDZ and LIM domain protein 1; domain protein CLP-36; 0.85-1.00
High mobility group nucleosome-binding domain- Nucleosome-binding protein 1;Nucleosome-
QEPKRRSARL SAMPVPFTPELKPKR N-ter +28.03 Da, K +28.03 Da 20.5 62.1 4 1781.14 -0.014 0.001 HMGN5_MOUSE containing protein 5; binding protein 45;Protein GARP45; 0.25-0.75
VTLINFWPVD SAPASSPQLSHDDTHSR N-ter +28.03 Da 48.2 86.2 4 1820.00 -0.837 0.359 DMD_MOUSE A2A9Z2_MOUSE  Dystrophin; 0.25-0.75
KSMWEKGSVF SAPSASGTPNKETAGLKVGVSSR N-ter +34.06 Da, K +34.06 Da 337 74.4 4 2302.51 0.189 0.045 Q8VCQ8_MOUSE E9QOM9_MOUSE 0.25-0.75
MRLMAAMEIF SAQQQEDIKDEDER N-ter +28.03 Da, K +28.03 Da 23.8 59.9 3 1745.91 3.979 1.378 FAF1_MOUSE FAS-associated factor 1; 0.85-1.00
TKKRPAPRAP SASPLAIHASR N-ter +28.03 Da 453 61.4 3 1136.70 -3.644 0.456 MILK1_MOUSE MICAL-like protein 1; Molecule interacting with Rab13; 0.00-0.15
SCLVLAARHA SASSTNLKDVLSNLIPKEQAR N-ter +28.03 Da, K +28.03 Da 27.0 815 4 2354.51 -0.415 0.116 CISY_MOUSE Citrate synthase, mitochondrial; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Carbonate dehydratase Ill;Carbonic anhydrase
IKHDPSLQPW SASYDPGSAKTILNNGKTCR +57.02 Da 203 73.6 4 2223.30 -0.621 0.067 CAH3_MOUSE Carbonic anhydrase 3; I; 0.25-0.75
M SATHHKTSLPQGVR N-ter +34.06 Da, K +34.06 Da 33.0 18.9 3 1585.96 -2.396 0.126 LEG7_MOUSE Galectin-7; 0.00-0.15
Amphiphysin Il;Amphiphysin-like
protein;Bridging integrator 1;SH3 domain-
SLPAVVVETF SATVNGAVEGSAGTGR N-ter +34.06 Da 56.9 45.7 3 1466.82 -1.322 0.099 BIN1_MOUSE Q6P1B9_MOUSE  Myc box-dependent-interacting protein 1; containing protein 9; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
RYEDMAAFMK SAVEKGEELSCEER +57.02 Da 29.9 75.2 3 1677.91 1.021 0.131 1433S_MOUSE 14-3-3 protein sigma; Stratifin; 0.25-0.75
GEADRDTYRR SAVPPGADKKAEAGAGSATEFQFR N-ter +28.03 Da, K +28.03 Da 319 76.7 4 2475.47 0.516 0.043 RS10_MOUSE 40S ribosomal protein $10; 0.25-0.75
EADPSNFANF SAYPSEEDMIEWAKR N-ter +28.03 Da, K +28.03 Da 282 66.8 3 1867.01 0.299 0.044 EPS15_MOUSE Epidermal growth factor receptor substrate 15; Protein AF-1p; 0.25-0.75
GTRKPVKDFA SCHLAQAPNHVVVSR N-ter +28.03 Da, C +57.02 Da 36.9 76.1 4 1702.00 -0.322 0.048 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
TQCCAEADKE SCLTPKLDGVKEKALVSSVR +57.02 Da 20.0 57.2 4 2298.47 -0.434 0.023 ALBU_MOUSE Serum albumin; 0.25-0.75
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
N-ter +28.03 Da, K +28.03 Da, C protein;Psoriasis-associated fatty acid-binding
TESTVKTTVF SCNLGEKFDETTADGR +57.02 Da 417 61.3 3 1854.96 2.824 0.351 FABP5_MOUSE E9Q964_MOUSE  Fatty acid-binding protein, epidermal; protein homolog; 0.85-1.00
LWALLTPAEA SCQGIQCAPGQR N-ter +28.03 Da, C +57.02 Da 24.6 49.7 3 1388.70 0.585 0.058 E9PVG8_MOUSE 0.25-0.75
CI-SDAP;NADH-ubiquinone oxidoreductase 9.6
GTVTHLCRQY SDAPPLTLDGIKDR N-ter +28.03 Da, K +28.03 Da 57.8 43.8 3 1552.91 0.496 0.032 ACPM_MOUSE F8WJ64_MOUSE  Acyl carrier protein, mitochondrial; kDa subunit; 0.25-0.75
QIGAKFWEVI SDEHGIDPTGTYHGDSDLQLDR N-ter +28.03 Da 331 86.6 4 2455.30 3.432 1.008 TBB5_MOUSE Tubulin beta-5 chain; 0.85-1.00
ESQASDSEGH SDFSEGQAVGAHR N-ter +28.03 Da 42.6 70.0 3 1387.74 -0.201 0.016 FILA_MOUSE F7BVV1_MOUSE Filaggrin; 0.25-0.75
Pleckstrin homology domain-containing family O Pleckstrin homology domain-containing family Q
DSGPPVFAPL SDISEDQPQEPPR N-ter +28.03 Da 30.8 45.0 3 1524.77 -0.218 0.03 PKHO2_MOUSE member 2; member 1; 0.25-0.75
GLTGNFAAQY SDKGVSSGPGPMGLMGPR N-ter +28.03 Da, K +28.03 Da 70.2 56.8 3 1784.99 -2.322 0.232 CO1A2_MOUSE ~ EOCXI2_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
QKEEEAQKKK SDLEIELLKR N-ter +28.03 Da, K +28.03 Da 26.0 58.7 3 1270.82 1.195 0.391 F107B_MOUSE Protein FAM1078; 0.75-0.85
Complex IIl subunit 4;Complex Il subunit
IV;Cytochrome b-c1 complex subunit
4;Ubiquinol-cytochrome-c reductase complex
AVALHSAVSA SDLELHPPSYPWSHR N-ter +28.03 Da 30.1 70.8 4 1848.03 -0.152 0.007 CY1_MOUSE Cytochrome c1, heme protein, mitochondrial; cytochrome c1 subunit; 0.25-0.75
KKSKENPRNF SDNQLQEGKNVIGLOMGTNR N-ter +34.06 Da, K +34.06 Da 386 56.8 4 2269.34 0.227 0.031 TAGL2_MOUSE Transgelin-2; SM22-beta; 0.25-0.75
TKQTQTFTTY SDNQPGVLIQVYEGER N-ter +28.03 Da 36.9 46.9 3 1831.00 -0.152 0.01 HS71A_MOUSE ~ HS71B_MOUSE  Heat shock 70 kDa protein 1A; Heat shock 70 kDa protein 3;Hsp68; 0.25-0.75
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Precursor  Fold change
. " . . e . Mass error FC-error of . . . . )
Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
PSQPPTVEVA SDPQPPPAPEASASASAPPLR N-ter +34.06 Da 36.6 443 3 2076.16 5.652 1.251 VAT1_MOUSE Synaptic vesicle membrane protein VAT-1 homolog; 0.85-1.00
100 kDa coated vesicle protein C;Adapter-
related protein complex 2 alpha-2
subunit;Adaptor protein complex AP-2 subunit
alpha-2;Alpha-adaptin C;Alpha2-
adaptin;Clathrin assembly protein complex 2
alpha-C large chain;Plasma membrane adaptor
SGGGLLVDVF SDSASAVAPLAPGSEDNFAR N-ter +34.06 Da 63.6 41.2 3 1995.06 -0.415 0.083 AP2A2_MOUSE AP-2 complex subunit alpha-2; HA2/AP2 adaptin alpha C subunit; 0.25-0.75
DNA-binding p52/p100 complex, 100 kDa
subunit;Polypyrimidine tract-binding protein-
GPGPRTEEKI SDSEGFKANLSLLR N-ter +34.06 Da, K +34.06 Da 213 523 3 1604.00 -0.515 0.118 SFPQ_MOUSE Splicing factor, proline- and glutamine-rich; associated-splicing factor; 0.25-0.75
LQTRGFVSDS SDSMDTGAGSIR N-ter +28.03 Da 337 40.0 2 1223.59 -0.761 0.064 ATIF1_MOUSE Q9D879_MOUSE  ATPase inhibitor, mitochondrial; Inhibitor of F(1)F(0)-ATPase; 0.25-0.75
RPRQPSPSQS SDSQVHSGVQVEAQR N-ter +28.03 Da 51.9 66.6 3 1653.92 -1 0.24 FILA_MOUSE F6TLO2_MOUSE  Filaggrin; 0.15-0.25
RPRQPSPSQS SDSQVHSGVQVEGR N-ter +28.03 Da 54.4 68.7 3 1511.84 1.536 0.477 FILA_MOUSE F7BVV1_MOUSE  Filaggrin; 0.75-0.85
MKVLQTRGFV SDSSDSMDTGAGSIR N-ter +28.03 Da 385 62.2 3 1512.73 -1.286 0.125 ATIF1_MOUSE Q9D879_MOUSE  ATPase inhibitor, mitochondrial; Inhibitor of F(1)F(0)-ATPase; 0.15-0.25
QQLFEDIRGQ SDTAITKDMFEEALR N-ter +28.03 Da, K +28.03 Da 9.2 67.6 3 1782.01 10.766 1.627 MCM4_MOUSE ~ F6Z957_MOUSE  DNA replication licensing factor MCM4; CDC21 homolog;P1-CDC21; 0.85-1.00
58 kDa glucose-regulated protein;58 kDa
microsomal protein;Disulfide isomerase ER-
60;Endoplasmic reticulum resident protein
A SDVLELTDENFESR N-ter +28.03 Da 58.0 50.0 2 1680.87 1.952 0.318 PDIA3_MOUSE F6Q404_MOUSE  Protein disulfide-isomerase A3; 57;Endoplasmic reticulum resident protein 60; 0.85-1.00
Calcium-activated neutral proteinase small
subunit;Calcium-dependent protease small
subunit;Calcium-dependent protease small
RILGGVISAI SEAAAQYNPEPPPPR N-ter +28.03 Da 36.6 65.4 3 1650.91 0.856 0.08 CPNS1_MOUSE D3YW48_MOUSE  Calpain small subunit 1; subunit 1;Calpain regulatory subunit; 0.25-0.75
FCPEEYVSPN SEDVGVEGPKGDPGPQGPR N-ter +34.06 Da, K +34.06 Da 26.8 58.4 3 1945.13 -1.515 0.476 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.15-0.25
LLWENGNLLR SEETKQNEAFSLTAKGKGR N-ter +34.06 Da, K +34.06 Da 259 66.5 4 2216.46 0.496 0.088 CO3_MOUSE Complement C3; HSE-MSF; 0.25-0.75
RPANPNWGVF SEFGDSSSPATR N-ter +28.03 Da 52.4 384 2 1267.62 -1.358 0.139 Q99K47_MOUSE  E9PV24_MOUSE 0.15-0.25
RGVSESQASD SEGHSDFSEGQAVGAHR N-ter +28.03 Da 38.7 80.4 4 1797.95 1.937 0.445 E9Q019_MOUSE  FILA_MOUSE 0.85-1.00
N-ter +34.06 Da, K +34.06 Da, C
VCLLHEKTPV SEHVTKCCSGSLVER +57.02 Da 29.2 64.8 4 1816.04 -0.556 0.098 ALBU_MOUSE Serum albumin; 0.25-0.75
YGEAKRQRFL SELAQLEENVHLAR N-ter +34.06 Da 50.5 75.8 3 1642.01 -2.12 0.277 Q14BI5_MOUSE 0.00-0.15
RRDHVLGLAR SELEEDIIPEEDIISR N-ter +34.06 Da 44.2 51.7 3 1920.08 1.74 0.422 CO3_MOUSE Complement C3; HSE-MSF; 0.75-0.85
3T3-L1 lipid-binding protein;Adipocyte lipid-
binding protein;Adipocyte-type fatty acid-
binding protein;Fatty acid-binding protein
4;Myelin P2 protein homolog;P15;P2 adipocyte
AFVGTWKLVS SENFDDYMKEVGVGFATR N-ter +28.03 Da, K +28.03 Da 34.0 65.4 3 2120.13 -0.667 0.307 FABP4_MOUSE Fatty acid-binding protein, adipocyte; protein;Protein 422; 0.25-0.75
NVLA SEPEIPKGIR N-ter +34.06 Da, K +34.06 Da 19.8 54.7 3 1192.81 2.227 0.062 KAD2_MOUSE F7BP55_MOUSE  Adenylate kinase 2, mitochondrial; ATP-AMP transphosphorylase 2; 0.85-1.00
KQYAPRCSVC SEPIMPEPGRDETVR N-ter +28.03 Da 345 52.7 3 1739.94 0.714 0.078 ZYX_MOUSE Q7TQE2_MOUSE  Zyxin; 0.25-0.75
C-terminal LIM domain protein 1;Elfin;LIM
KRHPYKMNLA SEPQEVLHIGSAHNR N-ter +28.03 Da 23.0 99.1 4 1701.03 -0.377 0.029 PDLI1_MOUSE PDZ and LIM domain protein 1; domain protein CLP-36; 0.25-0.75
DSPERELILS SEPSPAVTPVTPTTLIAPR N-ter +28.03 Da 514 45.5 3 1961.17 0.614 0.108 SNX2_MOUSE Sorting nexin-2; 0.25-0.75
EPS-15-interacting protein 2;Intersectin-EH-
SSQPNLSTSY SEQEYGKAGGSPASYHGSTSPR N-ter +28.03 Da, K +28.03 Da 47.1 76.7 4 2308.25 -0.377 0.098 EPN2_MOUSE Q5NCM6_MOUSE  Epsin-2; binding protein 2; 0.25-0.75
Enigma homolog;Enigma-like PDZ and LIM
PRQPTVTSVC SESAQELAEGQR N-ter +28.03 Da 337 50.5 3 1331.70 0.029 0.003 PDLIS_MOUSE E9Q8P5_MOUSE  PDZ and LIM domain protein 5; domains protein; 0.25-0.75
SPLRSPPLLG SESPYEDFLSADSKVLGR N-ter +28.03 Da, K +28.03 Da 341 67.1 3 2055.15 -1.152 0.179 MAP1B_MOUSE Microtubule-associated protein 1B; MAP1(X);MAP1.2; 0.15-0.25
SADRQGRRGV SESQASDSEGHSDFSEGQAVGAHR N-ter +28.03 Da 50.2 80.4 4 2502.27 1.618 0.49 E9Q019_MOUSE  F7BVV1_MOUSE 0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C Serine/threonine-protein phosphatase 2A 65 kDa PP2A subunit A isoform PR65-alpha;PP2A
MTTLFCINVL SEVCGQDITTKHMLPTVLR +57.02 Da 48.1 97.3 4 2240.38 1.637 0.174 2AAA_MOUSE regulatory subunit A alpha isoform; subunit A isoform R1-alpha; 0.75-0.85
WTHEVFSSRS SEVVLSGDDEDYQR N-ter +28.03 Da 43.8 66.6 3 1638.85 -0.434 0.053 E9Q616_MOUSE 0.25-0.75
VEIPATVTAF SFEDDSAPLSPLKFMAQR N-ter +34.06 Da, K +34.06 Da 335 63.5 3 2106.24 -5.644 0.001 ADDG_MOUSE Gamma-adducin; Adducin-like protein 70; 0.00-0.15
ERDRITALKR SFEVEEIEPPNSTPPR N-ter +28.03 Da 43.7 62.2 3 1855.02 1.214 0.089 SEPT9_MOUSE A2A6U3_MOUSE  Septin-9; SL3-3 integration site 1 protein; 0.75-0.85
DEQALEDHFS SFGPISEVVVVKDR N-ter +28.03 Da, K +28.03 Da 39.0 61.1 3 1587.00 -0.218 0.028 RBM3_MOUSE Q8BG13_MOUSE Putative RNA-binding protein 3; RNA-binding motif protein 3; 0.25-0.75
Cellular thyroid hormone-binding
protein;Endoplasmic reticulum resident protein
ANEVEAVKVH SFPTLKFFPASADR N-ter +28.03 Da, K +28.03 Da 26.5 729 3 1639.00 -0.12 0.005 PDIA1_MOUSE E9Q8G8_MOUSE  Protein disulfide-isomerase; 59;Prolyl 4-hydroxylase subunit beta;p55; 0.25-0.75
ETPSQRRATR SGAQASSTPLSPTR N-ter +28.03 Da 52.4 35.1 2 1386.76 0.766 0.149 LMNA_MOUSE D3YUF7_MOUSE  Prelamin-A/C; 0.25-0.75
Lysosomal acid alpha-
mannosidase;Mannosidase alpha class 2B
GPEANVGPYG SGDSAPLQEAMAVLQHHDAVSGTAR N-ter +34.06 Da 57.7 70.7 4 2581.46 -0.474 0.118 MA2B1_MOUSE Lysosomal alpha-mannosidase; member 1;Mannosidase alpha-B; 0.25-0.75
NIDIRSAFKR SGEGQEDAGELDFSGLLKR N-ter +34.06 Da, K +34.06 Da 54.8 65.2 3 2075.22 -2.474 0.412 D3YU50_MOUSE Q6P6L5_MOUSE 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C
ESTECRKTRV SGEHMDLTTCPLAAGGQQEKLR +57.02 Da 54.5 63.3 4 2454.36 2.529 0.184 Q9D1B1_MOUSE 0.85-1.00
IEMGGNPLEN SGFEPGAFDGLKLNYLR N-ter +28.03 Da, K +28.03 Da 30.2 67.9 3 1939.15 -2.184 0.298 PGS1_MOUSE Biglycan; Bone/cartilage proteoglycan I;PG-S1; 0.00-0.15
VTLHIVERPY SGFPDASSEGPEPTQGEAR N-ter +34.06 Da 40.1 345 3 1951.96 -0.644 0.111 PTRF_MOUSE Q3U4N4_MOUSE  Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.25-0.75
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N-ter +34.06 Da, K +34.06 Da, C
GRTTVVMTPR SGGSKDNLSPPLGQCLTER +57.02 Da 27.6 47.4 3 2083.20 0.872 0.11 THRB_MOUSE Prothrombin; Coagulation factor II; 0.25-0.75
RKDLYANTVL SGGTTMYPGIADR N-ter +34.06 Da 48.5 347 2 1358.72 -0.556 0.025 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.25-0.75
Acetyl-CoA acyltransferase A;Beta-ketothiolase
AIMARIAQFL SGIPETVPLSTVNR N-ter +28.03 Da 309 433 3 1496.88 0.949 0.098 THIKA_MOUSE THIKB_MOUSE 3-ketoacyl-CoA thiolase A, peroxisomal; A;Peroxisomal 3-oxoacyl-CoA thiolase A; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
GLSDPNLTLS SGKDGQCPLVVEQVR +57.02 Da 36.2 81.9 3 1727.05 0.345 0.071 LRC47_MOUSE F6YT33_MOUSE  Leucine-rich repeat-containing protein 47; 0.25-0.75
VSVERALADE SGLDTYSLSGGGGVPVLVR N-ter +28.03 Da 54.1 42.0 3 1861.07 -0.184 0.038 A2BFA6_MOUSE 0.25-0.75
ETTALVCDNG SGLVKAGFAGDDAPR N-ter +34.06 Da, K +34.06 Da 30.2 56.0 3 1527.95 -0.889 0.099 ACTC_MOUSE ACTS_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
Cys3His CCG1-required protein;Muscleblind-like
ELLPNGPVLI SGNPPLALPGVPGPKPIR N-ter +28.03 Da, K +28.03 Da 343 15.7 3 1822.11 -0.434 0.029 MBNL3_MOUSE  Q8BYC7_MOUSE Muscleblind-like protein 3; X-linked protein;Protein MCHCR; 0.25-0.75
Complex Il subunit 5;Cytochrome b-c1 complex
Cytochrome b-c1 complex subunit Rieske, subunit 5;Rieske iron-sulfur protein;Ubiquinol-
MLSVAAR SGPFAPVLSATSR N-ter +34.06 Da 48.3 239 2 1322.77 -1.644 0.103 UCRI_MOUSE mitochondrial; cytochrome c reductase iron-sulfur subunit; 0.00-0.15
AAQYSDKGVS SGPGPMGLMGPR N-ter +34.06 Da 349 40.0 2 1189.66 -1.837 0.197 CO1A2_MOUSE  EOCXI2_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
PSGPVGKDGR SGQPGPVGPAGVR N-ter +34.06 Da 43.4 37.7 2 1211.73 -2.396 0.378 CO1A2_MOUSE ~ E9Q6U9_MOUSE Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
SDYSQQGHVS SGSEVTQCCQTDLCNER N-ter +28.03 Da, C +57.02 Da 334 50.4 3 2070.95 1.632 0.284 LY6D_MOUSE Lymphocyte antigen 6D; Thymocyte B-cell antigen; 0.75-0.85
Bcl-2-associated athanogene 3;Bcl-2-binding
ASSREGSPAR SGTPVHCPSPIR N-ter +28.03 Da, C +57.02 Da 36.2 63.6 3 1334.76 0.585 0.031 BAG3_MOUSE BAG family molecular chaperone regulator 3; protein Bis; 0.25-0.75
ERHVAHGPLK SGVGPSQPTTVGTECGFVSR N-ter +28.03 Da, C +57.02 Da 20.0 47.8 3 2050.08 -1.286 0.22 F7CK47_MOUSE Microtubule-associated protein; 0.15-0.25
Complex Il subunit 5;Cytochrome b-c1 complex
Cytochrome b-c1 complex subunit Rieske, subunit 5;Rieske iron-sulfur protein;Ubiquinol-
GLNVPASVRF SHTDVKVPDFSDYR N-ter +34.06 Da, K +34.06 Da 27.8 75.7 4 1733.04 -0.761 0.052 UCRI_MOUSE mitochondrial; cytochrome c reductase iron-sulfur subunit; 0.25-0.75
KITKFENAFL SHVISQHQSLLGNIR N-ter +28.03 Da 20.8 68.3 4 1716.06 1.989 0.23 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
RSTCHNQNSM SICEEFSQQADDKGCFR +57.02 Da 60.0 56.6 3 2132.05 1.459 0.446 A2M_MOUSE D3YW52_MOUSE  Alpha-2-macroglobulin; Pregnancy zone protein; 0.75-0.85
N-ter +34.06 Da, K +34.06 Da, C
NQQEGVCPEG SIDNSPVKWCALSHLER +57.02 Da 27.5 67.5 4 2079.26 -0.269 0.029 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
ASTSQSSRAA SIFGGAKPVDTAAR N-ter +34.06 Da, K +34.06 Da 30.8 59.8 3 1456.95 -0.811 0.128 IF4B_MOUSE Q3TDD8_MOUSE  Eukaryotic translation initiation factor 48; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
GLILPGILAK SIGTLSDPCKDPTR +57.02 Da 235 55.4 3 1601.90 1.996 0.61 CDSN_MOUSE Corneodesmosin; 0.85-1.00
QLPNQVLESI SIIDTPGILSGAKQR N-ter +28.03 Da, K +28.03 Da 48.8 58.7 3 1611.03 0.651 0.062 EHD2_MOUSE Q8R2X0_MOUSE  EH domain-containing protein 2; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
SAGIHETTYN SIMKCDIDIR +57.02 Da 30.4 71.4 3 1305.77 0.098 0.016 ACTA_MOUSE ACTC_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.25-0.75
60 kDa chaperonin;Chaperonin 60;HSP-65;Heat
shock protein 60;Mitochondrial matrix protein
LSEKKISSVQ SIVPALEIANAHR N-ter +28.03 Da 43.2 70.4 3 1417.90 1 0.065 CH60_MOUSE 60 kDa heat shock protein, mitochondrial; P1; 0.25-0.75
RTSPVPRQKR SIVVSPILIPENQR N-ter +28.03 Da 36.8 56.9 3 1592.02 1 0.16 CAD13_MOUSE Cadherin-13; Heart cadherin;Truncated cadherin; 0.25-0.75
IHQVQYQEMD SKADDLDLLKSSGVIQR N-ter +28.03 Da, K +28.03 Da 332 70.7 4 1928.23 -1 0.06 C163A_MOUSE Scavenger receptor cysteine-rich type 1 protein M130; 0.15-0.25
Cargo selection protein TIP47;Mannose-6-
AAVSTAQPIL SKLEPQIATASEYAHR N-ter +28.03 Da, K +28.03 Da 40.3 69.9 4 1856.11 -0.943 0.073 PLIN3_MOUSE Perilipin-3; phosphate receptor-binding protein 1; 0.15-0.25
GKKGVKRPNR SKLQDMLANLR N-ter +28.03 Da, K +28.03 Da 36.7 79.4 3 1343.87 0.678 0.136 STRN_MOUSE F8WH41_MOUSE  Striatin; 0.25-0.75
MBL-associated serine protease 2;Mannose-
LWSLVATLLG SKWPEPVFGR N-ter +28.03 Da, K +28.03 Da 31.2 75.1 3 1257.78 0.782 0.068 MASP2_MOUSE Mannan-binding lectin serine protease 2; binding protein-associated serine protease 2; 0.25-0.75
VRLLQDSVDF SLADAINTEFKNTR N-ter +28.03 Da, K +28.03 Da 39.8 70.5 3 1634.98 -0.184 0.04 VIME_MOUSE A2AKJI2_MOUSE  Vimentin; 0.25-0.75
Dudulin-2;Protein nm1054;Six-transmembrane
epithelial antigen of prostate 3;Tumor
ISRRLVDSDG SLAEVPKEAPKVGILGSGDFAR N-ter +34.06 Da, K +34.06 Da 26.5 79.1 4 2342.59 0.322 0.07 STEA3_MOUSE E9QN92_MOUSE Metalloreductase STEAP3; suppressor-activated pathway protein 6; 0.25-0.75
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
STVHEILCKL SLEGDHSTPPSAYGSVKPYTNFDAER N-ter +34.06 Da, K +34.06 Da 37.7 74.7 4 2892.64 2.646 0.693 ANXA2_MOUSE ~ BOV2N7_MOUSE Annexin A2; IV;Protein I;p36; 0.85-1.00
NEMATAASSS SLEKSYELPDGQVITIGNER N-ter +34.06 Da, K +34.06 Da 384 60.2 4 2315.40 0.163 0.017 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
LRPPGGGSNF SLGFDEPAEQPVR N-ter +28.03 Da 433 44.9 3 1471.80 0.202 0.032 HN1_MOUSE Hematological and neurological expressed 1 protein; 0.25-0.75
DCLQGFQLTH SLGGGTGSGMGTLLISKIR N-ter +28.03 Da, K +28.03 Da 27.9 49.0 3 1860.14 -0.474 0.053 TBB5_MOUSE TBB2A_MOUSE Tubulin beta-5 chain; 0.25-0.75
47 kDa heat shock protein;Collagen-binding
LVVASSLGLV SLGGKATTASQAKAVLSAEKLR N-ter +28.03 Da, K +28.03 Da 26.4 65.9 4 2298.52 0.401 0.064 SERPH_MOUSE Serpin H1; protein;Serine protease inhibitor J6; 0.25-0.75
Lysosomal pepstatin-insensitive
protease; Tripeptidyl aminopeptidase; Tripeptidyl-
RPEPQQVGTV SLHLGVTPSVLR N-ter +28.03 Da 325 63.8 3 1305.86 1.74 0.266 TPP1_MOUSE Tripeptidyl-peptidase 1; peptidase I; 0.75-0.85
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Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
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Delayed early response protein 6;Glycosylation-
inhibiting factor;L-dopachrome isomerase;L-
dopachrome tautomerase;Phenylpyruvate
SCRNDPCALC SLHSIGKIGGAQNR N-ter +28.03 Da, K +28.03 Da 235 75.8 4 1492.96 -0.916 0.086 MIF_MOUSE Macrophage migration inhibitory factor; tautomerase; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
ADESAANCDK SLHTLFGDKLCAIPNLR +57.02 Da 38.9 87.3 4 2010.28 0.345 0.024 ALBU_MOUSE Serum albumin; 0.25-0.75
SIRSAPPKLA SLKGVVPEDAVETLAGSLGTR N-ter +28.03 Da, K +28.03 Da 56.2 62.2 3 2154.32 0.84 0.258 ICAL_MOUSE Q921U7_MOUSE  Calpastatin; Calpain inhibitor; 0.25-0.75
Alcohol sulfotransferase;Hydroxysteroid
AMKANTMSNY SLLPASLLDHR N-ter +28.03 Da 47.1 70.2 3 1248.81 2727 0.692 ST2B1_MOUSE E9QKC1_MOUSE Sulfotransferase family cytosolic 2B member 1; sulfotransferase 2; 0.85-1.00
N-ter +34.06 Da, K +34.06 Da, C
RSPLQLLGKR SLPEGVVDGIEVYSTKISCKVTSR +57.02 Da 259 62.7 4 2725.71 -3.059 0.51 ITIH3_MOUSE E9PVS1_MOUSE  Inter-alpha-trypsin inhibitor heavy chain H3; 0.00-0.15
Protein phosphatase 2B regulatory subunit
1;Protein phosphatase 3 regulatory subunit B
SGSLSVEEFM SLPELQQNPLVQR N-ter +28.03 Da 41.8 433 3 1548.93 1.384 0.048 CANB1_MOUSE Calcineurin subunit B type 1; alpha isoform 1; 0.75-0.85
RSLLSGEETG SLPGNYLVPIYSGR N-ter +34.06 Da 51.0 26.6 2 1568.92 -2.12 0.369 MYOM1_MOUSE Myomesin-1; in family member 1; 0.00-0.15
Dihydrolipoyllysine-residue acetyltransferase Dihydrolipoamide acetyltransferase component
of pyruvate ydrogi complex, of pyruvate dehydrogenase complex;Pyruvate
LLGSPSRRSY SLPPHQKVPLPSLSPTMQAGTIAR N-ter +34.06 Da, K +34.06 Da 48.8 44.5 4 2593.62 -0.201 0.005 ODP2_MOUSE mitochondrial; dehydrogenase complex component E2; 0.25-0.75
TVTSAAGLQR SLPSSTSTAAKTPPGSSSAGTQSSTSNR N-ter +28.03 Da, K +28.03 Da 233 67.1 4 2707.51 2.982 0.491 MYPT1_MOUSE Protein phosphatase 1 regulatory subunit 12A; Myosin phosphatase-targeting subunit 1; 0.85-1.00
DPAKVEAFQA SLSKLGDVYVNDAFGTAHR N-ter +28.03 Da, K +28.03 Da 371 87.6 4 2105.28 -1.059 0.088 PGK1_MOUSE PGK2_MOUSE Phosphoglycerate kinase 1; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C Isocitrate dehydrogenase [NAD] subunit alpha, Isocitric dehydrogenase subunit alpha;NAD(+)-
ACFATIKDGK SLTKDLGGNAKCSDFTEEICR +57.02 Da 41.5 68.6 4 2484.37 1.58 0.28 IDH3A_MOUSE mitochondrial; specific ICDH subunit alpha; 0.75-0.85
ASGPENFQVG SMPPAQQQITSGQMHR N-ter +28.03 Da 51.8 66.7 3 1824.00 1.475 0.207 TLN1_MOUSE F8WGTO_MOUSE Talin-1; 0.75-0.85
Phosphatidylinositol-binding clathrin assembly
STAASRATTL SNAVSSLASTGLSLTKVDER N-ter +28.03 Da, K +28.03 Da 57.1 56.6 3 2090.24 -0.234 0.033 PICA_MOUSE protein; Clathrin assembly lymphoid myeloid leukemia; 0.25-0.75
TPGHACTQKF SNEEIAMATVTALR N-ter +28.03 Da 41.6 50.9 3 1532.86 -1.69 0.109 ALDOA_MOUSE ~ Q9CPQ9_MOUSE Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.00-0.15
Beta-tubulin cofactor D;Tubulin-folding cofactor
MVL SNEPAASAAEEEVEDDALVR N-ter +28.03 Da 69.4 54.1 3 2129.09 2.556 0.556 TBCD_MOUSE Tubulin-specific chaperone D; D; 0.85-1.00
Calcium-activated neutral proteinase small
subunit;Calcium-dependent protease small
subunit;Calcium-dependent protease small
PEPPPPRSHY SNIEANESEEVR N-ter +28.03 Da 49.0 38.0 2 1403.71 0.422 0.063 CPNS1_MOUSE  D3YWA48_MOUSE Calpain small subunit 1; subunit 1;Calpain regulatory subunit; 0.25-0.75
DRDKPAQIRF SNISAAKAVADAIR N-ter +28.03 Da, K +28.03 Da 44.0 59.6 3 144191 131 0.111 TCPD_MOUSE T-complex protein 1 subunit delta; A45;CCT-delta; 0.75-0.85
DNARQSAERN SNLVGAAHEELQQSR N-ter +34.06 Da 533 54.7 3 1671.97 0.39 0.036 LMNA_MOUSE Prelamin-A/C; 0.25-0.75
EQFLPMMOQAI SNNKDQGGYEDFVEGLR N-ter +34.06 Da, K +34.06 Da 53.1 66.2 3 1995.13 -2.396 0.631 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.00-0.15
LLAACGSVTM SNPGESSFDLADRLDPVEKIDR N-ter +34.06 Da, K +34.06 Da 383 80.3 4 2527.52 -0.014 0.002 SODE_MOUSE Extracellular superoxide dismutase [Cu-Zn]; 0.25-0.75
LLAACGSVTM SNPGESSFDLADR N-ter +28.03 Da 63.5 36.8 2 1421.70 0.475 0.079 SODE_MOUSE Extracellular superoxide dismutase [Cu-Zn]; 0.25-0.75
SLAQRLAELK SNPTLNEYHTR N-ter +28.03 Da 42.0 62.2 3 1358.74 -0.34 0.06 APOA1_MOUSE  Q8BPD5_MOUSE  Apolipoprotein A-l; Apolipoprotein A1; 0.25-0.75
GGEVPKRYYL SNQERPQYEHSVVVGR N-ter +34.06 Da 24.7 85.2 4 1918.15 3.228 0.699 S14L4_MOUSE SEC14-like protein 4; 0.85-1.00
TSGDSLTVAS SNTDFAFSLYR N-ter +28.03 Da 416 373 2 1347.70 2.856 0.335 SPA3G_MOUSE ~ D3Z450_MOUSE  Serine protease inhibitor A3G; Serine protease inhibitor 2A; 0.85-1.00
KIPRHEVTEI SNTDVETQPGKTVIR N-ter +34.06 Da, K +34.06 Da 44.5 52.5 3 1712.06 -1 0.26 E9Q616_MOUSE 0.15-0.25
LHPTLILAQQ SNVDELGCSHLGQSYESR N-ter +34.06 Da, C +57.02 Da 53.8 68.1 3 2071.09 -2.474 0.55 CO3A1_MOUSE  Q5DTG2_MOUSE Collagen alpha-1(lll) chain; 0.00-0.15
Alpha-1 protease inhibitor 4;Serine protease
QETDTSQKDQ SPASHEIATNLGDFALR N-ter +28.03 Da 55.6 68.1 3 1826.06 0.454 0.07 A1AT4_MOUSE Alpha-1-antitrypsin 1-4; inhibitor 1-4;Serine protease inhibitor Ald; 0.25-0.75
NSTHPMHSRC SPDPGLTALLSDHR N-ter +28.03 Da 543 56.2 3 1505.87 0.993 0.06 HEMO_MOUSE Hemopexin; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
VESASGETLH SPKVGQPGAAGPVSPMCPGR +57.02 Da 715 58.2 3 2005.14 0.911 0.174 FETUA_MOUSE Alpha-2-HS-glycoprotein; Countertrypin;Fetuin-A; 0.25-0.75
SNRRDRPRQP SPSQSSDSQVHSGVQVEGR N-ter +28.03 Da 26.9 60.9 3 1998.06 0.832 0.234 FILA_MOUSE F7BVV1_MOUSE  Filaggrin; 0.25-0.75
QSGSGRSPRR SPVHPESSEGEEHSVVPQR N-ter +28.03 Da 36.8 80.2 4 2114.17 -0.304 0.049 FILA2_MOUSE FILA2_MOUSE Filaggrin-2; Intermediate filament-associated protein; 0.25-0.75
DDGHLNNSLG SPVQADVYFPR N-ter +28.03 Da 335 50.6 3 1305.74 0.043 0.004 LEGLA_MOUSE E9QAC6_MOUSE  Galectin-related protein A; Lectin galactoside-binding-like protein A; 0.25-0.75
Nuclear ubiquitous casein and cyclin-dependent
PVRNRKVVDY SQFQESDDADEDYGR N-ter +28.03 Da 54.7 53.4 3 1788.80 0.367 0.083 NUCKS_MOUSE kinases substrate; icr; 0.25-0.75
TALLDWLKPN SQLGIQTVKR N-ter +28.03 Da, K +28.03 Da 23.1 65.2 3 1184.80 0.379 0.067 CFAI_MOUSE Complement factor I; C3B/C4B inactivator; 0.25-0.75
QAVRINKEQV SQLLPEKFAEQLIR N-ter +34.06 Da, K +34.06 Da 30.0 543 3 1739.16 -1 0.06 SAMH1_MOUSE  Q6ZQM3_MOUSE SAM domain and HD domain-containing protein 1; Interferon-gamma-inducible protein Mg11; 0.15-0.25
11S regulator complex subunit beta;Activator of
multicatalytic protease subunit 2;Proteasome
TFLPRKIISL SQLLQEDSLNVADLSSLR N-ter +28.03 Da 57.0 47.4 3 2015.15 1.07 0.321 PSME2_MOUSE ~ EOCZ90_MOUSE  Proteasome activator complex subunit 2; activator 28 subunit beta; 0.25-0.75
WKLVPRGRGL SQNAAAKASATAPEVR N-ter +28.03 Da, K +28.03 Da 51.5 39.2 3 1626.93 117 0.229 RT30_MOUSE 28S ribosomal protein $30, mitochondrial; 0.75-0.85
Ethylmalonic encephalopathy protein 1
homolog;Hepatoma subtracted clone one
AVVRVAGRRL SQQSASGAPVLLR N-ter +28.03 Da 33.8 44.1 3 1340.80 0.782 0.032 ETHE1_MOUSE Protein ETHE1, mitochondrial; protein; 0.25-0.75
RRDRPRQPSP SQSSDSQVHSGVQVEGR N-ter +34.06 Da 58.2 62.3 3 1820.00 2128 0.726 FILA_MOUSE F7BVV1_MOUSE  Filaggrin; 0.85-1.00
ISKVRVHIQG SRGESQEVALPSR N-ter +34.06 Da 354 56.4 3 1448.86 -0.494 0.035 Q3URZ6_MOUSE F7DBB3_MOUSE 0.25-0.75
Glutamate pyruvate transaminase 2;Glutamic--
alanine transaminase 2;Glutamic--pyruvic
RASGPWGRSH SSAAAEASAALKVRPER N-ter +34.06 Da, K +34.06 Da 17.9 52.8 4 1781.14 -0.667 0.032 ALAT2_MOUSE D6RFQ8_MOUSE  Alanine aminotransferase 2; transaminase 2; 0.25-0.75
GLRLLGVRRS SSAPVASPNVR N-ter +28.03 Da 54.2 31.2 2 1111.63 0.546 0.056 PYC_MOUSE E9QPD7_MOUSE  Pyruvate carboxylase, mitochondrial; Pyruvic carboxylase; 0.25-0.75
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Carboxypeptidase H;Enkephalin
convertase;Prohormone-processing
ETRSGTAHEY SSCPDDAIFQSLAR N-ter +28.03 Da, C +57.02 Da 32.0 66.4 3 1593.85 -1.69 0.218 CBPE_MOUSE Carboxypeptidase E; carboxypeptidase; 0.00-0.15
QFLVLLVAGR SSDAVAGPASSLKQR N-ter +28.03 Da, K +28.03 Da 339 52.8 3 1528.90 1.163 0.062 E9PWQ3_MOUSE D3YWD1_MOUSE 0.75-0.85
VLQTRGFVSD SSDSMDTGAGSIR N-ter +34.06 Da 47.7 40.6 2 1316.66 -0.415 0.044 ATIF1_MOUSE Q9D879_MOUSE  ATPase inhibitor, mitochondrial; Inhibitor of F(1)F(0)-ATPase; 0.25-0.75
DRPRQPSPSQ SSDSQVHSGVQVEGR N-ter +28.03 Da 55.5 63.2 3 1598.87 0.941 0.279 FILA_MOUSE F7BVV1_MOUSE  Filaggrin; 0.25-0.75
Dolichyl-diphosphooligosaccharide--protein
Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDa subunit;Ribophorin
GALAPTPGSA SSEAPPLVNEDVKR N-ter +28.03 Da, K +28.03 Da 48.8 60.0 3 1595.95 -0.494 0.077 RPN1_MOUSE glycosyltransferase subunit 1; I;Ribophorin-1; 0.25-0.75
SPRRSPVHPE SSEGEEHSVVPQR N-ter +28.03 Da 35.6 59.7 3 1467.78 0.824 0.084 E9QPZ3_MOUSE  FILA2_MOUSE 0.25-0.75
TDEQALEDHF SSFGPISEVVVVKDR N-ter +34.06 Da, K +34.06 Da 56.3 55.5 3 1686.09 -0.889 0.082 RBM3_MOUSE Q8BG13_MOUSE Putative RNA-binding protein 3; RNA-binding motif protein 3; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
SDVQTAVKTN SSFIQGFVDHVKEDCDR +57.02 Da 314 88.0 4 2094.17 1.993 0.451 SAP_MOUSE Q8BFQ1_MOUSE  Sulfated glycoprotein 1; Prosaposin; 0.85-1.00
IIRKVVRQVD SSGAIDTQQHEEVELR N-ter +34.06 Da 53.3 56.3 3 1832.02 -2.12 0.369 ANK1_MOUSE D3YTV8_MOUSE  Ankyrin-1; Erythrocyte ankyrin; 0.00-0.15
Heat shock 84 kDa;Tumor-specific
VVLLFETALL SSGFSLEDPQTHSNR N-ter +28.03 Da 62.2 54.8 3 1688.87 4.776 0.382 HS90B_MOUSE Q71LX8_MOUSE  Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C
CGLSDPNLTL SSGKDGQCPLVVEQVR +57.02 Da 45.7 68.6 3 1814.06 -0.074 0.008 LRC47_MOUSE F6YT33_MOUSE  Leucine-rich repeat-containing protein 47; 0.25-0.75
EGVPQFLVLI SSGKSDDEVDDSAVELKQFGVAPLTIAR N-ter +28.03 Da, K +28.03 Da 911 83.4 4 3017.81 1.491 0.488 E9PWQ3_MOUSE D3YWD1_MOUSE 0.75-0.85
Pyridoxal-dependent decarboxylase domain-
|IEDLEKVEQL SSGLEHDNLEAHSPEQPPR N-ter +34.06 Da 20.6 77.5 4 2133.20 -0.786 0.068 PDXD1_MOUSE  E9Q8P7_MOUSE  containing protein 1; 0.25-0.75
DDGLADLLFV SSGPTNASAFTER N-ter +28.03 Da 53.0 36.9 2 1351.69 5.863 1.07 MAP4_MOUSE E9QPW8_MOUSE Microtubule-associated protein 4; 0.85-1.00
Enigma homolog;Enigma-like PDZ and LIM
STGRISNNAR SSGTGASVGPPQPSDQDTLVQR N-ter +28.03 Da 56.0 46.7 3 2211.18 2.965 0.797 PDLI5_MOUSE PDZ and LIM domain protein 5; domains protein; 0.85-1.00
DLKTGESVVL SSIPLPSDDFKSTGIKVYEDR N-ter +28.03 Da, K +28.03 Da 43.9 84.1 4 2437.48 2.539 0.424 PALMD_MOUSE  Q3UVT7_MOUSE Palmdelphin; 0.85-1.00
SSVATQQTTL SSIPSHPSTAGKIFR N-ter +34.06 Da, K +34.06 Da 21.7 66.4 4 1652.08 -0.515 0.081 A2AQB2_MOUSE A2AQA9_MOUSE 0.25-0.75
KYDMEVKVQK SSKELEDMNQKLFDLR N-ter +28.03 Da, K +28.03 Da 26.9 80.7 4 2036.23 -1.515 0.26 TNNI2_MOUSE A2A6KO_MOUSE  Troponin |, fast skeletal muscle; Troponin |, fast-twitch isoform; 0.15-0.25
Phosphatidylinositol-binding clathrin assembly
SRATTLSNAV SSLASTGLSLTKVDER N-ter +34.06 Da, K +34.06 Da 33.1 55.4 3 1731.10 -3.322 0.332 PICA_MOUSE protein; Clathrin assembly lymphoid myeloid leukemia; 0.00-0.15
ENEMATAASS SSLEKSYELPDGQVITIGNER N-ter +28.03 Da, K +28.03 Da 393 53.1 3 2390.36 0.934 0.073 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
WAVTPSWKST SSLSLETTSSVLVER N-ter +28.03 Da 17.0 59.5 4 1634.97 -0.644 0.081 A2APQ4_MOUSE 0.25-0.75
SPQEVAEAFL SSLTETIEGADAEDGHSPGEQQKR N-ter +34.06 Da, K +34.06 Da 56.6 70.0 4 2609.47 -5.644 0.001 CFAB_MOUSE B8JJIM5_MOUSE  Complement factor B; C3/C5 convertase; 0.00-0.15
ITSGDSLTVA SSNTDFAFSLYR N-ter +28.03 Da 48.1 42.2 2 1434.74 2.609 0.441 SPA3G_MOUSE ~ D3Z450_MOUSE  Serine protease inhibitor A3G; Serine protease inhibitor 2A; 0.85-1.00
PNHQKASSGK SSPFKVSPLSFGR N-ter +28.03 Da, K +28.03 Da 242 64.6 3 1463.91 0.299 0.012 SDPR_MOUSE Serum deprivation-response protein; Cavin-2;Phosphatidylserine-binding protein; 0.25-0.75
SQSGSRRSPR SSPVHPESSEGEEHSVVPQR N-ter +28.03 Da 40.2 82.1 4 2201.22 0.475 0.065 FILA2_MOUSE E9QPZ3_MOUSE  Filaggrin-2; Intermediate filament-associated protein; 0.25-0.75
Isocitrate dehydrogenase [NAD] subunit gamma 1, Isocitric dehydrogenase subunit gamma;NAD(+)-
AAHVAPRRSI SSQQTIPPSAKYGGR N-ter +28.03 Da, K +28.03 Da 27.8 48.3 3 1631.94 -0.943 0.018 IDHG1_MOUSE mitochondrial; specific ICDH subunit gamma; 0.15-0.25
GGLRLLGVRR SSSAPVASPNVR N-ter +34.06 Da 52.0 27.0 2 1204.70 -0.34 0.065 PYC_MOUSE E9QPD7_MOUSE  Pyruvate carboxylase, mitochondrial; Pyruvic carboxylase; 0.25-0.75
RPLSVYARAR SSSEDKITVHFKNR N-ter +28.03 Da, K +28.03 Da 13.8 77.8 4 1731.07 -0.252 0.027 ADX_MOUSE E9Q8L1_MOUSE  Adrenodoxin, mitochondrial; Adrenal ferredoxin;Ferredoxin-1; 0.25-0.75
RSRGRGFQFV SSSLPDICYR N-ter +34.06 Da, C +57.02 Da 27.1 46.0 2 1230.67 1.922 0.254 CNBP_MOUSE D3YYF6_MOUSE  Cellular nucleic acid-binding protein; Zinc finger protein 9; 0.85-1.00
EVREAKPALK SSVETQPAEEVR N-ter +28.03 Da 57.3 312 2 1358.71 0.333 0.056 E41L2_MOUSE Q811B2_MOUSE  Band 4.1-like protein 2; Generally expressed protein 4.1; 0.25-0.75
Propanoyl-CoA:carbon dioxide ligase subunit
YQCLVVSRSL SSVEYEPKEKTFDKILIANR N-ter +28.03 Da, K +28.03 Da 22.7 64.6 4 2478.53 0.604 0.083 PCCA_MOUSE D3YZCO_MOUSE  Propionyl-CoA carboxylase alpha chain, mitochondrial; alpha; 0.25-0.75
Coiled-coil-helix-coiled-coil-helix domain-containing
SPSGSKSQRY SSVYGASVSDEDLKR N-ter +34.06 Da, K +34.06 Da 533 62.6 3 1680.01 -1.737 0.174 CHCH3_MOUSE ~ Q9D9P1_MOUSE protein 3, mitochondrial; 0.00-0.15
94 kDa glucose-regulated protein;Endoplasmic
reticulum resident protein 99;Heat shock
protein 90 kDa beta member 1;Polymorphic
tumor rejection antigen 1;Tumor rejection
KLLRFQSSHH STDITSLDQYVER N-ter +28.03 Da 29.7 48.0 3 1553.83 -0.218 0.015 ENPL_MOUSE F7C312_MOUSE  Endoplasmin; antigen gp96; 0.25-0.75
QELDKWLVTN STEALISHTLER N-ter +28.03 Da 28.9 68.9 3 1383.83 -0.396 0.036 SAPL1_MOUSE Proactivator polypeptide-like 1; 0.25-0.75
Germ cell lineage protein gercelin;Src-
LDKVKSATLS STESTASGMQDEVR N-ter +34.06 Da 339 50.2 3 1530.78 -0.322 0.048 AKA12_MOUSE ~ F8WI21_MOUSE A-kinase anchor protein 12; suppressed C kinase substrate; 0.25-0.75
IHRAAAVAAM STGTFVVSQPLNYR N-ter +28.03 Da 39.2 46.4 3 1726.95 -1.396 0.11 AL9A1_MOUSE  Q3U367_MOUSE 4-trimethylaminobutyr y ydrogenase; Aldehyde dehydrogenase family 9 member A1;  0.15-0.25
NKSVQKSGVR STHQAAVVSKIDSR N-ter +28.03 Da, K +28.03 Da 319 77.0 4 1553.97 1.257 0.221 Q8VCQ8_MOUSE E9QOM9_MOUSE 0.75-0.85
LLLLAALTEA STIHYEILEER N-ter +28.03 Da 40.4 64.6 3 1529.91 0.454 0.056 Q91XX1_MOUSE 0.25-0.75
Protein kinase C-like 1;Protein kinase C-like
PKN;Protein-kinase C-related kinase 1;Serine-
LPGPFPATHY STLSKPAPLTGTLEVR N-ter +28.03 Da, K +28.03 Da 50.1 54.0 3 1725.10 -1.943 0.224 PKN1_MOUSE D6RH37_MOUSE  Serine/threonine-protein kinase N1; threonine protein kinase N; 0.00-0.15
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
LCKLSLEGDH STPPSAYGSVKPYTNFDAER N-ter +28.03 Da, K +28.03 Da 29.6 55.7 3 224222 0.454 0.07 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
QTSVAIGRSF STPQSQFQESSPVWKLGR N-ter +28.03 Da, K +28.03 Da 39.7 62.7 3 2117.22 0.084 0.016 MCEE_MOUSE Methylmalonyl-CoA epimerase, mitochondrial; DL-methylmalonyl-CoA racemase; 0.25-0.75
TNFR-associated protein 1;Tumor necrosis factor
ASGISAGQLY STQAAEDKEEESLHSIISNTEAVR N-ter +28.03 Da, K +28.03 Da 373 80.3 4 2699.54 0.623 0.142 TRAP1_MOUSE F6YP65_MOUSE  Heat shock protein 75 kDa, mitochondrial; type 1 receptor-associated protein; 0.25-0.75
Actinin-associated LIM protein;Alpha-actinin-2-
ASYNSPIGLY STSNIQDALHGQLR N-ter +34.06 Da 38.8 61.6 3 1572.94 0.356 0.103 PDLI3_MOUSE PDZ and LIM domain protein 3; associated LIM protein; 0.25-0.75
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LVGLTSLRAV STSSMGTLPKQVKIVEVGPR N-ter +28.03 Da, K +28.03 Da 26.7 74.6 4 2197.42 0.714 0.091 HMGCL_MOUSE Hydroxymethylglutaryl-CoA lyase, mitochondrial; 3-hydroxy-3-methylglutarate-CoA lyase; 0.25-0.75
Microtubule-associated protein RP/EB family member
MAVNVY STSVTSDNLSR N-ter +34.06 Da 29.7 339 2 1199.66 0.911 0.145 MARE1_MOUSE 1; APC-binding protein EB1;End-binding protein 1;  0.25-0.75
GVHTSVASAT SVATKKTEQGPPSSEYIFER N-ter +28.03 Da, K +28.03 Da 46.9 66.7 4 2337.38 0.333 0.024 OAT_MOUSE Ornithine aminotransferase, mitochondrial; Ornithine--oxo-acid aminotransferase; 0.25-0.75
GESGNKGEPG SVGAQGPPGPSGEEGKR N-ter +34.06 Da, K +34.06 Da 336 54.8 3 1677.00 -1.837 0.328 CO1A2_MOUSE ~ E9Q6U9_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
LAKGRRAEDG SVIDYELIDQDAR N-ter +34.06 Da 389 56.1 3 1569.90 0.098 0.01 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
Germ cell lineage protein gercelin;Src-
LESKSNKIVQ SVIQTAVDQFAR N-ter +34.06 Da 43.5 23.1 2 1367.79 -2.252 0.214 AKA12_MOUSE A-kinase anchor protein 12; suppressed C kinase substrate; 0.00-0.15
NaN;Sensory neuron sodium channel 2;Sodium
channel protein type XI subunit alpha;Voltage-
FRVLRALKAI SVISGLKVIVGALLR N-ter +34.06 Da, K +34.06 Da 17.2 63.6 4 1592.20 -2.556 0.15 SCNBA_MOUSE Sodium channel protein type 11 subunit alpha; gated sodium channel subunit alpha Nav1.9; 0.00-0.15
AITARRQHLK SVMLQIAATELEKEESR N-ter +34.06 Da, K +34.06 Da 60.0 63.4 3 2001.24 0.014 0.001 TNNI2_MOUSE A2A6KO_MOUSE  Troponin |, fast skeletal muscle; Troponin |, fast-twitch isoform; 0.25-0.75
Neurabin-II;Protein phosphatase 1 regulatory
LQETRKLFER SVPAASGGDKEAVAR N-ter +34.06 Da, K +34.06 Da 332 55.7 3 1481.93 -1.218 0.227 NEB2_MOUSE Neurabin-2; subunit 9B;Spinophilin; 0.15-0.25
TKIFTASNVS SVPLPAENVTITAGQR N-ter +28.03 Da 51.8 48.5 3 1680.00 -3.322 0.664 UBP2L_MOUSE ~ E9Q9Q3_MOUSE Ubiquitin-associated protein 2-like; 0.00-0.15
P14;Procollagen COOH-terminal proteinase
enhancer 1;Type 1 procollagen C-proteinase
enhancer protein;Type | procollagen COOH-
VEPDTYCRYD SVSVFNGAVSDDSKR N-ter +28.03 Da, K +28.03 Da 46.3 69.2 3 1622.94 -4.059 0.001 PCOC1_MOUSE  D3YZE3_MOUSE Procollagen C-endopeptidase enhancer 1; terminal proteinase enhancer; 0.00-0.15
RYDDMAACMK SVTEQGAELSNEER N-ter +28.03 Da 42.1 58.6 3 1575.83 0.07 0.007 1433Z_MOUSE D3YXF4_MOUSE  14-3-3 protein zeta/delta; Protein kinase C inhibitor protein 1;SEZ-2; 0.25-0.75
FQHVGTSVFL SVTGEQYGNPIR N-ter +28.03 Da 26.4 64.4 3 1347.77 -1.059 0.088 SDF2L_MOUSE Stromal cell-derived factor 2-like protein 1; 0.15-0.25
SQEHLNHSSK SVTPASTLTKSGPGR N-ter +28.03 Da, K +28.03 Da 339 516 3 1513.92 1.799 0.289 AFAD_MOUSE E9PYX7_MOUSE  Afadin; Protein Af-6; 0.85-1.00
VYSPLAHRAY SVVAGGPEVTLTPER N-ter +34.06 Da 45.6 46.1 3 1544.93 0.422 0.063 D2HDH_MOUSE ~ E9QN44_MOUSE  D-2-hydroxyglutarate dehydrogenase, mitochondrial; 0.25-0.75
ALNDNFVKLI SWYDNEYGYSNR N-ter +28.03 Da 30.0 50.9 3 1580.73 4.652 0.879 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.85-1.00
N-ter +28.03 Da, K +28.03 Da, C Carbonate dehydratase Ill;Carbonic anhydrase
HDPSLQPWSA SYDPGSAKTILNNGKTCR +57.02 Da 15.5 69.7 4 2065.21 -0.943 0.127 CAH3_MOUSE Carbonic anhydrase 3; i; 0.15-0.25
TAASSSSLEK SYELPDGQVITIGNER N-ter +28.03 Da 49.7 66.6 3 1818.04 0.189 0.017 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.25-0.75
QQPQQQQMTS SYGGYKEPAAPVSIQR N-ter +28.03 Da, K +28.03 Da 48.9 60.5 3 1778.04 -0.889 0.132 LASP1_MOUSE A2A6HO_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.25-0.75
GLGGNFASQM SYGYDEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 53.2 47.2 3 2362.30 -2.252 0.429 CO1A1_MOUSE ~ F8WGB7_MOUSE Collagen alpha-1(l) chain; Alpha-1 type | collagen; 0.00-0.15
KKSPGPPKGA TAAASHKGDEVPPNR N-ter +28.03 Da, K +28.03 Da 249 87.8 3 1604.97 1.58 0.122 B1AVPO_MOUSE 0.75-0.85
KLHDDLCEKR TAATIATHDLQAVR N-ter +28.03 Da 30.0 716 3 1494.92 1.163 0.109 LRC47_MOUSE E9PV22_MOUSE  Leucine-rich repeat-containing protein 47; 0.75-0.85
LQKRGTGGVD TAAVGAVFDISNADR N-ter +28.03 Da 47.0 51.9 3 1533.86 -1.322 0.033 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.15-0.25
Thioredoxin domain-containing protein
10;Thioredoxin-related transmembrane protein
VISIMCYGIY TADTDGGYIEER N-ter +28.03 Da 63.7 35.4 2 1353.65 1.084 0.138 TMX3_MOUSE Protein disulfide-isomerase TMX3; 3; 0.75-0.85
GSWEPFASGK TAESGELHGLTTDEKFVEGVYR N-ter +28.03 Da, K +28.03 Da 329 75.9 4 2493.43 -0.862 0.282 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
EQLAAELAEY TAKIALLEEAR N-ter +34.06 Da, K +34.06 Da 23.1 47.9 3 1281.89 -1.556 0.046 EZRI_MOUSE Ezrin; Cytovillin;Villin-2;p81; 0.15-0.25
GAQRMFPMNR TAKPFLGSMNQPAAPFSPTR N-ter +28.03 Da, K +28.03 Da 39.4 63.9 4 2173.27 0.138 0.014 SYNP2_MOUSE D3YVV9_MOUSE  Synaptopodin-2; Myopodin; 0.25-0.75
GPLVEQGRQR TANLGAGAAQPLR N-ter +28.03 Da 51.0 38.7 3 1266.75 -1.358 0.07 APOE_MOUSE Apolipoprotein E; 0.15-0.25
2-phospho-D-glycerate hydro-lyase;Enolase
QDDWGAWQKF TASAGIQVVGDDLTVTNPKR N-ter +28.03 Da, K +28.03 Da 57.3 525 4 2097.25 0.176 0.025 ENOA_MOUSE Q6PHC1_MOUSE  Alpha-enolase; 1;Non-neural enolase; 0.25-0.75
ATPQISNLTK TASESISNLSEAGSVKKGER N-ter +28.03 Da, K +28.03 Da 36.2 73.0 4 2133.28 0.098 0.008 CLIP1_MOUSE Q8C0S5_MOUSE  CAP-Gly domain-containing linker protein 1; Restin; 0.25-0.75
EPVWAIGTGK TATPQQAQEVHEKLR N-ter +34.06 Da, K +34.06 Da 27.5 65.8 4 1803.15 0.356 0.067 TPIS_MOUSE EOCXH5_MOUSE  Triosephosphate isomerase; Triose-phosphate isomerase; 0.25-0.75
AAAMNLASPR TAVAPSAVNLADPR N-ter +28.03 Da 36.6 40.9 3 1408.83 -1.12 0.073 SRRM2_MOUSE ~ E9QMIJ6_MOUSE  Serine/arginine repetitive matrix protein 2; 0.15-0.25
SQEALHTOML TAVQEISHLIEPLASAAR N-ter +28.03 Da 48.1 55.3 3 1933.17 1.66 0.121 TLN1_MOUSE F8WGTO_MOUSE Talin-1; 0.75-0.85
N-ter +34.06 Da, K +34.06 Da, C
VMDDFAQFLD TCCKAADKDTCFSTEGPNLVTR +57.02 Da 50.3 63.3 4 2632.48 0.189 0.036 ALBU_MOUSE Serum albumin; 0.25-0.75
DTCCKAADKD TCFSTEGPNLVTR N-ter +28.03 Da, C +57.02 Da 44.9 40.9 3 1508.79 0.227 0.031 ALBU_MOUSE Serum albumin; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
RVSGEHMDLT TCPLAAGGQQEKLR +57.02 Da 33.8 57.6 3 1583.94 1.345 0.159 Q9D1B1_MOUSE 0.75-0.85
N-ter +34.06 Da, K +34.06 Da, C Beta-2-globin;Hemoglobin beta-2
MVHL TDAEKSAVSCLWAKVNPDEVGGEALGR +57.02 Da 53.2 73.1 4 2960.79 -2.184 1.092 HBB2_MOUSE Hemoglobin subunit beta-2; chain;Hemoglobin beta-minor chain; 0.00-0.15
WD repeat domain phosphoinositide-interacting
TYGTAAAKAY TDDLGAVGGACLEDEASALR N-ter +34.06 Da, C +57.02 Da 36.0 1105 3 2053.21 -0.786 0.285 WIPI2_MOUSE D3YWK1_MOUSE protein 2; 0.25-0.75
Metastasin;Metastatic cell
protein;PEL98;Placental calcium-binding
protein;Protein 18A2;Protein Mts1;5100 calcium-
RELPSFLGER TDEAAFQKVMSNLDSNR N-ter +28.03 Da, K +28.03 Da 19.8 59.6 3 1981.08 1.714 0.319 S10A4_MOUSE D3YUT9_MOUSE  Protein S100-A4; binding protein A4; 0.75-0.85
67 kDa calelectrin;Annexin VI;Annexin-
6;Calphobindin-Il;Chromobindin-20;Lipocortin
ALRKAMKGIG TDEATIIDIVTHR N-ter +28.03 Da 344 511 3 1510.88 1 0.14 ANXA6_MOUSE  F8WIT2_MOUSE  Annexin A6; VI;Protein Ill;p68;p70; 0.25-0.75
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Anchorin Cll;Annexin V;Annexin-5;Calphobindin
I;Endonexin Il;Lipocortin V;Placental
anticoagulant protein 4;Placental anticoagulant
protein I;Thromboplastin inhibitor;Vascular
VLRKAMKGLG TDEDSILNLLTSR N-ter +28.03 Da 41.9 58.1 3 1503.87 0.151 0.041 ANXA5_MOUSE Annexin AS5; anticoagulant-alpha; 0.25-0.75
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
KISNAVQGLG TDEDSLIEIICSR N-ter +34.06 Da, C +57.02 Da 36.2 517 3 1583.87 0.444 0.091 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
Anchorin Cll;Annexin V;Annexin-5;Calphobindin
I;Endonexin Il;Lipocortin V;Placental
anticoagulant protein 4;Placental anticoagulant
protein ;Thromboplastin inhibitor;Vascular
LFQAGELKWG TDEEKFITIFGTR N-ter +28.03 Da, K +28.03 Da 343 78.6 3 1611.98 0.202 0.026 ANXA5_MOUSE Annexin A5; anticoagulant-alpha; 0.25-0.75
ERRGFCFITY TDEEPVKKLLESR N-ter +34.06 Da, K +34.06 Da 183 57.8 4 1645.11 -2.252 0.214 HNRDL_MOUSE ~ FEVQH5_MOUSE  Heter s nuclear ril in D-like; JKT41-binding protein; 0.00-0.15
67 kDa calelectrin;Annexin VI;Annexin-
N-ter +28.03 Da, K +28.03 Da, C 6;Calphobindin-Il;Chromobindin-20;Lipocortin
EIKDAISGVG TDEKCLIEILASR +57.02 Da 34.0 67.4 3 1602.97 0.475 0.068 ANXA6_MOUSE  F8WIT2_MOUSE  Annexin A6; VI;Protein I1;p68;p70; 0.25-0.75
AESGELHGLT TDEKFVEGVYR N-ter +28.03 Da, K +28.03 Da 26.5 73.2 3 1397.82 -0.201 0.016 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
67 kDa calelectrin;Annexin VI;Annexin-
6;Calphobindin-II;Chromobindin-20;Lipocortin
QLKKAMEGAG TDEKTLIEILATR N-ter +28.03 Da, K +28.03 Da 41.9 69.9 3 1558.01 0.516 0.051 ANXA6_MOUSE  F8WIT2_MOUSE  Annexin A6; VI;Protein I1;p68;p70; 0.25-0.75
Anchorin Cll;Annexin V;Annexin-5;Calphobindin
I;Endonexin Il;Lipocortin V;Placental
anticoagulant protein 4;Placental anticoagulant
protein I;Thromboplastin inhibitor;Vascular
ELKHALKGAG TDEKVLTEIIASR N-ter +28.03 Da, K +28.03 Da 50.6 54.1 3 1529.95 -0.578 0.104 ANXA5_MOUSE Annexin AS5; anticoagulant-alpha; 0.25-0.75
PGEQVTEEQF TDEQGNIVTKKIIR N-ter +34.06 Da, K +34.06 Da 153 63.1 4 1716.21 -2.474 0.137 ANK1_MOUSE QOVGY9_MOUSE  Ankyrin-1; Erythrocyte ankyrin; 0.00-0.15
Adipophilin;Adipose differentiation-related
EWKRSIGYDD TDESHCVEHIESR N-ter +28.03 Da, C +57.02 Da 20.6 80.2 4 1625.84 1.245 0.404 PLIN2_MOUSE Perilipin-2; protein; 0.75-0.85
SVSMIASRKP TDGASSSNCVTDISHLVR N-ter +28.03 Da, C +57.02 Da 51.9 58.0 3 1946.03 1.683 0.315 NASP_MOUSE B1AU75_MOUSE Nuclear autoantigenic sperm protein; 0.75-0.85
ERSTSIHIML TDGDANTGESRPEKIQENVR N-ter +28.03 Da, K +28.03 Da 209 773 4 2271.28 2.93 0.335 ITIH3_MOUSE E9PVS1_MOUSE Inter-alpha-trypsin inhibitor heavy chain H3; 0.85-1.00
Di tin-like and CAM ki lik
KTAHSFEQVL TDITDAIKLDSGVVKR N-ter +28.03 Da, K +28.03 Da 27.4 714 4 1814.18 -1.644 0.257 DCLK1_MOUSE ~ Q8BRN4_MOUSE Serine/threonine-protein kinase DCLK1; 1;Doublecortin-like kinase 1; 0.00-0.15
94 kDa glucose-regulated protein;Endoplasmic
reticulum resident protein 99;Heat shock
protein 90 kDa beta member 1;Polymorphic
tumor rejection antigen 1;Tumor rejection
LLRFQSSHHS TDITSLDQYVER N-ter +28.03 Da 327 57.1 3 1466.81 -0.837 0.06 ENPL_MOUSE F7C312_MOUSE  Endoplasmin; antigen gp96; 0.25-0.75
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
INRVYKEMYK TDLEKDIISDTSGDFR N-ter +28.03 Da, K +28.03 Da 42.9 65.9 3 1867.04 -0.578 0.086 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
GGYKPTDKHK TDLNHENLKGGDDLDPNYVLSSR N-ter +28.03 Da, K +28.03 Da 40.0 59.1 4 2627.44 -0.535 0.101 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.25-0.75
TRRSTQGVTL TDLQEAEKTFSR N-ter +34.06 Da, K +34.06 Da 24.0 55.3 3 1491.90 -1.556 0.092 MYPT2_MOUSE ~ A6H644_MOUSE  Protein phosphatase 1 regulatory subunit 128; Myosin phosphatase-targeting subunit 2; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C
ADFAEITKLA TDLTKVNKECCHGDLLECADDR +57.02 Da 44.7 57.6 4 2732.41 0.595 0.15 ALBU_MOUSE Serum albumin; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C
AHVDHGKSTL TDSLVCKAGIIASAR +57.02 Da 216 46.9 3 1629.03 0.098 0.013 EF2_MOUSE Elongation factor 2; 0.25-0.75
ILSVASTVWT TDTEDKGEFLSEGGGVR N-ter +28.03 Da, K +28.03 Da 36.5 57.8 3 1851.99 -1.12 0.292 Q99K47_MOUSE  E9PV24_MOUSE 0.15-0.25
Skin-specific retroviral-like aspartic protease; TPA-
NASAEEAIIG TDVLQDHNAVLDFEHR N-ter +28.03 Da 47.3 66.1 4 1936.07 1.367 0.201 APRV1_MOUSE Retroviral-like aspartic protease 1; inducible aspartic proteinase-like protein; 0.75-0.85
KAVLDVAETG TEAAAATGVIGGIR N-ter +34.06 Da 60.4 27.6 2 1319.80 -0.089 0.016 SPA3K_MOUSE Serine protease inhibitor A3K; Contrapsin;SPI-2; 0.25-0.75
AGSYIYEKPQ TEAPQVTGPIEVPVVR N-ter +28.03 Da 40.8 56.4 3 1719.05 0.926 0.195 CRIP2_MOUSE Cysteine-rich protein 2; Heart LIM protein; 0.25-0.75
cAMP-dependent protein kinase type I-alpha
RRGAISAEVY TEEDAASYVR N-ter +34.06 Da 28.6 41.2 2 1173.62 -0.044 0.004 KAPO_MOUSE A2AI69_MOUSE  regulatory subunit; 0.25-0.75
Glycine- and tyrosine-rich RNA-binding
protein;NS1-associated protein
1 in-binding, cy ic RNA-
LFVRNLANTV TEEILEKSFSQFGKLER N-ter +34.06 Da, K +34.06 Da 23.1 83.6 4 2142.42 -3.474 0.386 HNRPQ_MOUSE Heter s nuclear ril in Q; interacting protein;pp68; 0.00-0.15
VIRFQPGETL TEILETPATNEQEAEHQR N-ter +28.03 Da 48.4 443 3 2123.11 -0.761 0.129 1QGA1_MOUSE F6ZJBO_MOUSE  Ras GTPase-activating-like protein IQGAP1; 0.25-0.75
NVNLAQIRTF TEMDSHEEKVFR N-ter +34.06 Da, K +34.06 Da 19.2 76.1 4 1574.92 -0.943 0.181 COPD_MOUSE Coatomer subunit delta; Archain;Delta-coat protein; 0.15-0.25
REGEVEVLKA TEMVEVGPEDDEVGAER N-ter +28.03 Da 55.4 43.9 3 1888.92 -0.889 0.263 PTRF_MOUSE Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.25-0.75
KKRLETYYNA TEPVISFYDKR N-ter +34.06 Da, K +34.06 Da 27.2 65.1 3 142191 -0.943 0.073 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.15-0.25
QLEEKEKLLA TEQEDAAVAKSKLR N-ter +28.03 Da, K +28.03 Da 235 717 4 1629.03 -1.029 0.168 RRBP1_MOUSE  A2AVJ7_MOUSE  Ribosome-binding protein 1; Ribosome receptor protein; 0.15-0.25
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Apoptotic chromatin condensation inducer in the
AAPCIYWLPL TESQIVQKEAEQAER N-ter +28.03 Da, K +28.03 Da 321 63.1 3 1801.04 -0.943 0.272 ACINU_MOUSE B8JJ93_MOUSE nucleus; 0.15-0.25
ESVRSPGSSR TEVLVTPAGVASKR N-ter +34.06 Da, K +34.06 Da 45.5 36.2 3 1494.99 2.281 0.282 LAD1_MOUSE Ladinin-1; Linear IgA disease antigen homolog; 0.85-1.00
TLNAANVPAG TEVVCAPPTAYIDFAR N-ter +34.06 Da, C +57.02 Da 36.2 49.3 3 1843.03 -0.667 0.085 TPIS_MOUSE Triosephosphate isomerase; Triose-phosphate isomerase; 0.25-0.75
Protein cypher;Protein oracle;Z-band
SFRILAQMTG TEYMQDPDEEALRR N-ter +34.06 Da 326 79.3 3 1785.98 -0.599 0.1 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.25-0.75
SFRILAQMTG TEYMQDPDEEALR N-ter +34.06 Da 41.7 68.2 3 1629.85 -1.12 0.243 E9PYJ9_MOUSE  LDB3_MOUSE 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C Beta-1-globin;Hemoglobin beta-1
GLKNLDNLKG TFASLSELHCDKLHVDPENFR +57.02 Da 30.2 753 4 2570.45 -0.515 0.059 HBB1_MOUSE HBB2_MOUSE Hemoglobin subunit beta-1; chain;Hemoglobin beta-major chain; 0.25-0.75
AFGQGRDMAE TFDQGAHHAFGQGGR N-ter +28.03 Da 25.6 100.5 4 1612.91 0.766 0.194 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.25-0.75
LLKAKSQELV TFEDVAVYFIWR N-ter +28.03 Da 12.2 90.2 3 1572.94 0.993 0.125 Q8C689_MOUSE  E9Q7V7_MOUSE 0.25-0.75
KWKISFDPQD TFESEFYLDEKR N-ter +28.03 Da, K +28.03 Da 47.6 62.5 3 1618.89 -1.358 0.279 SPA3K_MOUSE SPA3M_MOUSE  Serine protease inhibitor A3K; Contrapsin;SPI-2; 0.15-0.25
P14;Procollagen COOH-terminal proteinase
enhancer 1;Type 1 procollagen C-proteinase
N-ter +28.03 Da, K +28.03 Da, C enhancer protein;Type | procollagen COOH-
IAPSNQVIML TFGKFDVEPDTYCR +57.02 Da 36.2 65.6 3 1789.95 1.501 0.387 PCOC1_MOUSE  D3YZE3_MOUSE  Procollagen C-endopeptidase enhancer 1; terminal proteinase enhancer; 0.75-0.85
Metastasis inhibition factor NM23;NDPK-
A;Tumor metastatic process-associated
MANSER TFIAIKPDGVQR N-ter +28.03 Da, K +28.03 Da 30.8 50.5 3 1399.89 0.014 0.002 NDKA_MOUSE NDKB_MOUSE Nucleoside diphosphate kinase A; protein;nm23-M1; 0.25-0.75
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
protein;Psoriasis-associated fatty acid-binding
ADGRKTETVC TFQDGALVQHQQWDGKESTITR N-ter +28.03 Da, K +28.03 Da 39.4 63.0 4 2600.46 3.252 0.399 FABP5_MOUSE Fatty acid-binding protein, epidermal; protein homolog; 0.85-1.00
VTTLDIVRAN TFVAELKGLDPAR N-ter +34.06 Da, K +34.06 Da 28.8 61.8 3 1484.00 0 0.001 MDHM_MOUSE Malate dehydrogenase, mitochondrial; 0.25-0.75
LIKEGDVVKR TGAIVDVPVGEELLGR N-ter +28.03 Da 36.2 387 3 1651.98 0.422 0.06 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
RRVAGPQPAQ TGAPQGSLGEYLFER N-ter +34.06 Da 28.4 76.0 3 1657.98 -0.713 0.094 FRIL1_MOUSE Q9CPX4_MOUSE  Ferritin light chain 1; Ferritin L subunit 1; 0.25-0.75
ETRIEKRIVI TGDAALDHDQALAQAIR N-ter +28.03 Da 50.3 53.9 3 1793.00 0.151 0.01 E41L2_MOUSE Q811B2_MOUSE  Band 4.1-like protein 2; Generally expressed protein 4.1; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
FKEAFLLFDR TGECKITLSQVGDVLR +57.02 Da 49.8 46.5 3 1831.07 -0.535 0.078 MYL1_MOUSE E9PWG4_MOUSE Myosin light chain 1/3, skeletal muscle isoform; Myosin light chain alkali 1/2; 0.25-0.75
Heat shock 84 kDa;Tumor-specific
KETQKSIYYI TGESKEQVANSAFVER N-ter +28.03 Da, K +28.03 Da 42.0 53.6 3 1807.01 -4.059 0.677 HS90B_MOUSE ~ Q71LX8_MOUSE  Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.00-0.15
ER-Golgi intermediate compartment 53 kDa
SFSQFTGSDG TGGDAAAPGAAGTQAELPHR N-ter +28.03 Da 60.1 56.3 3 1875.03 -0.434 0.059 LMAN1_MOUSE Protein ERGIC-53; protein;Lectin mannose-binding 1;p58; 0.25-0.75
LTRLRLQKRG TGGVDTAAVGAVFDISNADR N-ter +28.03 Da 54.3 54.3 3 1963.07 0.978 0.179 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.25-0.75
Cysteine-rich protein 3;LIM domain protein,
KVCYAKNFGP TGIGFGGLTQQVEKK N-ter +28.03 Da, K +28.03 Da 303 50.3 3 1775.07 -1.184 0.161 CSRP3_MOUSE Cysteine and glycine-rich protein 3; cardiac;Muscle LIM protein; 0.15-0.25
PRISVREPMQ TGIKAVDSLVPIGR N-ter +28.03 Da, K +28.03 Da 30.7 51.0 3 1480.97 0.696 0.086 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
2-phospho-D-glycerate hydro-lyase;Enolase
FRAAVPSGAS TGIYEALELR N-ter +28.03 Da 39.4 426 2 1191.70 -0.12 0.007 ENOA_MOUSE ENOB_MOUSE Alpha-enolase; 1;Non-neural enolase; 0.25-0.75
LAYEPVWAIG TGKTATPQQAQEVHEKLR N-ter +28.03 Da, K +28.03 Da 37.0 711 4 2105.31 0.516 0.061 TPIS_MOUSE EOCXH5_MOUSE  Triosephosphate isomerase; Triose-phosphate isomerase; 0.25-0.75
HTVEKGGKHK TGPNLHGLFGR N-ter +28.03 Da 235 66.5 3 1195.73 0.251 0.017 CYC_MOUSE Cytochrome c, somatic; 0.25-0.75
Acidic-type mitochondrial creatine
RGTGGVDTAA TGSVFDISNLDR N-ter +28.03 Da 43.4 356 2 1350.73 2.091 0.201 KCRU_MOUSE Creatine kinase U-type, mitochondrial; kinase;Ubiquitous mitochondrial creatine kinase; 0.85 - 1.00
VHKAVLDVAE TGTEAAAATGVIGGIR N-ter +34.06 Da 37.1 36.7 3 1477.89 -3.474 0.386 SPA3K_MOUSE Serine protease inhibitor A3K; Contrapsin;SPI-2; 0.00-0.15
QSQAKAYFEK THEQLTPLVR N-ter +28.03 Da 30.0 56.1 3 1220.76 -0.434 0.023 APOA2_MOUSE  Q3UKX6_MOUSE Apolipoprotein A-Il; Apolipoprotein A2; 0.25-0.75
Carbonate dehydratase Ill;Carbonic anhydrase
IKTKGKEAPF THFDPSCLFPACR N-ter +28.03 Da, C +57.02 Da 36.5 715 3 1634.85 -0.074 0.005 CAH3_MOUSE Carbonic anhydrase 3; i 0.25-0.75
IFEVKSTAGD THLGGEDFDNR N-ter +28.03 Da 36.3 66.7 3 1287.67 -0.535 0.062 HS71A_MOUSE ~ HS71B_MOUSE  Heat shock 70 kDa protein 1A; Heat shock 70 kDa protein 3;Hsp68; 0.25-0.75
Serine protease 6;Stratum corneum
SFRHPGYSTK THVNDIMLVR N-ter +28.03 Da 24.7 60.8 3 1224.74 1.138 0.078 KLK7_MOUSE Kallikrein-7; chymotryptic enzyme;Thymopsin; 0.75-0.85
Macrophage 23 kDa stress protein;Osteoblast-
specific factor 3;Thioredoxin peroxidase
NIPLISDPKR TIAQDYGVLKADEGISFR N-ter +28.03 Da, K +28.03 Da 41.3 58.0 3 2038.19 -0.34 0.065 PRDX1_MOUSE ~ B1AXW6_MOUSE Peroxiredoxin-1; 2;Thioredoxin-dependent peroxide reductase 2;  0.25-0.75
GGDVAFVKHT TIFEVLPEKADR N-ter +34.06 Da, K +34.06 Da 40.2 58.2 3 1484.97 0.39 0.051 TRFE_MOUSE D3YYR8_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
M TIGSMENVEVFTSEGKGR N-ter +34.06 Da, K +34.06 Da 56.1 44.9 3 2008.15 -1.252 0.149 SMYD1_MOUSE SET and MYND domain-containing protein 1; CD8b-opposite;Zinc finger protein BOP; 0.15-0.25
N-ter +28.03 Da, K +28.03 Da, C Myosin regulatory light chain 2, skeletal muscle
FKVLDPEGKG TIKKQFLEELLTTQCDR +57.02 Da 26.9 84.3 4 2206.39 -0.811 0.028 MLRS_MOUSE isoform; Fast skeletal myosin light chain 2;MLC2F; 0.25-0.75
TSTTHRSCSK TITKTVTGPDGR N-ter +34.06 Da, K +34.06 Da 243 59.7 3 1312.88 1.949 0.343 Q99K47_MOUSE  E9PV24_MOUSE 0.85-1.00
14 kDa lectin;Beta-galactoside-binding lectin L-
N-ter +28.03 Da, K +28.03 Da, C 14-1;Galaptin;Lactose-binding lectin 1;Lectin
PRFNAHGDAN TIVCNTKEDGTWGTEHR +57.02 Da 36.1 713 4 2059.13 0.251 0.025 LEG1_MOUSE Galectin-1; galactoside-binding soluble 1;S-Lac lectin 1; 0.25-0.75
RDAVTTRQVR TIVEEVQDGKVISSR N-ter +28.03 Da, K +28.03 Da 45.9 57.0 3 1715.04 5.053 1.008 K1C17_MOUSE D3YXP7_MOUSE  Keratin, type | cytoskeletal 17; Cytokeratin-17;Keratin-17; 0.85-1.00
EIAEAYLGKA TKDAGTIAGLNVLR N-ter +34.06 Da, K +34.06 Da 27.4 47.2 3 1496.01 -1 0.16 HSP7C_MOUSE ~ Q504P4_MOUSE  Heat shock cognate 71 kDa protein; Heat shock 70 kDa protein 8; 0.15-0.25
SLSTFQQMWI TKQEYDEAGPSIVHR N-ter +34.06 Da, K +34.06 Da 46.9 69.9 4 1797.10 -0.044 0.004 ACTS_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.25-0.75
VFEWEAFARG TKSLMDEVVKATSR N-ter +28.03 Da, K +28.03 Da 26.4 68.2 4 1648.04 -0.34 0.022 PGK1_MOUSE Phosphoglycerate kinase 1; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C
AEITKLATDL TKVNKECCHGDLLECADDR +57.02 Da 37.0 73.0 4 242137 -0.396 0.094 ALBU_MOUSE Serum albumin; 0.25-0.75
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EELNADLFRG TLDPVEKALR N-ter +28.03 Da, K +28.03 Da 20.4 64.8 3 1196.79 0.098 0.005 HSP7C_MOUSE ~ Q504P4_MOUSE  Heat shock cognate 71 kDa protein; Heat shock 70 kDa protein 8; 0.25-0.75
NLDPLNNLGR TLEIPGSSDPNIVPDGDFSSLVR N-ter +28.03 Da 393 44.5 3 2442.34 -0.667 0.402 CO4B_MOUSE Complement C4-B; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C Cyclin Ania-6b;Paneth cell-enhanced expression
GDRLYSGVLI TLENCLLPDDKLR +57.02 Da 325 60.3 3 1641.97 1.077 0.097 CCNL2_MOUSE Cyclin-L2; protein; 0.75-0.85
ELLSQEFLLL TLEQKNIAVENEVR N-ter +28.03 Da, K +28.03 Da 40.4 64.8 3 1698.04 1316 0.227 ASHWN_MOUSE Ashwin; 0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C
SAANCDKSLH TLFGDKLCAIPNLR +57.02 Da 233 61.8 3 1673.04 -3.644 0.456 ALBU_MOUSE Serum albumin; 0.00-0.15
VRDRDLEVDT TLKSLSQQIENIR N-ter +34.06 Da, K +34.06 Da 22.7 59.7 3 1597.08 -0.889 0.082 CO1A1_MOUSE  FBWGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.25-0.75
ELRVAPEEHP TLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 42.7 45.6 3 1593.00 0.299 0.058 ACTC_MOUSE ACTA_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.25-0.75
Embryo-dlg/synapse-associated protein
SLPSTAVTSE TLPGSLSPPVEKYR N-ter +28.03 Da, K +28.03 Da 24.1 50.1 3 1598.98 0.623 0.057 DLG1_MOUSE E9Q9HO_MOUSE  Disks large homolog 1; 97;Synapse-associated protein 97; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
VIAHVDHGKS TLTDSLVCKAGIIASAR +57.02 Da 37.2 50.5 3 1831.12 -4.322 0.001 EF2_MOUSE Elongation factor 2; 0.00-0.15
CNAHYPKQSF TMVADTPENLR N-ter +34.06 Da 453 375 2 1279.71 0.485 0.083 LASP1_MOUSE A2A6G6_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.25-0.75
VDKGVVPLAG TNGETTTQGLDGLSER N-ter +28.03 Da 45.1 52.1 3 1705.90 0.604 0.139 ALDOA_MOUSE ~ Q9CPQ9_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.25-0.75
Alpha-1 protease inhibitor 1;Alpha-1-
antiproteinase;Serine protease inhibitor 1-
DQSPASHEIA TNLGDFAISLYR N-ter +34.06 Da 53.5 27.2 2 1402.80 -0.474 0.086 A1AT1_MOUSE A1AT2_MOUSE Alpha-1-antitrypsin 1-1; 1;Serine protease inhibitor Ala; 0.25-0.75
LYSSWLAEKH TNLVPHGTEKDVYR N-ter +28.03 Da, K +28.03 Da 19.7 753 4 1684.02 -0.494 0.035 MUG1_MOUSE Murinoglobulin-1; 0.25-0.75
KTEELNREVA TNSELVQSGKSEISELR N-ter +28.03 Da, K +28.03 Da 259 57.2 3 1932.13 1.043 0.147 K1C17_MOUSE K1C14_MOUSE Keratin, type | cytoskeletal 17; Cytokeratin-17;Keratin-17; 0.25-0.75
WKVRELVDKA TNVVMNYSEIESKVR N-ter +34.06 Da, K +34.06 Da 51.9 54.0 3 1836.11 -0.494 0.077 EPN4_MOUSE Q5SUH6_MOUSE  Clathrin interactor 1; Enthoprotin;Epsin-4;Epsin-related protein; 0.25-0.75
KCFVKLPEGT TPEKYLGAEYMQSVGNMR N-ter +28.03 Da, K +28.03 Da 25.8 74.1 3 2129.19 -1.644 0.308 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.00-0.15
MPHPYPAL TPEQKKELSDIAHR N-ter +28.03 Da, K +28.03 Da 18.0 77.9 4 1735.10 -1.286 0.125 ALDOA_MOUSE  A6ZI44_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.15-0.25
SRLTLYDIAH TPGVAADLSHIETR N-ter +28.03 Da 42.1 57.5 3 1493.87 -0.218 0.013 MDHM_MOUSE Malate dehydrogenase, mitochondrial; 0.25-0.75
KTIIPLISQC TPKVDFPQDQLATLTGR N-ter +28.03 Da, K +28.03 Da 63.5 57.0 3 1942.16 -0.34 0.013 MDHM_MOUSE Malate dehydrogenase, mitochondrial; 0.25-0.75
PGPYAQPSVN TPLPNLQNGPIYAR N-ter +28.03 Da 26.1 34.6 3 1580.92 0 0.001 CRK_MOUSE F7D232_MOUSE  Adapter molecule crk; Proto-oncogene c-Crk;p38; 0.25-0.75
WRCVLKIGEH TPSALAIMENANVLAR N-ter +34.06 Da 48.1 46.9 3 1704.03 0.084 0.018 ALDOA_MOUSE ~ A6ZI44_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.25-0.75
GLPGSMGPPG TPSVDHGFLVTR N-ter +28.03 Da 37.9 65.1 3 1355.81 0.848 0.075 CO4A1_MOUSE Collagen alpha-1(IV) chain; 0.25-0.75
N-ter +34.06 Da, K +34.06 Da, C
LNRVCLLHEK TPVSEHVTKCCSGSLVER +57.02 Da 23.6 73.6 4 2113.25 0.687 0.102 ALBU_MOUSE Serum albumin; 0.25-0.75
GFQNAILVRY TQKAPQVSTPTLVEAAR N-ter +28.03 Da, K +28.03 Da 53.9 52.5 3 1852.14 -0.34 0.151 ALBU_MOUSE Serum albumin; 0.25-0.75
PNMVTPGHAC TQKFSNEEIAMATVTALR N-ter +34.06 Da, K +34.06 Da 32.0 47.5 3 2077.25 0.176 0.04 ALDOA_MOUSE ~ Q9CPQ9_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.25-0.75
KHLRLDGNPL TQSSLPPDMYECLR N-ter +34.06 Da, C +57.02 Da 19.6 43.1 3 1729.90 -1.837 0.197 LUM_MOUSE Lumican; Keratan sulfate proteoglycan lumican; 0.00-0.15
DEESKPASSN TQVEGDEEAALLER N-ter +34.06 Da 51.0 43.4 3 1592.88 1.422 0.154 Q8VCQ8_MOUSE E9QOM9_MOUSE 0.75-0.85
52 kDa phosphoprotein;Lymphocyte-specific
PPRSTEDRLT TQWREEDEEEAAR N-ter +34.06 Da 27.4 63.8 3 1681.88 0.585 0.175 LSP1_MOUSE A2A6J7_MOUSE  Lymphocyte-specific protein 1; antigen WP34;S37 protein; 0.25-0.75
VVYLETETLV TREAVTEILGIEPDR N-ter +28.03 Da 36.2 62.7 3 1726.03 -1.396 0.073 TSN_MOUSE Translin; 0.15-0.25
Anchorin Cll;Annexin V;Annexin-5;Calphobindin
I;Endonexin Il;Lipocortin V;Placental
anticoagulant protein 4;Placental anticoagulant
protein I;Thromboplastin inhibitor;Vascular
MA TRGTVTDFPGFDGR N-ter +28.03 Da 40.3 65.7 3 1552.87 -1.434 0.194 ANXA5_MOUSE Annexin AS5; anticoagulant-alpha; 0.15-0.25
N-ter +34.06 Da, K +34.06 Da, C
DQYELLCLDN TRKPVDQYEDCYLAR +57.02 Da 31.2 67.3 4 1981.17 0.239 0.02 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
EFVDITATNN TSAIQDYLQQLTGAR N-ter +28.03 Da 42.2 58.6 3 1691.98 -0.667 0.148 GLRX1_MOUSE Glutaredoxin-1; Thioltransferase-1; 0.25-0.75
LIIGDRQTGK TSIAIDTIINQKR N-ter +28.03 Da, K +28.03 Da 29.1 54.1 3 1527.98 0.485 0.076 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
VGLTSLRAVS TSSMGTLPKQVKIVEVGPR N-ter +28.03 Da, K +28.03 Da 27.0 86.6 4 2110.40 -0.201 0.042 HMGCL_MOUSE Hydroxymethylglutaryl-CoA lyase, mitochondrial; 3-hydroxy-3-methylglutarate-CoA lyase; 0.25-0.75
LEAWYRHGRT TSSYSALSEPSR N-ter +28.03 Da 43.1 40.4 2 1311.68 0.444 0.072 MECR_MOUSE A2A845_MOUSE  Trans-2-enoyl-CoA reductase, mitochondrial; 0.25-0.75
Golgi peripheral membrane protein p65;Golgi
CPSLSSSTVL TSTAVSVSGPEDIGSSSSSHER N-ter +28.03 Da 58.1 54.3 3 2204.14 3.788 0.828 GORS1_MOUSE Golgi reassembly-stacking protein 1; reassembly-stacking protein of 65 kDa; 0.85-1.00
RGVHTSVASA TSVATKKTEQGPPSSEYIFER N-ter +34.06 Da, K +34.06 Da 51.6 75.9 4 2456.55 0.176 0.028 OAT_MOUSE Ornithine aminotransferase, mitochondrial; Ornithine--oxo-acid aminotransferase; 0.25-0.75
WD repeat domain phosphoinositide-interacting
GYFGKVLMAS TSYLPSQVTEMFNQGR N-ter +34.06 Da 27.7 45.7 3 1891.02 -3.059 2.039 WIPI2_MOUSE D3YWK1_MOUSE protein 2; 0.00-0.15
Microtubule-associated protein RP/EB family member
APQRPIATQR TTAAPKAGPGMVR N-ter +28.03 Da, K +28.03 Da 232 52.9 3 1311.80 1.195 0.355 MARE1_MOUSE 1; APC-binding protein EB1;End-binding protein 1;  0.75-0.85
N-ter +28.03 Da, K +28.03 Da, C
TRVSGEHMDL TTCPLAAGGQQEKLR +57.02 Da 55.9 59.3 3 1684.99 1.778 0.295 Q9D1B1_MOUSE 0.85-1.00
TAESGELHGL TTDEKFVEGVYR N-ter +34.06 Da, K +34.06 Da 245 62.0 3 1510.92 0.506 0.068 TTHY_MOUSE Transthyretin; Prealbumin; 0.25-0.75
KKPALPALSR TTELQDELSHLR N-ter +28.03 Da 47.3 725 3 1468.86 -0.556 0.057 FAS4B_MOUSE ~ D3YWS54_MOUSE  Protein FAM54B; 0.25-0.75
AMCTSFKENP TTFMGHYLHEVAR N-ter +34.06 Da 29.9 61.7 4 1594.91 -1.152 0.102 ALBU_MOUSE Serum albumin; 0.15-0.25
RTVHTTRVCL TTFNVQDGPDFQDR N-ter +34.06 Da 41.0 45.4 3 1672.87 0.911 0.155 THIOM_MOUSE ~ Q3TUS3_MOUSE  Thioredoxin, mitochondrial; Thioredoxin-2; 0.25-0.75
Low molecular mass protein 10;Macropain
subunit MECI-1;Multicatalytic endopeptidase
complex subunit MECI-1;Proteasome MECI-
LRVPHARKTG TTIAGLVFR N-ter +34.06 Da 36.1 193 2 1010.65 0.888 0.091 PSB10_MOUSE Proteasome subunit beta type-10; 1;Proteasome subunit beta-2i; 0.25-0.75
Macropain chain Z;Multicatalytic endopeptidase
FKLPKARKTG TTIAGVVYKDGIVLGADTR N-ter +28.03 Da, K +28.03 Da 373 59.2 3 2004.24 0.782 0.136 PSB7_MOUSE Proteasome subunit beta type-7; complex chain Z;Proteasome subunit Z; 0.25-0.75
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GGGDVAFVKH TTIFEVLPEKADR N-ter +34.06 Da, K +34.06 Da 48.8 57.0 3 1586.03 1.531 0.222 TRFE_MOUSE D3YYR8_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.75-0.85
LYANTVLSGG TTMYPGIADR N-ter +34.06 Da 29.1 39.1 2 1157.64 0.322 0.049 ACTA_MOUSE ACTB_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.25-0.75
TKCFVKLPEG TTPEKYLGAEYMQSVGNMR N-ter +28.03 Da, K +28.03 Da 319 543 3 2230.20 0.872 0.1 TRFE_MOUSE E9Q035_MOUSE  Serotransferrin; Beta-1 metal-binding globulin;Siderophilin; 0.25-0.75
VPLAGTNGET TTQGLDGLSER N-ter +34.06 Da 29.6 30.5 2 1209.68 -1.089 0.093 ALDOA_MOUSE  Q9CPQ9_MOUSE  Fructose-bisphosphate aldolase A; Aldolase 1;Muscle-type aldolase; 0.15-0.25
XP-C repair-complementing complex 58 kDa
AAATTTATTT TTSGGHPLEFLR N-ter +28.03 Da 27.3 76.9 3 1341.81 0.227 0.008 RD23B_MOUSE ~ Q3TJ52_MOUSE UV excision repair protein RAD23 homolog B; protein; 0.25-0.75
XP-C repair-complementing complex 58 kDa
AAAATTTATT TTTSGGHPLEFLR N-ter +28.03 Da 40.9 65.4 3 1442.85 0.275 0.03 RD23B_MOUSE ~ Q3TJ52_MOUSE UV excision repair protein RAD23 homolog B; protein; 0.25-0.75
ISAVEQTAQR TTTTAVHIQPAQEQAR N-ter +34.06 Da 45.8 60.5 3 1785.07 0.575 0.151 TITIN_MOUSE Q8BUJ6_MOUSE  Titin; Connectin; 0.25-0.75
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
N-ter +28.03 Da, K +28.03 Da, C protein;Psoriasis-associated fatty acid-binding
ITVKTESTVK TTVFSCNLGEKFDETTADGR +57.02 Da 46.0 51.0 3 2303.19 2.414 0.53 FABP5_MOUSE E9Q964_MOUSE  Fatty acid-binding protein, epidermal; protein homolog; 0.85-1.00
Williams-Beuren syndrome chromosomal region
QRPRLQLKPR TVATPLNQVANPNSAIFGGARPR N-ter +28.03 Da 50.8 65.1 4 2378.44 1.971 0.297 IF4H_MOUSE Q80U8B8_MOUSE  Eukaryotic translation initiation factor 4H; 1 protein homolog; 0.85-1.00
Williams-Beuren syndrome chromosomal region
QRPRLQLKPR TVATPLNQVANPNSAIFGGAR N-ter +28.03 Da 57.0 44.7 3 2125.22 2671 0.625 IF4H_MOUSE Q80U8B8_MOUSE  Eukaryotic translation initiation factor 4H; 1 protein homolog; 0.85-1.00
EKAKREVCSW TVEGDVNTDPWAGYR N-ter +28.03 Da 385 49.9 3 1706.88 -0.786 0.068 AMPM1_MOUSE Methionine aminopeptidase 1; Peptidase M 1; 0.25-0.75
GCVAGDEESY TVFKDLFDPIIQDR N-ter +34.06 Da, K +34.06 Da 44.0 66.0 3 1774.15 -2.059 0.944 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
M TVHNLYLFDR N-ter +34.06 Da 27.8 69.3 3 1310.81 -0.044 0.006 TPPC1_MOUSE B1ASWS5_MOUSE  Trafficking protein particle complex subunit 1; 0.25-0.75
KDVVDYIIFG TVIQEVKTSNVAR N-ter +28.03 Da, K +28.03 Da 35.4 60.1 3 1499.96 0.963 0.207 ECHB_MOUSE D3YXU1_MOUSE Trifunctional enzyme subunit beta, mitochondrial; TP-beta; 0.25-0.75
Epidermal-type fatty acid-binding protein;Fatty
acid-binding protein 5;Keratinocyte lipid-binding
N-ter +28.03 Da, K +28.03 Da, C protein;Psoriasis-associated fatty acid-binding
GNNITVKTES TVKTTVFSCNLGEKFDETTADGR +57.02 Da 51.0 80.8 4 2659.53 2.759 0.66 FABP5_MOUSE E9Q964_MOUSE  Fatty acid-binding protein, epidermal; protein homolog; 0.85-1.00
VETELRGVCD TVLGLLDSHLIKGAGDAESR N-ter +28.03 Da, K +28.03 Da 285 735 4 2107.32 2.886 0.215 1433S_MOUSE 14-3-3 protein sigma; Stratifin; 0.85-1.00
NMKGNDISSG TVLSDYVGSGPPSGTGLHR N-ter +28.03 Da 43.6 54.6 3 1927.09 0.411 0.04 PEBP1_MOUSE Phosphatidylethanolamine-binding protein 1; HCNPpp; 0.25-0.75
VDIRKDLYAN TVLSGGTTMYPGIADR N-ter +28.03 Da 47.8 42.5 3 1665.91 0.84 0.206 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
VVQVPSAYQK TVPIEAVTSKTSNIR N-ter +34.06 Da, K +34.06 Da 30.2 44.0 3 1683.09 1.007 0.06 SRC8_MOUSE Q921L6_MOUSE  Src substrate cortactin; 0.25-0.75
VMDSGDGVTH TVPIYEGYALPHAILR N-ter +28.03 Da 27.9 56.1 3 1840.13 2.687 0.117 ACTB_MOUSE ACTBL_MOUSE  Actin, cytoplasmic 1; Beta-actin; 0.85-1.00
Anchorin Cll;Annexin V;Annexin-5;Calphobindin
I;Endonexin Il;Lipocortin V;Placental
anticoagulant protein 4;Placental anticoagulant
protein ;Thromboplastin inhibitor;Vascular
MATRG TVTDFPGFDGR N-ter +28.03 Da 41.9 36.4 2 1238.64 0.138 0.013 ANXA5_MOUSE Annexin A5; anticoagulant-alpha; 0.25-0.75
SPGMIKDLGA TWVVLGHSER N-ter +28.03 Da 36.3 716 3 1210.73 -0.667 0.053 TPIS_MOUSE EOCXH5_MOUSE  Triosephosphate isomerase; Triose-phosphate isomerase; 0.25-0.75
SDEHGIDPTG TYHGDSDLQLDR N-ter +28.03 Da 25.4 104.4 3 1446.83 2.359 0.704 TBB5_MOUSE Tubulin beta-5 chain; 0.85-1.00
TSTVKKQVTK TYKMADEAGSEAHR N-ter +34.06 Da, K +34.06 Da 27.4 79.3 4 1632.95 -1.184 0.215 Q99K47_MOUSE  E9PV24_MOUSE 0.15-0.25
VSGRQQLVEL VAEQADLEQAFSPSDPDCVDR N-ter +28.03 Da, C +57.02 Da 52.1 44.1 3 2376.16 5.737 2.147 APIS_MOUSE Apoptosis inhibitor 5; AAC-11; 0.85-1.00
SQVVHKAVLD VAETGTEAAAATGVIGGIR N-ter +28.03 Da 61.4 45.9 3 1771.03 -0.415 0.05 SPA3K_MOUSE Serine protease inhibitor A3K; Contrapsin;SPI-2; 0.25-0.75
TFTVITMVLC VAEVFEIIFRR N-ter +34.06 Da 17.2 69.8 3 1411.94 -3.184 0.289 CXE1_MOUSE Gap junction epsilon-1 protein; Connexin-23; 0.00-0.15
17-beta-hydroxysteroid dehydrogenase 10;3-
hydroxy-2-methylbutyryl-CoA dehydrogenase;3-
hydroxyacyl-CoA dehydrogenase type
1l;Endoplasmic reticulum-associated amyloid
beta-peptide-binding protein;Mitochondrial
LIGTFNVIRL VAGEMGQNEPDQGGQR N-ter +28.03 Da 40.7 43.6 3 1699.83 2.263 0.627 HCD2_MOUSE Q99N15_MOUSE  3-hydroxyacyl-CoA dehydrogenase type-2; ribonuclease P protein 2;Type Il HADH; 0.85-1.00
VNQAQKEAEK VAHGVQTGVNQAGKETQR N-ter +28.03 Da, K +28.03 Da 47.3 77.6 4 1935.18 1.803 0.408 SBSN_MOUSE E9QPB2_MOUSE  Suprabasin; 0.85-1.00
KNCGHRFHVL VANQDFVENVLVR N-ter +28.03 Da 47.9 54.9 3 1529.90 1.214 0.068 TOM1_MOUSE Q3UDC3_MOUSE Target of Myb protein 1; 0.75-0.85
PLPVIPHQKV VANSPANADYQER N-ter +28.03 Da 44.4 48.1 3 1461.76 -1.358 0.244 E9PYJ9_MOUSE 0.15-0.25
WHHSFYNELR VAPEEHPTLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 46.8 715 4 2352.45 3.886 0.523 ACTA_MOUSE ACTC_MOUSE Actin, aortic smooth muscle; Alpha-actin-2; 0.85-1.00
WHHTFYNELR VAPEEHPVLLTEAPLNPKANR N-ter +28.03 Da, K +28.03 Da 40.8 70.0 4 2350.47 4.128 0.647 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.85-1.00
EERSVNCGTM VAQPKNLEGYVGFANLPNQVYR N-ter +34.06 Da, K +34.06 Da 52.0 72.0 4 2544.60 0.138 0.015 E9Q9F5_MOUSE 0.25-0.75
90 kDa ribosomal protein S6 kinase 1;MAP
kinase-activated protein kinase 1a;Ribosomal S6
AHQLFRGFSF VATGLMEDDGKPR N-ter +28.03 Da, K +28.03 Da 29.0 62.3 3 1443.83 -0.044 0.002 KS6A1_MOUSE ~ Q505N6_MOUSE  Ribosomal protein S6 kinase alpha-1; kinase 1; 0.25-0.75
VHTSVASATS VATKKTEQGPPSSEYIFER N-ter +34.06 Da, K +34.06 Da 321 72.2 4 2268.45 -1.252 0.119 OAT_MOUSE Ornithine aminotransferase, mitochondrial; Ornithine--oxo-acid aminotransferase; 0.15-0.25
PTLILAQQSN VDELGCSHLGQSYESR N-ter +34.06 Da, C +57.02 Da 44.8 711 3 1870.01 -0.811 0.142 CO3A1_MOUSE ~ Q5DTG2_MOUSE Collagen alpha-1(Ill) chain; 0.25-0.75
REALLGVQED VDEYVKLGHEEQQR N-ter +28.03 Da, K +28.03 Da 205 324 3 1784.96 5.382 1.218 RCN2_MOUSE Reticulocalbin-2; Taipoxin-associated calcium-binding protein 49;  0.85 - 1.00
EVNKRDIVFL VDGSSSLGPSNFNAIR N-ter +28.03 Da 39.0 47.1 3 1647.90 -0.599 0.036 E9PWQ3_MOUSE D3YWD1_MOUSE 0.25-0.75
Alpha-tubulin 4;Alpha-tubulin isotype M-alpha-
AGKHVPRAVF VDLEPTVIDEIR N-ter +28.03 Da 39.2 386 2 1425.83 1.731 0.48 TBA4A_MOUSE Tubulin alpha-4A chain; 4;Tubulin alpha-4 chain; 0.75-0.85
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
AGKHVPRAVF VDLEPTVIDEVR N-ter +34.06 Da 325 49.8 3 1417.86 4.364 1.026 TBA1IA_MOUSE ~ TBA1B_MOUSE Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.85-1.00
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N-ter +28.03 Da, K +28.03 Da, C
PVPEDKYTAL VDQEEKEDVKSCAEFVSGSQLR +57.02 Da 27.5 79.7 4 2623.49 -1.837 0.459 ATP5H_MOUSE B1ASE2_MOUSE  ATP synthase subunit d, mitochondrial; 0.00-0.15
Protein cypher;Protein oracle;Z-band
LASLPVKDLA VDSASPVYQAVIKTQSKPEDEADEWAR N-ter +34.06 Da, K +34.06 Da 26.4 74.4 4 3120.88 1.807 0.578 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.85-1.00
MNGTRNWCTL VDVHPESQTAAGR N-ter +28.03 Da 39.8 61.9 3 1393.78 1.844 0.431 D3YUW6_MOUSE 0.85-1.00
EKLGQGGVQK VDVPAADLSDQVPDTDSETR N-ter +28.03 Da 49.8 51.9 3 2157.12 1.05 0.355 CO3_MOUSE Complement C3; HSE-MSF; 0.25-0.75
TEAPARPLNC VEAEAAVGAAAEDSCDAR N-ter +28.03 Da, C +57.02 Da 213 55.4 3 1818.91 -0.943 0.127 UBFD1_MOUSE  E9QB07_MOUSE  Ubiquitin domain-containing protein UBFD1; 0.15-0.25
AKDTVMVRTF VEDQEFHISSFEER N-ter +34.06 Da 29.6 68.5 3 1784.97 -2.556 0.451 TITIN_MOUSE E9Q8M7_MOUSE  Titin; Connectin; 0.00-0.15
TLPEDQRLPC VEDYLSAILNR N-ter +28.03 Da 334 49.8 3 1319.77 -0.014 0.003 ALBU_MOUSE Serum albumin; 0.25-0.75
Actinin-associated LIM protein;Alpha-actinin-2-
LNLKQKGYFF VEGELYCETHAR N-ter +28.03 Da, C +57.02 Da 49.5 65.7 3 1490.78 -2.837 0.608 PDLI3_MOUSE PDZ and LIM domain protein 3; associated LIM protein; 0.00-0.15
M VEKEEAGGGGGGGISEEEAAQYDR N-ter +28.03 Da, K +28.03 Da 77.7 48.2 3 2450.24 1.48 0.594 SAE1_MOUSE SUMO-activating enzyme subunit 1; Ubiquitin-like 1-activating enzyme E1A; 0.75-0.85
ICAKLSRQWV VEKGAEAGSQAEGSPLHPR N-ter +28.03 Da, K +28.03 Da 389 78.9 4 1975.17 1.021 0.131 CASZ1_MOUSE B1AS47_MOUSE  Zinc finger protein castor homolog 1; Castor-related protein; 0.25-0.75
EKTSPTPSVF VELGEEELEAVTARPEAVER N-ter +28.03 Da 21.4 52.3 3 2253.27 1.406 0.292 B2L13_MOUSE Bcl-2-like protein 13; Bcl-rambo;Protein Mil1; 0.75-0.85
EVEVLKATEM VEVGPEDDEVGAER N-ter +28.03 Da 514 30.7 2 1527.75 0.163 0.033 PTRF_MOUSE Polymerase | and transcript release factor; Cav-p60;Cavin-1; 0.25-0.75
MRGQ VGDLSPQQQEALAR N-ter +28.03 Da 22.1 50.0 3 1538.88 7.556 0.373 S14L4_MOUSE SEC14-like protein 4; 0.85-1.00
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
YAKRAFVHWY VGEGMEEGEFSEAR N-ter +28.03 Da 46.8 379 2 1553.73 0.465 0.108 TBAIA_MOUSE ~ TBA1B_MOUSE Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.25-0.75
CDKN2A-interacting protein N-terminal-like
M VGGEASAAVEKLVSGVR N-ter +34.06 Da, K +34.06 Da 221 43.2 3 1696.09 0.731 0.11 C2AIL_MOUSE CDKN2AIP N-terminal-like protein; protein; 0.25-0.75
DNA-binding p52/p100 complex, 100 kDa
subunit;Polypyrimidine tract-binding protein-
KTYTQRCRLF VGNLPADITEDEFKR N-ter +34.06 Da, K +34.06 Da 255 39.2 3 1771.05 -0.862 0.11 SFPQ_MOUSE Splicing factor, proline- and glutamine-rich; associated-splicing factor; 0.25-0.75
ASGETLHSPK VGQPGAAGPVSPMCPGR N-ter +28.03 Da, C +57.02 Da 68.7 48.7 3 1664.89 0.422 0.057 FETUA_MOUSE Alpha-2-HS-glycoprotein; Countertrypin;Fetuin-A; 0.25-0.75
M VGVKPVGSDPDFQPELSGAGSR N-ter +34.06 Da, K +34.06 Da 43.5 42.7 3 2266.32 1.642 0.3 TXNL1_MOUSE Thioredoxin-like protein 1; 32 kDa thioredoxin-related protein; 0.75-0.85
AYTLGVKQLI VGVNKMDSTEPAYSEKR N-ter +34.06 Da, K +34.06 Da 183 75.9 4 2012.26 -2.737 0.365 EF1A2_MOUSE B7ZBW3_MOUSE  Elongation factor 1-alpha 2; Eukaryotic elongation factor 1 A-2;Statin-S1; 0.00-0.15
Abelson murine leukemia viral oncogene
homolog 1;Abelson tyrosine-protein kinase
ESRFNTLAEL VHHHSTVADGLITTLHYPAPKR N-ter +34.06 Da, K +34.06 Da 19.7 39.7 4 2517.52 -6.644 0.001 ABL1_MOUSE Tyrosine-protein kinase ABL1; 1;Proto-oncogene c-Abl;p150; 0.00-0.15
GSGRSPRRSP VHPESSEGEEHSVVPQR N-ter +34.06 Da 37.2 723 4 1936.09 0.678 0.119 FILA2_MOUSE FILA2_MOUSE Filaggrin-2; Intermediate filament-associated protein; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
HIFASENDTF VHVTDLSGKETICR +57.02 Da 19.2 67.9 4 1670.00 -0.811 0.114 RS14_MOUSE D3YVF4_MOUSE  40S ribosomal protein S14; 0.25-0.75
ARRQSRMEKY VIESSGHAELAR N-ter +34.06 Da 321 63.0 3 1301.80 -4.059 0.677 SYNPO_MOUSE ~ E9Q3E2_MOUSE  Synaptopodin; 0.00-0.15
Protein cypher;Protein oracle;Z-band
VDSASPVYQA VIKTQSKPEDEADEWAR N-ter +34.06 Da, K +34.06 Da 25.9 64.7 4 2103.31 0.379 0.047 LDB3_MOUSE E9PYJ9_MOUSE  LIM domain-binding protein 3; alternatively spliced PDZ-motif protein; 0.25-0.75
STGAAKAVGK VIPELNGKLTGMAFR N-ter +28.03 Da, K +28.03 Da 25.1 63.6 3 1701.07 2.725 0.416 G3P_MOUSE F8WIL5_MOUSE  Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.85-1.00
TKFENAFLSH VISQHQSLLGNIR N-ter +28.03 Da 35.4 55.5 3 1491.93 0.978 0.035 ATPA_MOUSE D3Z6F5_MOUSE  ATP synthase subunit alpha, mitochondrial; 0.25-0.75
ALVCDNGSGL VKAGFAGDDAPR N-ter +34.06 Da, K +34.06 Da 326 42.5 3 1270.78 -1.286 0.125 ACTC_MOUSE ACTS_MOUSE Actin, alpha cardiac muscle 1; Alpha-cardiac actin; 0.15-0.25
DVDLHLKGPN VKGEYDVTVPR N-ter +28.03 Da, K +28.03 Da 29.9 63.4 3 1317.81 -0.377 0.064 F7BRM2_MOUSE E9Q616_MOUSE 0.25-0.75
E VKLVESGGGLVQPGGSLR N-ter +34.06 Da, K +34.06 Da 324 52.6 3 1949.26 -3.059 0.51 HVM17_MOUSE  HVM18_MOUSE Ig heavy chain V region MOPC 47A; 0.00-0.15
N VLASEPEIPKGIR N-ter +28.03 Da, K +28.03 Da 215 45.9 3 1463.94 217 0.439 KAD2_MOUSE F7BP55_MOUSE  Adenylate kinase 2, mitochondrial; ATP-AMP transphosphorylase 2; 0.85-1.00
26S proteasome regulatory subunit RPN10;26S
proteasome regulatory subunit
M VLESTMVCVDNSEYMR N-ter +28.03 Da, C +57.02 Da 46.7 58.8 3 1959.99 0.575 0.127 PSMD4_MOUSE 26S proteasome non-ATPase regulatory subunit 4; S5A;Multiubiquitin chain-binding protein; 0.25-0.75
EKEIYNQVNV VLKDAEGILEDLQSYR N-ter +28.03 Da, K +28.03 Da 453 56.1 3 1904.13 0.163 0.019 FA49B_MOUSE Protein FAM49B; 0.25-0.75
IATGTGTLLL VLLDVNDNAPIPEPR N-ter +28.03 Da 42.2 45.6 3 1688.99 5.03 0.922 CADH1_MOUSE Cadherin-1; ARC-1;Epithelial cadherin;Uvomorulin; 0.85-1.00
C-terminal LIM domain protein 1;Elfin;LIM
EPPKQSTSFL VLQEILESDGKGDPNKPSGFR N-ter +28.03 Da, K +28.03 Da 29.1 70.1 4 2369.43 1.157 0.208 PDLI1_MOUSE PDZ and LIM domain protein 1; domain protein CLP-36; 0.75-0.85
Beta-tubulin cofactor D;Tubulin-folding cofactor
M VLSNEPAASAAEEEVEDDALVR N-ter +28.03 Da 58.5 39.6 3 2341.22 0.043 0.018 TBCD_MOUSE Tubulin-specific chaperone D; D; 0.25-0.75
IAEGVPQLLI VLTAEPSGDDVR N-ter +28.03 Da 36.4 359 2 1285.70 2.907 0.539 E9PWQ3_MOUSE D3YWD1_MOUSE 0.85-1.00
GVAEQCKRRT VLTTSHLFPYVKKR N-ter +34.06 Da, K +34.06 Da 8.0 40.2 3 1790.24 -3.474 0.772 DOC10_MOUSE ~ E9QLG5_MOUSE  Dedicator of cytokinesis protein 10; Zizimin-3; 0.00-0.15
IPESLKNMLL VMDTAEIFHSADAR N-ter +28.03 Da 51.2 65.7 3 1589.86 1.007 0.215 Q6DFZ1_MOUSE 0.25-0.75
QNCGGKNATV VNEQAKPLVIHSVKQNLTYVR N-ter +28.03 Da, K +28.03 Da 212 30.7 4 2519.54 1.848 0.226 Z804A_MOUSE Zinc finger protein 804A; 0.85-1.00
NQSLLLLLVL VNLTDAPDIPNPYR N-ter +28.03 Da 24.6 65.0 3 1611.93 0.31 0.018 DYM_MOUSE Dymeclin; 0.25-0.75
BPY2-interacting protein 1;Microtubule-
TPRVPPPLPD VPGICMVDPEALPPR N-ter +34.06 Da, C +57.02 Da 16.1 79.3 3 1684.02 -6.644 0.001 MAP1S_MOUSE Microtubule-associated protein 1S; associated protein 8; 0.00-0.15
Spermatogenic cell-specific glyceraldehyde 3-
Glyceraldehyde-3-phosphate dehydrogenase, testis-  phosphate dehydrogenase 2;Spermatogenic
NGKLTGMAFR VPTPNVSVVDLTCR N-ter +28.03 Da, C +57.02 Da 50.8 50.9 3 1583.91 0.856 0.09 G3PT_MOUSE G3P_MOUSE specific; glyceraldehy phosphate ydrogenase; 0.25-0.75
Acireductone dioxygenase (Fe(2+)-
requiring);Membrane-type 1 matrix
1,2-dihydroxy-3-keto-5 hylthi inase cy ic tail-binding
M VQAWYMDESTADPR N-ter +28.03 Da 35.2 519 3 1695.84 -0.377 0.039 MTND_MOUSE dioxygenase; protein 1; 0.25-0.75
QVFEMKVKEK VQKLKDSEAELQR N-ter +34.06 Da, K +34.06 Da 20.6 60.6 4 1645.13 0.84 0.099 SEPT7_MOUSE E9Q9F5_MOUSE  Septin-7; CDC10 protein homolog; 0.25-0.75
47 kDa heat shock protein;Collagen-binding
FYADHPFIFL VRDNQSGSLLFIGR N-ter +28.03 Da 50.8 74.2 3 1588.99 0.333 0.032 SERPH_MOUSE Serpin H1; protein;Serine protease inhibitor J6; 0.25-0.75
RSIIRNVKGP VREGDVLTLLESER N-ter +34.06 Da 46.2 72.6 3 1649.04 0.993 0.235 RS28_MOUSE 40S ribosomal protein $28; 0.25-0.75
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KKQIQKLEAR VRELENEVENEQKR N-ter +34.06 Da, K +34.06 Da 29.1 76.3 4 1839.15 -1.556 0.137 MYH4_MOUSE Myosin-4; Myosin heavy chain 2b;Myosin heavy chain 4; 0.15-0.25
TSVVRPFAKL VRPPVQVYGIEGR N-ter +28.03 Da 41.4 55.5 3 1496.93 -0.535 0.016 ATPO_MOUSE D3Z4J0_MOUSE  ATP synthase subunit O, mitochondrial; Oligomycin sensitivity conferral protein; 0.25-0.75
AMTCRLCAKR VSASEEEEVENENR N-ter +34.06 Da 324 55.3 3 1653.85 -0.811 0.114 Q14BIS_MOUSE 0.25-0.75
KTLRGGATVK VSASSPSVAAASQADSKQQR N-ter +28.03 Da, K +28.03 Da 50.3 58.7 4 2030.16 1.632 0.447 GCR_MOUSE E9PUR6_MOUSE  Glucocorticoid receptor; Nuclear receptor subfamily 3 group C member 1; 0.75-0.85
FGTKGLAVTF VSDENDAKILNDVQDR N-ter +28.03 Da, K +28.03 Da 17.6 54.8 3 1886.04 -0.837 0.164 DX39A_MOUSE  DX39B_MOUSE  ATP-dependent RNA helicase DDX39A; DEAD box protein 39; 0.25-0.75
Apolipoprotein J;Clustrin;Sulfated glycoprotein
DNGMVLGEQE VSDNELQELSTQGSR N-ter +28.03 Da 46.8 52.8 3 1689.91 131 0.174 CLUS_MOUSE E9Q9B8_MOUSE  Clusterin; 2; 0.75-0.85
RNA exonuclease 2 homolog;Small fragment
GRRGQFGARG VSEGSAAMAAGESMAQR N-ter +28.03 Da 48.6 48.8 3 1679.84 -0.304 0.049 ORN_MOUSE Oligoribonuclease, mitochondrial; nuclease; 0.25-0.75
N-ter +28.03 Da, K +28.03 Da, C
|IESTECRKTR VSGEHMDLTTCPLAAGGQQEKLR +57.02 Da 64.0 75.4 4 2553.46 3.034 0.741 Q9D1B1_MOUSE 0.85-1.00
PQEASNRSLN VTGAWDPEVLQALR N-ter +28.03 Da 29.4 26.4 3 1581.89 -1.515 0.173 5HT1D_MOUSE 5-hydroxytryptamine receptor 1D; Serotonin receptor 1D; 0.15-0.25
Elongation factor Tu;Eukaryotic elongation
LWKFETSKYY VTIIDAPGHR N-ter +34.06 Da 35.0 61.8 3 1111.72 -4.322 0.001 EF1A1_MOUSE D3Z3I18_MOUSE  Elongation factor 1-alpha 1; factor 1A-1; 0.00-0.15
PDGF-associated protein;PDGFA-associated
PNRVAQTTKK VTQLDLDGPKELSR N-ter +34.06 Da, K +34.06 Da 29.2 53.6 3 1638.05 0.189 0.01 HAP28_MOUSE 28 kDa heat- and acid-stable phosphoprotein; protein 1; 0.25-0.75
YSPLAHRAYS VVAGGPEVTLTPER N-ter +34.06 Da 40.8 49.8 3 1457.90 0.043 0.008 D2HDH_MOUSE ~ E9QN44_MOUSE  D-2-hydroxyglutarate dehydrogenase, mitochondrial; 0.25-0.75
SPLPVIPHQK VVANSPANADYQER N-ter +34.06 Da 51.6 61.2 3 1566.88 -1.644 0.257 E9PYJ9_MOUSE 0.00-0.15
STSQLVACTK VVAPTISSPVCQEQLVEAGR N-ter +28.03 Da, C +57.02 Da 56.7 413 3 2167.22 3.444 0.82 TLN1_MOUSE F8BWGTO_MOUSE Talin-1; 0.85-1.00
AKRQSRMEKY VVDSDTVQAHTVR N-ter +34.06 Da 42.8 63.9 3 1459.88 -1.12 0.097 SYNP2_MOUSE ~ D3YVV9_MOUSE  Synaptopodin-2; Myopodin; 0.15-0.25
M VVEHPEFLKAGKEPGLQIWR N-ter +28.03 Da, K +28.03 Da 20.7 76.3 4 2416.55 0.696 0.039 GELS_MOUSE A6PWS5_MOUSE  Gelsolin; Actin-depolymerizing factor;Brevin; 0.25-0.75
V-ATPase 14 kDa subunit;Vacuolar proton pump
LNKNRHPNFL VVEKDTTINEIEDTFR N-ter +28.03 Da, K +28.03 Da 34.4 59.0 3 1964.13 1.722 0.157 VATF_MOUSE V-type proton ATPase subunit F; subunit F; 0.75-0.85
YLSSFKVAQY VVREEEMGEEEEVER N-ter +28.03 Da 45.6 61.4 3 1875.97 2.969 0.755 CHD4_MOUSE E9QAS5_MOUSE  Chromodomain-helicase-DNA-binding protein 4; 0.85-1.00
GESLQAFLIA VVVPDVESLPSWAQKR N-ter +28.03 Da, K +28.03 Da 29.9 70.1 3 1865.17 2.336 0.162 ACSL1_MOUSE D3Z041_MOUSE  Long-chain-fatty-acid--CoA ligase 1; Long-chain acyl-CoA synthetase 1; 0.85-1.00
GSVAGGAVYL VYDQELLGPSDKSEAALR N-ter +34.06 Da, K +34.06 Da 233 473 3 2058.22 0.799 0.193 QIL1_MOUSE Protein QIL1; 0.25-0.75
PRTIGYPWTL VYGTGKHGTSLKTLYR N-ter +28.03 Da, K +28.03 Da 221 63.4 3 1864.18 2.805 0.433 OXR1_MOUSE B1H3MO_MOUSE Oxidation resistance protein 1; Protein C7; 0.85-1.00
Beta-2-globin;Hemoglobin beta-2
DAEKSAVSCL WAKVNPDEVGGEALGR N-ter +28.03 Da, K +28.03 Da 40.6 48.1 3 1753.00 0.696 0.159 HBB2_MOUSE Hemoglobin subunit beta-2; chain;Hemoglobin beta-minor chain; 0.25-0.75
LLPQWPAASA WELTILHTNDVHSR N-ter +34.06 Da 26.9 69.9 4 1754.06 0.189 0.02 S5NTD_MOUSE 5'-nucleotidase; Ecto-5'-nucleotidase; 0.25-0.75
DCHGMHNHSP WGGALSLDVPR N-ter +28.03 Da 26.2 817 3 1197.75 4.041 1.164 ZNRF3_MOUSE ~ F8WJ37_MOUSE  Zinc/RING finger protein 3; 0.85-1.00
Beta-1-globin;Hemoglobin beta-1
DAEKAAVSCL WGKVNSDEVGGEALGR N-ter +28.03 Da, K +28.03 Da 52.0 712 3 1729.00 -0.535 0.078 HBB1_MOUSE Hemoglobin subunit beta-1; chain;Hemoglobin beta-major chain; 0.25-0.75
LASLSTFQQM WISKQEYDESGPSIVHR N-ter +34.06 Da, K +34.06 Da 483 65.6 4 2098.25 1.269 0.226 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.75-0.85
SGVVTSRLNL WISKTQDSGDHGSQEVR N-ter +34.06 Da, K +34.06 Da 25.1 75.6 4 1997.17 2.176 0.77 LAD1_MOUSE Ladinin-1; Linear IgA disease antigen homolog; 0.85-1.00
DLNHYCAGSH WLQTFNIVILEPGMLEPR N-ter +34.06 Da 249 49.9 3 2189.32 -1.286 0.439 019443_MOUSE 0.15-0.25
EVVRVYIGSF WSHPLLIPDNR N-ter +28.03 Da 20.1 74.0 3 1374.84 0.731 0.128 EHD1_MOUSE EHD3_MOUSE EH domain-containing protein 1; PAST homolog 1; 0.25-0.75
EKRRSTGVSF WTQDSDENEQER N-ter +28.03 Da 31.8 54.4 3 1563.73 -0.474 0.079 MYPT1_MOUSE Protein phosphatase 1 regulatory subunit 12A; Myosin phosphatase-targeting subunit 1; 0.25-0.75
FQQMWISKQE YDESGPSIVHR N-ter +28.03 Da 374 735 3 1286.72 0.872 0.214 ACTB_MOUSE ACTG_MOUSE Actin, cytoplasmic 1; Beta-actin; 0.25-0.75
LTDAETSKLI YDFIEDQGGLEAVR N-ter +28.03 Da 245 61.2 3 1638.89 3.076 0.171 WASP_MOUSE Wiskott-Aldrich syndrome protein homolog; 0.85-1.00
Electron transfer flavoprotein subunit alpha,
LKSGENFKLL YDLADQLHAAVGASR N-ter +28.03 Da 339 733 3 1613.93 0.978 0.109 ETFA_MOUSE mitochondrial; 0.25-0.75
NDNFVKLISW YDNEYGYSNR N-ter +28.03 Da 205 51.0 2 1307.61 -0.014 0.001 G3P_MOUSE G3PT_MOUSE Glyceraldehyde-3-phosphate dehydrogenase; Peptidyl-cysteine S-nitrosylase GAPDH; 0.25-0.75
LREDPAYLHY YDPAGGEDPLGAVHLR N-ter +28.03 Da 75.9 48.9 3 1693.93 -0.69 0.1 PLEK_MOUSE Q8CAG6_MOUSE  Pleckstrin; 0.25-0.75
VNIGGAGSYI YEKPQTEAPQVTGPIEVPVVR N-ter +28.03 Da, K +28.03 Da 49.5 64.5 4 2392.45 2.345 0.286 CRIP2_MOUSE Cysteine-rich protein 2; Heart LIM protein; 0.85-1.00
AASSSSLEKS YELPDGQVITIGNER N-ter +28.03 Da 42.7 53.9 3 1730.98 139 0.164 ACTS_MOUSE ACTA_MOUSE Actin, alpha skeletal muscle; Alpha-actin-1; 0.75-0.85
Estrogen-dependent oviduct protein;Oviductal
EAMTTEVHRR YENMTTVPSDGSVTPGGTASPRK N-ter +34.06 Da, K +34.06 Da 193 45.0 4 2419.34 -1.837 0.131 OVGP1_MOUSE  E9Q820_MOUSE  Oviduct-specific glycoprotein; glycoprotein;Oviductin; 0.00-0.15
Basement-membrane protein
40;0steonectin;Secreted protein acidic and rich
DWLKNVLVTL YERDEGNNLLTEKQKLR N-ter +34.06 Da, K +34.06 Da 27.3 66.4 4 2207.42 0.566 0.099 SPRC_MOUSE Q5NCU4_MOUSE  SPARC; in cysteine; 0.25-0.75
PPLNPILSAN YERPVLHLVALNTPVAGDIR N-ter +28.03 Da 27.7 86.3 4 2260.46 1.411 0.127 COFA1_MOUSE  A2AJY7_MOUSE  Collagen alpha-1(XV) chain; 0.75-0.85
YYSGQELQY!I YFIHSLCLLGR N-ter +28.03 Da, C +57.02 Da 17.7 76.7 3 1405.86 2.832 0.561 BROMI_MOUSE Protein broad-minded; 0.85-1.00
N-ter +34.06 Da, K +34.06 Da, C
LCAIPNLREN YGELADCCTKQEPER +57.02 Da 235 55.0 3 1923.02 0.151 0.052 ALBU_MOUSE Serum albumin; 0.25-0.75
QPQQQAMTSS YGGYKEPAAPVSIQR N-ter +34.06 Da, K +34.06 Da 24.1 52.0 3 1703.06 -0.621 0.124 LASP1_MOUSE A2A6HO_MOUSE  LIM and SH3 domain protein 1; Metastatic lymph node gene 50 protein; 0.25-0.75
LADQNIKDRY YGINDPVADKLLKR N-ter +28.03 Da, K +28.03 Da 29.3 68.4 4 1685.10 -1.434 0.116 RBM22_MOUSE Pre-mRNA-splicing factor RBM22; RNA-binding motif protein 22; 0.15-0.25
LGGNFASQMS YGYDEKSAGVSVPGPMGPSGPR N-ter +34.06 Da, K +34.06 Da 50.1 49.3 3 2275.27 -5.644 0.001 CO1A1_MOUSE  F8WGB7_MOUSE Collagen alpha-1(1) chain; Alpha-1 type | collagen; 0.00-0.15
GTQCEKIVQK YGYTHLSTGDLLR N-ter +34.06 Da 39.6 72.8 3 1528.92 1.803 0.305 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.85-1.00
Alpha-actinin skeletal muscle isoform 2;F-actin
RAIMTYVSCF YHAFAGAEQAETAANR N-ter +28.03 Da 55.8 70.9 3 1733.93 0.057 0.011 ACTN2_MOUSE ~ ACTN3_MOUSE  Alpha-actinin-2; cross-linking protein; 0.25-0.75
Heat shock 84 kDa;Tumor-specific
RMKETQKSIY YITGESKEQVANSAFVER N-ter +28.03 Da, K +28.03 Da 20.0 51.5 3 2083.17 -2.737 0.547 HS90B_MOUSE Q71LX8_MOUSE  Heat shock protein HSP 90-beta; transplantation 84 kDa antigen; 0.00-0.15
Annexin Il;Annexin-2;Calpactin | heavy
chain;Calpactin-1 heavy chain;Chromobindin-
8;Lipocortin Il;Placental anticoagulant protein
QEINRVYKEM YKTDLEKDIISDTSGDFR N-ter +28.03 Da, K +28.03 Da 40.4 80.4 4 2186.29 1.029 0.166 ANXA2_MOUSE ~ BOV2N7_MOUSE  Annexin A2; IV;Protein |;p36; 0.25-0.75
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Table S11, Tholen et al.

Precursor  Fold change
. " . . e . Mass error FC-error of . . . . )
Non Prime Site Prime Site Modifications Hyperscore in ppm Charge neutralmass  (log,) of ASAPRatio Uniprot ID 1 Uniprot ID 2 Protein Name 1 Protein Name 2 Quantile
inDa ASAPRatio
AGLPTSLLTL YLDNNKISNIPDEYFKR N-ter +34.06 Da, K +34.06 Da 283 72.8 4 2230.41 -3.644 0.456 LUM_MOUSE Lumican; Keratan sulfate proteoglycan lumican; 0.00-0.15
Proline-arginine-rich end leucine-rich repeat
LGKLPSLAFL YMEKNQLEEVPSALPR N-ter +34.06 Da, K +34.06 Da 50.4 49.7 3 1971.17 1.996 0.235 PRELP_MOUSE Prolargin; protein; 0.85-1.00
ETIKKRLETY YNATEPVISFYDKR N-ter +34.06 Da, K +34.06 Da 43.5 54.1 3 1770.06 -1 0.14 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.15-0.25
DEQLTSLKVL YNDLGAQVTEGKQDLER N-ter +28.03 Da, K +28.03 Da 223 59.3 3 1991.11 0.299 0.027 E9Q6R7_MOUSE 0.25-0.75
DLQLERINVY YNEATGGKYVPR N-ter +28.03 Da, K +28.03 Da 19.6 68.7 3 1409.83 0.202 0.032 TBB2C_MOUSE ~ TBB5_MOUSE Tubulin beta-4B chain; Tubulin beta-2C chain; 0.25-0.75
WD repeat domain phosphoinositide-interacting
VGASDGYLYM YNLDPQEGGECALMR N-ter +28.03 Da, C +57.02 Da 45.6 68.1 3 1779.91 0.651 0.124 WIPI2_MOUSE D3YWK1_MOUSE protein 2; 0.25-0.75
STSSPVFHPK YQACSGPILPHR N-ter +28.03 Da, C +57.02 Da 303 63.5 3 1425.81 -0.737 0.061 Q99M20_MOUSE 0.25-0.75
DKAKELWDTL YQLETDKFEFGEKLKR N-ter +34.06 Da, K +34.06 Da 226 54.0 4 2166.42 -1.434 0.116 TNNT3_MOUSE ~ A2A6J0_MOUSE  Troponin T, fast skeletal muscle; Fast skeletal muscle troponin T; 0.15-0.25
RLMEIYQEKL YRPPPVLDALGR N-ter +28.03 Da 40.1 715 3 1380.89 1.736 0.172 E9Q005_MOUSE  E9PVA8_MOUSE 0.75-0.85
PGLTGNFAAQ YSDKGVSSGPGPMGLMGPR N-ter +28.03 Da, K +28.03 Da 74.9 67.8 3 1948.09 -4.322 0.864 CO1A2_MOUSE  EOCXI2_MOUSE  Collagen alpha-2(l) chain; Alpha-2 type | collagen; 0.00-0.15
VQVEEYIADL YSEEPGEEEPAWVQTER N-ter +28.03 Da 453 48.1 3 2063.01 2.356 0.262 RCN3_MOUSE D3Z7T1_MOUSE  Reticulocalbin-3; 0.85-1.00
SPRRSQVHPE YSEGEAHSEVSQR N-ter +28.03 Da 39.2 825 3 1505.80 -0.494 0.278 E9QPZ3_MOUSE  FILA2_MOUSE 0.25-0.75
MLQTRFPLDY YSIPFPTPTTPLTGR N-ter +28.03 Da 253 473 3 1674.98 -0.252 0.024 UBP2L_MOUSE E9PZA1_MOUSE  Ubiquitin-associated protein 2-like; 0.25-0.75
Alcohol sulfotransferase;Hydroxysteroid
AAMKANTMSN YSLLPASLLDHR N-ter +28.03 Da 40.0 84.6 3 1411.90 1.585 0.227 ST2B1_MOUSE E9QKC1_MOUSE Sulfotransferase family cytosolic 2B member 1; sulfotransferase 2; 0.75-0.85
FIHHELLAYL YSSADQSSLMEESAEQAQR N-ter +28.03 Da 57.8 50.4 3 2144.04 2.646 0.537 DYN2_MOUSE Q91Z39_MOUSE  Dynamin-2; Dynamin UDNM; 0.85-1.00
CTFFLAVSGL YSSSDDVIELTPSNFNR N-ter +34.06 Da 48.0 47.5 3 1977.05 0.614 0.084 PDIA6_MOUSE Q3TMLO_MOUSE  Protein disulfide-isomerase A6; Thioredoxin domain-containing protein 7; 0.25-0.75
SYMKIDELSL YSVPEGQSKYVEEPR N-ter +28.03 Da, K +28.03 Da 222 58.9 3 1823.02 -0.474 0.118 APOO_MOUSE B1ASQ2_MOUSE  Apolipoprotein O; Protein FAM121B; 0.25-0.75
PLAKLKDSGT YTCTASNEAGSSSSSAAVAVR N-ter +34.06 Da, C +57.02 Da 20.4 41.6 4 2109.07 -4.644 1.161 TITIN_MOUSE E9Q8K5_MOUSE  Titin; Connectin; 0.00-0.15
RSESIFYEML YTPEPNGMASEEVTEKER N-ter +28.03 Da, K +28.03 Da 313 61.8 3 2122.12 2,118 0.678 E9Q3A1_MOUSE E9Q6H8_MOUSE 0.85-1.00
YGFQNAILVR YTQKAPQVSTPTLVEAAR N-ter +28.03 Da, K +28.03 Da 58.5 50.2 3 2015.21 1.799 0.274 ALBU_MOUSE Serum albumin; 0.85-1.00
QKIGQPTLLL YVDAGAETMTQR N-ter +34.06 Da 354 68.4 3 1374.76 1.362 0.207 KAD1_MOUSE Adenylate kinase isoenzyme 1; ATP-AMP transphosphorylase 1;Myokinase; 0.75-0.85
Alpha-tubulin 1;Alpha-tubulin isotype M-alpha-
MYAKRAFVHW YVGEGMEEGEFSEAR N-ter +28.03 Da 48.0 64.7 3 1716.84 4.994 0.694 TBAIA_MOUSE  TBA1B_MOUSE Tubulin alpha-1A chain; 1;Tubulin alpha-1 chain; 0.85-1.00
Galactocerebroside beta-
i Icerami tosylc
LCALLVPGGA YVLDDSDGLGR N-ter +28.03 Da 235 47.1 2 1236.66 0.816 0.046 GALC_MOUSE Galactocerebrosidase; eramide beta-galactosidase; 0.25-0.75
LGGAIDSGAA YVLEQASSHIGNSTQAAVR N-ter +28.03 Da 51.8 53.4 3 2058.16 1.664 0.278 ATLA3_MOUSE E9PYT3_MOUSE  Atlastin-3; 0.75-0.85
HPFMWNEHLG YVLTCPSNLGTGLR N-ter +28.03 Da, C +57.02 Da 305 39.4 3 1577.89 -2.737 0.365 KCRM_MOUSE Creatine kinase M-type; Creatine kinase M chain;M-CK; 0.00-0.15
N-ter +28.03 Da, K +28.03 Da, C AGP/EBP;Interleukin-6-dependent-binding
AFRPMEVANF YYEPDCLAYGAKAAR +57.02 Da 29.1 63.1 3 1802.98 -0.943 0.145 CEBPB_MOUSE CCAAT/enhancer-binding protein beta; protein;Liver-enriched transcriptional activator;  0.15-0.25
LQKRPKPDEK YYSSSIWGPTCDGLDR N-ter +34.06 Da, C +57.02 Da 18.0 97.2 4 1910.06 -6.644 0.001 DCOR_MOUSE Q8CIC5_MOUSE  Ornithine decarboxylase; 0.00-0.15
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