
Spot Swiss-Prot Peptide Unique 
Number Accession # Protein Name/Description Protein Score Matches peptides Mass pI query Exp. m/z Exp. Mr z Calc. Mr Delta Miss Score Expect Before Peptide Sequence After

1 Q921I1 Serotransferrin 1526 60 32 76674 6.94 140 439.7412 877.4679 2 877.4658 0.0021 0 41.15 0.018 K DSAFGLLR V
142 439.7415 877.4684 2 877.4658 0.0026 0 41.52 0.015 K DSAFGLLR V
202 475.2835 948.5525 2 948.5505 0.002 0 54.77 0.00023 R IPSHAVVAR K
204 475.2836 948.5527 2 948.5505 0.0022 0 46.26 0.0016 R IPSHAVVAR K
205 475.2837 948.5528 2 948.5505 0.0023 0 43.74 0.0029 R IPSHAVVAR K
221 482.7411 963.4677 2 963.4662 0.0016 0 43.34 0.0086 K DGGGDVAFVK H
222 482.7415 963.4684 2 963.4662 0.0022 0 81.6 1.30E-06 K DGGGDVAFVK H
227 485.2749 968.5353 2 968.5331 0.0022 0 37.11 0.017 K GYYAVAVVK A
229 485.2753 968.536 2 968.5331 0.0029 0 43.79 0.0036 K GYYAVAVVK A
230 486.2563 970.498 2 970.4971 0.0008 0 34.33 0.044 K LPEGTTPEK Y
247 492.2299 982.4453 2 982.443 0.0023 0 34.36 0.039 K TSYPDC*IK A
482 619.8258 1237.637 2 1237.634 0.0028 0 63.47 5.30E-05 K DFQLFSSPLGK D
487 621.3104 1240.606 2 1240.605 0.0015 0 49.37 0.0012 K HQTVLDNTEGK N
490 414.5432 1240.608 3 1240.605 0.003 0 33.78 0.047 K HQTVLDNTEGK N
530 653.7902 1305.566 2 1305.563 0.0032 0 43.15 0.0017 K EEYNGYTGAFR C
531 653.7908 1305.567 2 1305.563 0.0044 0 35.69 0.0094 K EEYNGYTGAFR C
537 657.3595 1312.704 2 1312.703 0.0017 0 34.04 0.032 K HTTIFEVLPEK A
540 657.3605 1312.707 2 1312.703 0.0038 0 36.93 0.017 K HTTIFEVLPEK A
541 438.5761 1312.707 3 1312.703 0.0039 0 33.04 0.041 K HTTIFEVLPEK A
545 662.2994 1322.584 2 1322.581 0.0031 0 47.63 0.0011 K C*DEWSIISEGK I
553 675.34 1348.666 2 1348.662 0.0032 0 40.02 0.014 K GTDFQLNQLEGK K
554 675.3403 1348.666 2 1348.662 0.0038 0 34.74 0.044 K GTDFQLNQLEGK K
560 680.8027 1359.591 2 1359.588 0.0032 0 50.52 0.00038 K WC*AVSEHENTK C
565 455.9007 1364.68 3 1364.676 0.0043 1 36.32 0.028 K C*LKDGGGDVAFVK H
578 473.9307 1418.77 3 1418.767 0.0032 0 38.78 0.0093 R LYLGHNYVTAIR N
580 473.9308 1418.771 3 1418.767 0.0035 0 47.72 0.0012 R LYLGHNYVTAIR N
581 710.3928 1418.771 2 1418.767 0.0041 0 61.34 5.40E-05 R LYLGHNYVTAIR N
596 727.3904 1452.766 2 1452.761 0.0049 1 54.2 0.00029 K SKDFQLFSSPLGK D
605 739.3882 1476.762 2 1476.757 0.0046 1 55.44 0.00029 K KGTDFQLNQLEGK K
617 770.361 1538.707 2 1538.704 0.0039 0 79.96 6.40E-07 R DQYELLC*LDNTR K
623 518.2498 1551.727 3 1551.724 0.0035 1 43.16 0.005 R TKC*DEWSIISEGK I
627 780.9357 1559.857 2 1559.853 0.0035 0 30.43 0.043 R SAGWVIPIGLLFC*K L
633 790.3583 1578.702 2 1578.698 0.0036 0 64.15 2.10E-05 K QEDFELLC*PDGTR K
649 809.8732 1617.732 2 1617.728 0.0039 0 68.98 7.50E-06 K YLGAEYMQSVGNMR K
656 545.5829 1633.727 3 1633.723 0.004 0 39.34 0.0063 K YLGAEYMQSVGNM@R K
657 817.8711 1633.728 2 1633.723 0.0048 0 72.59 3.10E-06 K YLGAEYMQSVGNM@R K
658 817.8713 1633.728 2 1633.723 0.0052 0 78.04 8.70E-07 K YLGAEYMQSVGNM@R K
661 825.8685 1649.722 2 1649.718 0.0046 0 66.17 1.00E-05 K YLGAEYMQSVGNM@R K
662 825.8693 1649.724 2 1649.718 0.0063 0 49.07 0.00054 K YLGAEYM@QSVGNM@R K
666 552.9289 1655.765 3 1655.761 0.0035 0 50.24 0.0007 R KPVDQYEDC*YLAR I
668 552.929 1655.765 3 1655.761 0.0037 0 38.95 0.0093 R KPVDQYEDC*YLAR I
669 828.8906 1655.767 2 1655.761 0.0054 0 70.63 7.20E-06 R KPVDQYEDC*YLAR I
711 594.5886 1780.744 3 1780.74 0.0037 0 50.14 0.00016 K FDEFFSQGC*APGYEK N
712 891.3797 1780.745 2 1780.74 0.0045 0 61.8 1.20E-05 K FDEFFSQGC*APGYEK N
713 891.3797 1780.745 2 1780.74 0.0045 0 26.83 0.038 K FDEFFSQGC*APGYEK N
720 605.2549 1812.743 3 1812.739 0.0037 0 41.45 0.00086 K IEC*ESAETTEDC*IEK I
721 907.3791 1812.744 2 1812.739 0.0043 0 41.85 0.00082 K IEC*ESAETTEDC*IEK I
722 907.3791 1812.744 2 1812.739 0.0044 0 76.01 3.20E-07 K IEC*ESAETTEDC*IEK I
723 907.3798 1812.745 2 1812.739 0.0058 0 34.35 0.0044 K IEC*ESAETTEDC*IEK I
734 627.965 1880.873 3 1880.869 0.0046 1 31.45 0.042 K ADRDQYELLC*LDNTR K
747 979.4518 1956.889 2 1956.885 0.0043 0 60.57 3.70E-05 R NQQEGVC*PEGSIDNSPVK W
748 979.4521 1956.89 2 1956.885 0.0049 0 74.04 1.60E-06 R NQQEGVC*PEGSIDNSPVK W
749 653.3038 1956.89 3 1956.885 0.005 0 52.08 0.00026 R NQQEGVC*PEGSIDNSPVK W
768 502.7517 2006.978 4 2006.975 0.0031 0 47.91 0.0011 K DFASC*HLAQAPNHVVVSR K
769 670.0005 2006.98 3 2006.975 0.0053 0 53.87 0.0003 K DFASC*HLAQAPNHVVVSR K
770 670.0008 2006.981 3 2006.975 0.0061 0 52.53 0.0004 K DFASC*HLAQAPNHVVVSR K
822 1115.522 2229.029 2 2229.024 0.0052 0 39.48 0.0048 K AVSSFFSGSC*VPC*ADPVAFPK L
893 1276.596 2551.178 2 2551.172 0.0055 0 59.25 4.70E-05 K AVSSFFSGSC*VPC*ADPVAFPK S
894 851.4009 2551.181 3 2551.172 0.0086 0 68.69 5.50E-06 K AVSSFFSGSC*VPC*ADPVAFPK S
901 914.4068 2740.199 3 2740.191 0.0079 0 37.07 0.0031 K LC*QLC*PGC*GC*SSTQPFFGYVGAFK C

Q8K2B3 Succinate dehydrogenase [ubiquinone] 114 2 2 72897 7.55 365 554.7922 1107.57 2 1107.567 0.0026 0 57.83 0.00026 R NTVIATGGYGR T
602 737.4257 1472.837 2 1472.835 0.0018 0 80.2 4.30E-07 R LGANSLLDLVVFGR A

Q8K0D5 Elongation factor G 1, mitochondrial 99 3 3 83496 6.48 326 529.2991 1056.584 2 1056.582 0.0022 0 47.76 0.0025 K GIIDLIEER A
511 633.8593 1265.704 2 1265.702 0.0021 0 32.77 0.03 R SFTPVFLGSALK N
612 750.8801 1499.746 2 1499.741 0.0047 0 64.8 3.20E-05 R AIYFDGDFGQIVR Y

Q9ER72 Cysteinyl-tRNA synthetase, cytoplasmic 81 2 2 94800 6.32 527 652.8217 1303.629 2 1303.627 0.0018 0 43.84 0.0053 K FM@NEFFLNVK D
626 780.8799 1559.745 2 1559.743 0.0025 0 50.62 0.00074 K ALQEGEGDLSISADR L

Q9D0F9 Phosphoglucomutase-1 80 1 1 61551 6.36 654 815.9102 1629.806 2 1629.8 0.0059 0 79.71 1.00E-06 K FNISNGGPAPEAITDK I
Q8K1R3 Polyribonucleotide nucleotidyltransferas 70 2 2 85628 8.32 576 709.3917 1416.769 2 1416.765 0.0042 0 37.79 0.013 K IIM@EAIQQASVAK K

651 810.4206 1618.827 2 1618.824 0.003 0 49.09 0.0014 R EM@SSSTLNLVVAGAPK S
Q8BMS1 Trifunctional enzyme subunit alpha, mito 45 1 1 82617 9.24 728 611.6406 1831.9 3 1831.895 0.0049 0 45.25 0.0025 R LPAKPEVSSDEDVQYR V

2 Q921I1 Serotransferrin 2143 90 33 76674 6.94 141 439.7416 877.4687 2 877.4658 0.003 0 52.88 0.001 K DSAFGLLR V
202 475.2829 948.5513 2 948.5505 0.0008 0 48.79 0.00088 R IPSHAVVAR K
203 475.2829 948.5513 2 948.5505 0.0008 0 43.47 0.003 R IPSHAVVAR K
205 475.2831 948.5517 2 948.5505 0.0012 0 46.54 0.0015 R IPSHAVVAR K
224 482.7411 963.4676 2 963.4662 0.0014 0 63.56 8.20E-05 K DGGGDVAFVK H
225 482.7414 963.4682 2 963.4662 0.002 0 82.01 1.20E-06 K DGGGDVAFVK H
226 482.7417 963.4689 2 963.4662 0.0027 0 73.94 7.30E-06 K DGGGDVAFVK H
233 485.275 968.5354 2 968.5331 0.0023 0 44.73 0.0029 K GYYAVAVVK A
236 486.2558 970.4971 2 970.4971 0 0 43.06 0.0065 K LPEGTTPEK Y
254 492.2295 982.4444 2 982.443 0.0014 0 34.21 0.039 K TSYPDC*IK A
401 559.7885 1117.562 2 1117.559 0.0033 0 47.69 0.0028 R LLEAC*TFHK H
464 586.2892 1170.564 2 1170.56 0.0035 0 50.45 0.00083 K WC*ALSHLER T
528 619.8259 1237.637 2 1237.634 0.0029 0 39.69 0.012 K DFQLFSSPLGK D
529 619.8264 1237.638 2 1237.634 0.004 0 61.41 7.90E-05 K DFQLFSSPLGK D
533 621.3099 1240.605 2 1240.605 0.0004 0 64.68 3.30E-05 K HQTVLDNTEGK N
534 621.3102 1240.606 2 1240.605 0.001 0 52.76 0.00052 K HQTVLDNTEGK N
536 621.3105 1240.606 2 1240.605 0.0016 0 43.48 0.0048 K HQTVLDNTEGK N
538 621.3113 1240.608 2 1240.605 0.0032 0 34.35 0.041 K HQTVLDNTEGK N
580 653.7901 1305.566 2 1305.563 0.0031 0 44.77 0.0012 K EEYNGYTGAFR C
590 657.3597 1312.705 2 1312.703 0.0022 0 41.44 0.0059 K HTTIFEVLPEK A
593 657.3602 1312.706 2 1312.703 0.0031 0 36.78 0.018 K HTTIFEVLPEK A
603 662.299 1322.584 2 1322.581 0.0022 0 60.08 6.20E-05 K C*DEWSIISEGK I
616 675.3419 1348.669 2 1348.662 0.007 0 44.76 0.0044 K GTDFQLNQLEGK K
617 675.3425 1348.67 2 1348.662 0.0081 0 60.3 0.00011 K GTDFQLNQLEGK K
626 680.8018 1359.589 2 1359.588 0.0012 0 39.88 0.0044 K WC*AVSEHENTK C
635 455.9005 1364.68 3 1364.676 0.0039 1 37.12 0.024 K C*LKDGGGDVAFVK H
659 710.394 1418.774 2 1418.767 0.0065 0 60.52 5.80E-05 R LYLGHNYVTAIR N
661 473.9319 1418.774 3 1418.767 0.0069 0 30.93 0.05 R LYLGHNYVTAIR N
662 473.932 1418.774 3 1418.767 0.0071 0 46.26 0.0015 R LYLGHNYVTAIR N
663 710.3945 1418.774 2 1418.767 0.0074 0 53.02 0.00033 R LYLGHNYVTAIR N
664 473.9323 1418.775 3 1418.767 0.0081 0 54.21 0.00026 R LYLGHNYVTAIR N
665 710.3948 1418.775 2 1418.767 0.0081 0 78.3 1.00E-06 R LYLGHNYVTAIR N
685 727.3896 1452.765 2 1452.761 0.0033 1 64.02 3.20E-05 K SKDFQLFSSPLGK D
693 493.2604 1476.759 3 1476.757 0.002 1 49.67 0.0013 K KGTDFQLNQLEGK K
712 513.9092 1538.706 3 1538.704 0.0022 0 34.27 0.025 R DQYELLC*LDNTR K
713 770.3611 1538.708 2 1538.704 0.0042 0 88.31 9.20E-08 R DQYELLC*LDNTR K
714 770.3614 1538.708 2 1538.704 0.0049 0 69.84 6.70E-06 R DQYELLC*LDNTR K
721 776.874 1551.734 2 1551.724 0.0096 1 54.25 0.00039 R TKC*DEWSIISEGK I
734 790.3574 1578.7 2 1578.698 0.0019 0 55.43 0.00015 K QEDFELLC*PDGTR K
736 790.3586 1578.703 2 1578.698 0.0042 0 72.36 3.10E-06 K QEDFELLC*PDGTR K
752 809.8732 1617.732 2 1617.728 0.0039 0 89.23 7.10E-08 K YLGAEYMQSVGNMR K
758 817.8708 1633.727 2 1633.723 0.0042 0 95.89 1.40E-08 K YLGAEYM@QSVGNMR K
764 550.9144 1649.722 3 1649.718 0.0037 0 40.12 0.0038 K YLGAEYM@QSVGNM@R K
765 825.8688 1649.723 2 1649.718 0.0054 0 54.04 0.00017 K YLGAEYM@QSVGNM@R K
766 825.8691 1649.724 2 1649.718 0.006 0 70 4.40E-06 K YLGAEYM@QSVGNM@R K
770 828.3906 1654.767 2 1654.76 0.0071 0 33.08 0.035 R TAGWNIPM@GM@LYNR I
773 552.9287 1655.764 3 1655.761 0.0028 0 38.6 0.01 R KPVDQYEDC*YLAR I
775 552.929 1655.765 3 1655.761 0.0037 0 56.2 0.00017 R KPVDQYEDC*YLAR I
776 552.929 1655.765 3 1655.761 0.0037 0 38.46 0.01 R KPVDQYEDC*YLAR I
777 828.89 1655.765 2 1655.761 0.004 0 68.34 1.10E-05 R KPVDQYEDC*YLAR I
842 594.5888 1780.745 3 1780.74 0.0043 0 38.43 0.0027 K FDEFFSQGC*APGYEK N
843 891.3804 1780.746 2 1780.74 0.0059 0 61.27 1.50E-05 K FDEFFSQGC*APGYEK N
844 891.3808 1780.747 2 1780.74 0.0067 0 27.74 0.033 K FDEFFSQGC*APGYEK N
845 891.3812 1780.748 2 1780.74 0.0076 0 76.46 4.10E-07 K FDEFFSQGC*APGYEK N
856 605.2549 1812.743 3 1812.739 0.0035 0 51.97 7.70E-05 K IEC*ESAETTEDC*IEK I
857 907.3794 1812.744 2 1812.739 0.0049 0 66.95 2.50E-06 K IEC*ESAETTEDC*IEK I
859 907.3801 1812.746 2 1812.739 0.0064 0 50.67 0.00011 K IEC*ESAETTEDC*IEK I
874 627.9658 1880.876 3 1880.869 0.007 1 37.22 0.011 K ADRDQYELLC*LDNTR K
875 627.9662 1880.877 3 1880.869 0.0083 1 37.33 0.012 K ADRDQYELLC*LDNTR K
881 967.9715 1933.928 2 1933.92 0.0081 1 97.71 1.10E-08 K NLKQEDFELLC*PDGTR K
892 653.3039 1956.89 3 1956.885 0.0051 0 30.22 0.039 R NQQEGVC*PEGSIDNSPVK W
893 979.4529 1956.891 2 1956.885 0.0065 0 69.62 5.00E-06 R NQQEGVC*PEGSIDNSPVK W
894 653.3044 1956.891 3 1956.885 0.0066 0 42.3 0.0027 R NQQEGVC*PEGSIDNSPVK W
895 979.4532 1956.892 2 1956.885 0.0071 0 66.01 1.10E-05 R NQQEGVC*PEGSIDNSPVK W
896 979.4542 1956.894 2 1956.885 0.0091 0 64.59 1.50E-05 R NQQEGVC*PEGSIDNSPVK W
914 669.9997 2006.977 3 2006.975 0.0028 0 60.91 5.70E-05 K DFASC*HLAQAPNHVVVSR K
962 1115.523 2229.03 2 2229.024 0.0069 0 57.55 7.10E-05 K AVSSFFSGSC*VPC*ADPVAFPK L
963 744.0178 2229.032 3 2229.024 0.008 0 34.91 0.013 K AVSSFFSGSC*VPC*ADPVAFPK L
999 851.3999 2551.178 3 2551.172 0.0055 0 46.2 0.00095 K AVLTSQETLFGGSDC*TGNFC*LFK S

Q8K0D5 Elongation factor G 1, mitochondrial 97 4 4 83496 6.48 346 529.2994 1056.584 2 1056.582 0.0027 0 48.15 0.0023 K GIIDLIEER A
554 633.8599 1265.705 2 1265.702 0.0032 0 30.99 0.045 R SFTPVFLGSALK N
703 750.8805 1499.746 2 1499.741 0.0055 0 58.34 0.00015 R AIYFDGDFGQIVR Y
785 835.4578 1668.901 2 1668.897 0.0035 0 31.82 0.038 K VIGVLEPLPPEDYTK L

3 Q8BMS1 Trifunctional enzyme subunit alpha, mito 1655 52 33 82617 9.24 168 439.7571 877.4997 2 877.4909 0.0088 0 49.9 0.00088 K FGELALTK E
230 460.2465 918.4784 2 918.4771 0.0013 0 44.82 0.0072 K DTTVTGLGR G
340 499.7796 997.5447 2 997.5444 0.0003 0 54.95 0.00029 R ILQEGVDPK K
341 499.7802 997.5459 2 997.5444 0.0015 0 35.16 0.031 R ILQEGVDPK K
348 503.7846 1005.555 2 1005.55 0.0051 0 42.8 0.006 R FGGGSVELLK Q
349 503.7851 1005.556 2 1005.55 0.0061 0 65.75 3.10E-05 R FGGGSVELLK Q
355 507.2387 1012.463 2 1012.461 0.0014 0 58.55 0.00011 K DGPGFYTTR C
356 507.239 1012.463 2 1012.461 0.0019 0 50.13 0.00095 K DGPGFYTTR C

Mass spectrometry data for all proteins is listed by order of protein numbering in the manuscript in Figure 8A
Abbreviations: m/z = mass to charge ratio; Mr(expt) or Mr(calc) = nominal molecular mass, experimental or calculated; Delta = mass difference between Mr(expt) and Mr(calc); z = charge; Miss = number of missed tryptic cleavages; Expect = peptide p -value
Amino acid modifications: C* = carbamidomethyl cysteine; M@ = methionine sulphoxide; # = protein amino-terminal acetylation

SUPPLEMENTAL TABLE S1 - LTQ-Orbitrap mass spectrometry data of proteins differentially expressed with or without cell therapy



397 520.775 1039.536 2 1039.534 0.0016 0 52.03 0.00075 R FVDLYGAQK V
398 520.7789 1039.543 2 1039.534 0.0093 0 37.42 0.02 R FVDLYGAQK V
568 580.8179 1159.621 2 1159.62 0.0016 0 92.08 8.90E-08 K DTTASAVAVGLR Q
569 580.8181 1159.622 2 1159.62 0.0018 0 87.37 2.60E-07 K DTTASAVAVGLR Q
614 596.2924 1190.57 2 1190.561 0.0095 0 44.29 0.0049 K GFYIYQEGSK N
757 652.8615 1303.709 2 1303.706 0.0028 0 64.91 3.10E-05 K MQLLEIITTDK T
770 660.8605 1319.707 2 1319.701 0.0059 0 54.98 0.0003 K M@QLLEIITTDK T
790 678.794 1355.574 2 1355.571 0.0029 0 31.1 0.029 R C*LAPM@M@SEVMR I
791 678.794 1355.574 2 1355.571 0.0029 0 49.44 0.00042 R C*LAPM@M@SEVMR I
813 696.8571 1391.7 2 1391.691 0.0088 0 37.67 0.022 K VIGMHYFSPVDK M
816 699.8768 1397.739 2 1397.738 0.0014 0 48.66 0.0011 K LTTYAMTVPFVR Q
824 704.8514 1407.688 2 1407.686 0.0026 0 55.45 0.00034 K VIGM@HYFSPVDK M
862 733.8822 1465.75 2 1465.742 0.0077 0 64.62 3.20E-05 K ALMGLYNGQVLC*K K
872 741.8805 1481.746 2 1481.737 0.0094 0 35.21 0.029 K ALM@GLYNGQVLC*K K
874 742.3732 1482.732 2 1481.737 0.9947 0 39.24 0.01 K ALM@GLYNGQVLC*K K
919 530.6044 1588.791 3 1588.788 0.0034 0 42.81 0.0049 K SLNSEMDNILANLR L
920 795.4033 1588.792 2 1588.788 0.0042 0 73.91 3.70E-06 K SLNSEMDNILANLR L
927 535.9359 1604.786 3 1604.783 0.0031 0 34.69 0.031 K SLNSEM@DNILANLR L
928 803.4008 1604.787 2 1604.783 0.0042 0 84.53 3.20E-07 K SLNSEM@DNILANLR L
931 806.3904 1610.766 2 1610.762 0.0044 0 32.27 0.049 K MVGVPAAFDM@MLTGR N
933 538.2798 1611.818 3 1611.814 0.0033 0 36.09 0.024 R DSIFSNLIGQLDYK G
934 806.9165 1611.819 2 1611.814 0.004 0 100.09 8.80E-09 R DSIFSNLIGQLDYK G
940 542.6198 1624.837 3 1624.835 0.0026 0 35.33 0.025 R TIEYLEEVAVNFAK G
941 813.4268 1624.839 2 1624.835 0.0043 0 70.46 7.00E-06 R TIEYLEEVAVNFAK G
944 814.3878 1626.761 2 1626.757 0.0041 0 43.18 0.0034 K MVGVPAAFDM@M@LTGR N
945 814.3896 1626.765 2 1626.757 0.0079 0 51.35 0.0006 K MVGVPAAFDM@M@LTGR N
955 826.418 1650.822 2 1650.818 0.004 0 99 1.20E-08 K ADM@VIEAVFEDLGVK H
969 833.4677 1664.921 2 1664.917 0.0036 0 37.95 0.0065 K MGLVDQLVEPLGPGIK S
973 561.312 1680.914 3 1680.912 0.0022 0 49.39 0.00057 K M@GLVDQLVEPLGPGIK S
974 841.4645 1680.915 2 1680.912 0.0025 0 91.68 3.30E-08 K M@GLVDQLVEPLGPGIK S
975 841.4648 1680.915 2 1680.912 0.0031 0 77.38 8.60E-07 K M@GLVDQLVEPLGPGIK S

1004 575.2767 1722.808 3 1722.806 0.0022 0 38.5 0.01 K AGLEQGSDAGYLAESQK F
1005 862.4117 1722.809 2 1722.806 0.0029 0 97.99 1.30E-08 K AGLEQGSDAGYLAESQK F
1039 611.6384 1831.894 3 1831.895 -0.0017 0 35.4 0.023 R LPAKPEVSSDEDVQYR V
1041 916.9564 1831.898 2 1831.895 0.0031 0 73.55 3.90E-06 R LPAKPEVSSDEDVQYR V
1042 611.6401 1831.898 3 1831.895 0.0032 0 64.17 3.40E-05 R LPAKPEVSSDEDVQYR V
1091 683.0699 2046.188 3 2046.184 0.0041 0 39.21 0.00041 K TVLGVPEVLLGILPGAGGTQR L
1092 1024.101 2046.188 2 2046.184 0.0046 0 71.15 2.30E-07 K TVLGVPEVLLGILPGAGGTQR L
1190 785.1031 2352.288 3 2352.284 0.0041 0 58.9 2.20E-05 K NVQQLAILGAGLMGAGIAQVSVDK G
1193 1185.148 2368.282 2 2368.278 0.0036 0 42.29 0.0012 K NVQQLAILGAGLM@GAGIAQVSVDK G
1195 790.4352 2368.284 3 2368.278 0.0055 0 91.02 1.50E-08 K NVQQLAILGAGLM@GAGIAQVSVDK G
1228 915.4271 2743.259 3 2743.255 0.0046 0 47.62 0.00044 K YESAYGTQFTPC*QLLLDHANNSSK K
1232 925.4843 2773.431 3 2773.426 0.0056 0 44.55 0.0011 K SPKPVVAAISGSC*LGGGLELAIAC*QYR I
1242 1038.195 3111.563 3 3111.555 0.008 0 31.06 0.026 K EVESVTPEHC*IFASNTSALPINQIAAVSK R

Q99MR8 Methylcrotonoyl-CoA carboxylase subun 840 27 21 79293 7.7 143 433.7415 865.4684 2 865.4657 0.0026 0 41.61 0.01 R LNISYTR N
284 482.269 962.5235 2 962.5185 0.005 0 52.99 0.00078 R SNVDFLLR L
666 613.3023 1224.59 2 1224.589 0.0013 0 63.23 5.40E-05 K VFFSEGAQANR H
679 618.7979 1235.581 2 1235.578 0.003 0 51.62 0.00079 R EFQEQLESAR R
695 625.844 1249.673 2 1249.667 0.0068 0 57.38 0.00017 K SDIVIAVTYNR D
734 643.2733 1284.532 2 1284.529 0.0029 0 53.63 0.00012 R DGSYDMQIDNK S
735 643.2734 1284.532 2 1284.529 0.0031 0 34.29 0.01 R DGSYDMQIDNK S
751 649.8017 1297.589 2 1297.586 0.0028 0 43.08 0.0046 K SFNDDAM@LIEK F
752 651.2686 1300.523 2 1300.524 -0.0015 0 37.86 0.0033 R DGSYDM@QIDNK S
820 701.3937 1400.773 2 1400.77 0.0032 0 95.11 2.10E-08 K ESVC*QAALGLILK E
838 476.2351 1425.684 3 1425.681 0.0025 1 34.54 0.033 K KSFNDDAM@LIEK F
839 713.8499 1425.685 2 1425.681 0.0043 1 43 0.0042 K KSFNDDAM@LIEK F
884 756.3631 1510.712 2 1510.709 0.0031 0 67.53 1.40E-05 K MGVQSVAVYSEADR N
888 764.3607 1526.707 2 1526.704 0.0034 0 95.68 2.10E-08 K M@GVQSVAVYSEADR N
899 772.8764 1543.738 2 1543.734 0.0042 0 64.61 2.90E-05 K YVGAGTVEFIMDSR H
916 792.9426 1583.871 2 1583.867 0.0035 0 57.05 9.20E-05 K QEGIIFIGPPSSAIR D
925 802.9376 1603.861 2 1603.857 0.0038 0 46.91 0.0013 K IIEEAPAPGINPEVR R
926 535.6276 1603.861 3 1603.857 0.0039 0 41.49 0.0045 K IIEEAPAPGINPEVR R
958 552.6077 1654.801 3 1654.799 0.0027 1 48.52 0.0012 K KM@GVQSVAVYSEADR N
961 553.5909 1657.751 3 1657.747 0.0039 0 71.61 4.30E-06 R HAPLVEFEEEESDK -
962 829.8833 1657.752 2 1657.747 0.0049 0 36.59 0.014 R HAPLVEFEEEESDK -
983 567.96 1700.858 3 1700.856 0.0026 0 40.02 0.0085 K SIM@AAAGVPVVEGYHGK D
984 851.4375 1700.86 2 1700.856 0.0049 0 55.02 0.00026 K SIM@AAAGVPVVEGYHGK D

1044 614.295 1839.863 3 1839.854 0.0093 0 40.37 0.0065 K LHTQDQFSPFSFSSGR R
1199 1197.6 2393.184 2 2393.178 0.006 0 81.97 3.60E-07 K YLSPVSAEGAQGGTIAPM@TGTIEK V
1200 798.7357 2393.185 3 2393.178 0.0067 0 46.47 0.0013 K YLSPVSAEGAQGGTIAPM@TGTIEK V
1231 925.0933 2772.258 3 2772.252 0.0056 0 56.3 6.10E-05 K SSAAQAIHPGYGFLSENM@EFAELC*K Q

P26041 Moesin 168 8 8 67778 6.08 194 444.2516 886.4887 2 886.4872 0.0015 0 46.28 0.0052 K EALLQASR D
269 474.2535 946.4924 2 946.4906 0.0018 0 38.2 0.03 R ISQLEMAR Q
319 494.2599 986.5052 2 986.5032 0.0019 0 47.34 0.003 R ALELEQER K
409 523.2862 1044.558 2 1044.556 0.0015 0 49.27 0.002 K ALTSELANAR D
490 552.7968 1103.579 2 1103.576 0.0026 0 35.67 0.044 K IGFPWSEIR N
605 591.8017 1181.589 2 1181.587 0.0019 0 58.97 0.00016 K APDFVFYAPR L
612 595.7905 1189.566 2 1189.565 0.0015 0 39.34 0.013 K AQMVQEDLEK T
641 603.7872 1205.56 2 1205.56 0 0 42.19 0.0056 K AQM@VQEDLEK T

Q9CZD3 Glycyl-tRNA synthetase 137 5 5 81826 6.24 207 450.2324 898.4502 2 898.4509 -0.0006 0 44.76 0.0036 K APQVDVDR A
726 637.8421 1273.67 2 1273.667 0.003 0 39.44 0.014 K TVNVVQFEPNK G
811 696.3766 1390.739 2 1390.736 0.0029 0 71.47 6.70E-06 K LPFAAAQIGNSFR N
853 483.3015 1446.883 3 1446.881 0.0017 1 24.79 0.017 K VPLVAEKPLKEPK T
856 729.3969 1456.779 2 1456.776 0.0038 0 41.75 0.0056 R TFFSFPAVVAPFK C

Q99KI0 Aconitate hydratase, mitochondrial 50 1 1 85410 8.08 1020 889.954 1777.894 2 1777.889 0.0049 0 45.31 0.0027 K QGLLPLTFADPSDYNK I

4 Q99KI0 Aconitate hydratase, mitochondrial 3907 135 40 85410 8.08 19 386.7512 771.4878 2 771.4854 0.0023 0 34.37 0.037 K LTIQGLK D
20 386.7515 771.4884 2 771.4854 0.003 0 40.61 0.0087 K LTIQGLK D
43 400.7669 799.5193 2 799.5167 0.0026 0 37.47 0.014 K VAGILTVK G
82 419.2521 836.4896 2 836.4868 0.0028 0 37.09 0.011 K QALAHGLK C
83 419.2521 836.4896 2 836.4868 0.0028 0 34.73 0.02 K QALAHGLK C
84 419.2522 836.4898 2 836.4868 0.003 0 43.39 0.0026 K QALAHGLK C

184 461.7417 921.4688 2 921.4668 0.002 0 46.2 0.0047 R EHAALEPR H
186 461.7425 921.4704 2 921.4668 0.0036 0 36.9 0.035 R EHAALEPR H
194 468.2519 934.4892 2 934.4872 0.002 0 54.77 0.00079 R DGYAQILR D
195 468.252 934.4894 2 934.4872 0.0022 0 54.35 0.00079 R DGYAQILR D
196 468.252 934.4895 2 934.4872 0.0023 0 45.76 0.0057 R DGYAQILR D
197 468.252 934.4895 2 934.4872 0.0023 0 51.91 0.0014 R DGYAQILR D
247 493.2598 984.505 2 984.5029 0.0022 0 57.89 0.00018 K EGWPLDIR V
248 493.2598 984.5051 2 984.5029 0.0022 0 43.61 0.0047 K EGWPLDIR V
252 494.757 987.4995 2 987.4985 0.001 0 56.18 0.00038 R VDVSPTSQR L
253 494.7572 987.4999 2 987.4985 0.0013 0 44.8 0.0058 R VDVSPTSQR L
255 494.7576 987.5007 2 987.4985 0.0022 0 47.33 0.0033 R VDVSPTSQR L
257 494.7577 987.5008 2 987.4985 0.0023 0 44.67 0.006 R VDVSPTSQR L
354 534.2781 1066.542 2 1066.541 0.001 0 49.57 0.0014 K NTIVTSYNR N
355 534.2786 1066.543 2 1066.541 0.0019 0 44.26 0.0052 K NTIVTSYNR N
356 534.2786 1066.543 2 1066.541 0.0019 0 45.69 0.0038 K NTIVTSYNR N
358 534.2786 1066.543 2 1066.541 0.002 0 40.1 0.014 K NTIVTSYNR N
391 551.8115 1101.609 2 1101.607 0.0015 0 34.53 0.047 R LQLLEPFDK W
392 551.8118 1101.609 2 1101.607 0.002 0 37.27 0.025 R LQLLEPFDK W
463 585.8467 1169.679 2 1169.677 0.002 0 41.63 0.0038 R LNRPLTLSEK I
466 585.847 1169.679 2 1169.677 0.0026 0 59.67 6.00E-05 R LNRPLTLSEK I
467 585.8472 1169.68 2 1169.677 0.003 0 32.99 0.028 R LNRPLTLSEK I
506 600.3489 1198.683 2 1198.681 0.0023 0 67.06 1.50E-05 K DLEDLQILIK V
507 600.3492 1198.684 2 1198.681 0.0029 0 48.96 0.001 K DLEDLQILIK V
508 600.3492 1198.684 2 1198.681 0.0031 0 53.97 0.00032 K DLEDLQILIK V
509 600.3493 1198.684 2 1198.681 0.0032 0 41.31 0.006 K DLEDLQILIK V
510 600.3494 1198.684 2 1198.681 0.0033 0 41.84 0.0053 K DLEDLQILIK V
532 613.3072 1224.6 2 1224.599 0.0012 0 79.12 1.30E-06 K LEAPDADELPR S
533 613.3077 1224.601 2 1224.599 0.0023 0 51.23 0.00092 K LEAPDADELPR S
534 613.3078 1224.601 2 1224.599 0.0024 0 52.5 0.00069 K LEAPDADELPR S
535 613.3079 1224.601 2 1224.599 0.0026 0 43.84 0.0051 K LEAPDADELPR S
536 613.3094 1224.604 2 1224.599 0.0056 0 36.05 0.028 K LEAPDADELPR S
542 617.3286 1232.643 2 1232.64 0.0024 0 69.34 1.70E-05 K LTGSLSGWTSPK D
543 617.3286 1232.643 2 1232.64 0.0024 0 66.76 3.10E-05 K LTGSLSGWTSPK D
544 617.3287 1232.643 2 1232.64 0.0028 0 37.28 0.028 K LTGSLSGWTSPK D
545 617.3289 1232.643 2 1232.64 0.0032 0 60.12 0.00014 K LTGSLSGWTSPK D
565 625.8177 1249.621 2 1249.619 0.0019 0 52.63 0.00076 R TDIANLAEEFK D
567 625.8182 1249.622 2 1249.619 0.0028 0 62.44 8.10E-05 R TDIANLAEEFK D
568 625.8182 1249.622 2 1249.619 0.0029 0 62.48 8.50E-05 R TDIANLAEEFK D
591 634.813 1267.611 2 1267.609 0.0029 0 47.43 0.002 K FNPETDFLTGK D
694 487.9657 1460.875 3 1460.872 0.0039 1 28.77 0.011 K IHPVDKLTIQGLK D
695 487.9658 1460.875 3 1460.872 0.004 1 27.38 0.015 K IHPVDKLTIQGLK D
698 732.3798 1462.745 2 1462.742 0.0034 0 69.45 1.30E-05 K SQFTITPGSEQIR A
699 732.3799 1462.745 2 1462.742 0.0037 0 66.2 2.50E-05 K SQFTITPGSEQIR A
700 732.3804 1462.746 2 1462.742 0.0046 0 59.82 0.00011 K SQFTITPGSEQIR A
701 732.3805 1462.746 2 1462.742 0.0048 0 37.44 0.019 K SQFTITPGSEQIR A
715 497.285 1488.833 3 1488.83 0.0032 1 35.29 0.014 R YDLLEKNINIVR K
719 500.9287 1499.764 3 1499.762 0.0023 1 39.51 0.01 K FKLEAPDADELPR S
720 500.929 1499.765 3 1499.762 0.0033 1 69.02 1.20E-05 K FKLEAPDADELPR S
721 750.89 1499.765 2 1499.762 0.0034 1 48.06 0.0015 K FKLEAPDADELPR S
722 500.9291 1499.766 3 1499.762 0.0036 1 55.72 0.00024 K FKLEAPDADELPR S
723 750.8903 1499.766 2 1499.762 0.004 1 56.1 0.00021 K FKLEAPDADELPR S
724 500.9296 1499.767 3 1499.762 0.0049 1 38.32 0.013 K FKLEAPDADELPR S
749 519.5902 1555.749 3 1555.745 0.0035 0 40.42 0.0074 K C*TTDHISAAGPWLK F
751 778.8818 1555.749 2 1555.745 0.0037 0 52.97 0.00041 K C*TTDHISAAGPWLK F
752 519.5905 1555.75 3 1555.745 0.0042 0 35.41 0.023 K C*TTDHISAAGPWLK F
758 522.5864 1564.737 3 1564.734 0.0029 0 42.27 0.005 K VAMSHFEPSEYIR Y
761 522.5867 1564.738 3 1564.734 0.0038 0 73.77 3.60E-06 K VAMSHFEPSEYIR Y
764 783.3767 1564.739 2 1564.734 0.0045 0 46.49 0.002 K VAMSHFEPSEYIR Y
783 527.9179 1580.732 3 1580.729 0.0026 0 45.49 0.0023 K VAM@SHFEPSEYIR Y
784 527.9179 1580.732 3 1580.729 0.0026 0 38.36 0.012 K VAM@SHFEPSEYIR Y
786 527.9179 1580.732 3 1580.729 0.0026 0 60.52 7.30E-05 K VAM@SHFEPSEYIR Y
790 527.918 1580.732 3 1580.729 0.003 0 41.58 0.0055 K VAM@SHFEPSEYIR Y
791 527.9182 1580.733 3 1580.729 0.0033 0 36.71 0.017 K VAM@SHFEPSEYIR Y
793 527.9182 1580.733 3 1580.729 0.0035 0 60.08 7.70E-05 K VAM@SHFEPSEYIR Y
794 791.374 1580.733 2 1580.729 0.0041 0 42.77 0.0043 K VAM@SHFEPSEYIR Y
795 791.3742 1580.734 2 1580.729 0.0046 0 43.6 0.0035 K VAM@SHFEPSEYIR Y
797 791.3748 1580.735 2 1580.729 0.0057 0 34.97 0.028 K VAM@SHFEPSEYIR Y
810 794.9241 1587.834 2 1587.83 0.0039 1 36.52 0.021 R LQLLEPFDKWDGK D
817 534.6032 1600.788 3 1600.785 0.0033 0 49.16 0.001 R NAVTQEFGPVPDTAR Y
818 801.4014 1600.788 2 1600.785 0.0036 0 47.69 0.0014 R NAVTQEFGPVPDTAR Y
819 801.4014 1600.788 2 1600.785 0.0038 0 59.83 8.50E-05 R NAVTQEFGPVPDTAR Y



820 534.6035 1600.789 3 1600.785 0.0042 0 45.4 0.0024 R NAVTQEFGPVPDTAR Y
822 801.4019 1600.789 2 1600.785 0.0047 0 80.25 8.20E-07 R NAVTQEFGPVPDTAR Y
823 801.4023 1600.79 2 1600.785 0.0055 0 70.68 8.10E-06 R NAVTQEFGPVPDTAR Y
824 801.4028 1600.791 2 1600.785 0.0066 0 65.48 2.70E-05 R NAVTQEFGPVPDTAR Y
870 834.3886 1666.763 2 1666.759 0.004 0 64.08 2.30E-05 R WVVIGDENYGEGSSR E
871 834.3887 1666.763 2 1666.759 0.0042 0 66.2 1.40E-05 R WVVIGDENYGEGSSR E
872 556.595 1666.763 3 1666.759 0.0046 0 43.63 0.0026 R WVVIGDENYGEGSSR E
873 834.3893 1666.764 2 1666.759 0.0053 0 65.47 1.90E-05 R WVVIGDENYGEGSSR E
874 834.3894 1666.764 2 1666.759 0.0055 0 93.48 3.00E-08 R WVVIGDENYGEGSSR E
892 562.6428 1684.907 3 1684.904 0.0031 1 30.57 0.049 K WDGKDLEDLQILIK V
931 577.9266 1730.758 3 1730.754 0.0042 0 34.02 0.014 R SDFDPGQDTYQHPPK D
932 866.3862 1730.758 2 1730.754 0.0043 0 42.38 0.002 R SDFDPGQDTYQHPPK D
933 577.9267 1730.758 3 1730.754 0.0046 0 31.43 0.025 R SDFDPGQDTYQHPPK D
943 585.2978 1752.872 3 1752.868 0.0033 0 39.06 0.011 K DINQEVYNFLATAGAK Y
945 877.4436 1752.873 2 1752.868 0.0044 0 103.42 3.40E-09 K DINQEVYNFLATAGAK Y
946 585.2982 1752.873 3 1752.868 0.0046 0 64.32 2.80E-05 K DINQEVYNFLATAGAK Y
947 877.4438 1752.873 2 1752.868 0.0049 0 98.92 1.00E-08 K DINQEVYNFLATAGAK Y
971 889.9531 1777.892 2 1777.889 0.0029 0 40.36 0.0084 K QGLLPLTFADPSDYNK I
972 593.6383 1777.893 3 1777.889 0.0044 0 35.82 0.022 K QGLLPLTFADPSDYNK I
973 889.9541 1777.894 2 1777.889 0.005 0 68.93 1.20E-05 K QGLLPLTFADPSDYNK I
974 593.6386 1777.894 3 1777.889 0.0052 0 35.6 0.025 K QGLLPLTFADPSDYNK I
975 889.9542 1777.894 2 1777.889 0.0052 0 39.32 0.011 K QGLLPLTFADPSDYNK I
976 889.9544 1777.894 2 1777.889 0.0056 0 73.63 4.10E-06 K QGLLPLTFADPSDYNK I
977 889.9546 1777.895 2 1777.889 0.006 0 45.92 0.0024 K QGLLPLTFADPSDYNK I

1020 923.4109 1844.807 2 1844.803 0.0039 0 51.23 0.00035 R VGLIGSC*TNSSYEDMGR S
1021 923.411 1844.808 2 1844.803 0.0042 0 93.65 1.90E-08 R VGLIGSC*TNSSYEDMGR S
1022 615.9434 1844.808 3 1844.803 0.0051 0 59.03 5.70E-05 R VGLIGSC*TNSSYEDMGR S
1023 923.4116 1844.809 2 1844.803 0.0053 0 79.74 5.20E-07 R VGLIGSC*TNSSYEDMGR S
1032 931.4081 1860.802 2 1860.798 0.0034 0 91.4 2.00E-08 R VGLIGSC*TNSSYEDM@GR S
1033 621.275 1860.803 3 1860.798 0.0048 0 53.03 0.00013 R VGLIGSC*TNSSYEDM@GR S
1034 931.4089 1860.803 2 1860.798 0.005 0 83.26 1.20E-07 R VGLIGSC*TNSSYEDM@GR S
1036 931.4094 1860.804 2 1860.798 0.006 0 96.35 6.50E-09 R VGLIGSC*TNSSYEDM@GR S
1041 623.6435 1867.909 3 1867.906 0.0022 0 44.04 0.0029 K IVYGHLDDPANQEIER G
1042 623.6437 1867.909 3 1867.906 0.0028 0 34.21 0.029 K IVYGHLDDPANQEIER G
1044 934.9627 1867.911 2 1867.906 0.0044 0 61.66 4.80E-05 K IVYGHLDDPANQEIER G
1045 623.6443 1867.911 3 1867.906 0.0048 0 37.98 0.012 K IVYGHLDDPANQEIER G
1046 623.6444 1867.911 3 1867.906 0.005 0 57.75 0.00013 K IVYGHLDDPANQEIER G
1069 636.3362 1905.987 3 1905.984 0.0031 1 32.87 0.034 K KQGLLPLTFADPSDYNK I
1070 954.0012 1905.988 2 1905.984 0.0043 1 46.1 0.0015 K KQGLLPLTFADPSDYNK I
1071 636.3366 1905.988 3 1905.984 0.0044 1 40.04 0.006 K KQGLLPLTFADPSDYNK I
1118 720.0123 2157.015 3 2157.01 0.0056 0 49.29 0.00071 R DVGGIVLANAC*GPC*IGQWDR K
1119 1079.515 2157.016 2 2157.01 0.0064 0 77.16 1.20E-06 R DVGGIVLANAC*GPC*IGQWDR K
1172 740.3998 2218.178 3 2218.171 0.007 0 64.27 1.20E-05 R GHLDNISNNLLIGAINIENGK A
1173 1110.097 2218.179 2 2218.171 0.0085 0 71.37 2.30E-06 R GHLDNISNNLLIGAINIENGK A
1211 1130.575 2259.136 2 2259.132 0.0043 0 60.29 5.40E-05 K VAVPSTIHC*DHLIEAQVGGEK D
1217 754.0529 2259.137 3 2259.132 0.0052 0 45.35 0.0017 K VAVPSTIHC*DHLIEAQVGGEK D
1219 754.053 2259.137 3 2259.132 0.0055 0 32.01 0.038 K VAVPSTIHC*DHLIEAQVGGEK D
1261 785.3926 2353.156 3 2353.148 0.0081 0 36.98 0.01 R VAM@QDATAQMAMLQFISSGLPK V
1270 1185.581 2369.148 2 2369.143 0.0054 0 42.23 0.0032 R VAMQDATAQM@AM@LQFISSGLPK V
1271 1185.582 2369.149 2 2369.143 0.0061 0 72.93 2.90E-06 R VAMQDATAQM@AM@LQFISSGLPK V
1272 790.7241 2369.15 3 2369.143 0.0074 0 59.42 6.20E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1274 790.7242 2369.151 3 2369.143 0.008 0 66.58 1.20E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1276 1193.578 2385.141 2 2385.138 0.0029 0 65.7 1.30E-05 R VAM@QDATAQM@AM@LQFISSGLPK V
1280 1193.579 2385.144 2 2385.138 0.0058 0 44.08 0.0018 R VAM@QDATAQM@AM@LQFISSGLPK V
1282 796.0557 2385.145 3 2385.138 0.0075 0 69.95 4.90E-06 R VAM@QDATAQM@AM@LQFISSGLPK V
1283 796.0558 2385.146 3 2385.138 0.0077 0 62.06 3.00E-05 R VAM@QDATAQM@AM@LQFISSGLPK V
1303 927.4898 2779.448 3 2779.439 0.0084 0 57.78 4.10E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1304 927.4899 2779.448 3 2779.439 0.0087 0 59.43 2.90E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F

Q921I1 Serotransferrin 140 7 7 76674 6.94 205 475.2833 948.552 2 948.5505 0.0015 0 36.26 0.016 R IPSHAVVAR K
215 482.7416 963.4686 2 963.4662 0.0024 0 65.4 5.20E-05 K DGGGDVAFVK H
680 473.9308 1418.771 3 1418.767 0.0036 0 39.38 0.0082 R LYLGHNYVTAIR N
781 790.3581 1578.702 2 1578.698 0.0032 0 47.56 0.001 K QEDFELLC*PDGTR K
980 891.3796 1780.745 2 1780.74 0.0044 0 35.22 0.0056 K FDEFFSQGC*APGYEK N

1007 907.3791 1812.744 2 1812.739 0.0044 0 31.59 0.0088 K IEC*ESAETTEDC*IEK I
1094 979.4523 1956.89 2 1956.885 0.0054 0 30.04 0.043 R NQQEGVC*PEGSIDNSPVK W

5 Q99KI0 Aconitate hydratase, mitochondrial 4932 156 45 85410 8.08 47 400.7671 799.5196 2 799.5167 0.0028 0 34.48 0.027 K VAGILTVK G
48 400.7672 799.5198 2 799.5167 0.0031 0 35.75 0.02 K VAGILTVK G
83 419.2521 836.4897 2 836.4868 0.0029 0 32.06 0.036 K QALAHGLK C

188 461.7418 921.469 2 921.4668 0.0022 0 48.63 0.0025 R EHAALEPR H
189 461.7419 921.4693 2 921.4668 0.0025 0 39.25 0.022 R EHAALEPR H
191 461.7422 921.4699 2 921.4668 0.0031 0 38.61 0.024 R EHAALEPR H
204 468.2518 934.489 2 934.4872 0.0018 0 44.47 0.0085 R DGYAQILR D
205 468.252 934.4894 2 934.4872 0.0021 0 46.73 0.0048 R DGYAQILR D
206 468.2523 934.4901 2 934.4872 0.0029 0 53.53 0.0009 R DGYAQILR D
207 468.2525 934.4904 2 934.4872 0.0032 0 53.72 0.00086 R DGYAQILR D
256 493.2596 984.5047 2 984.5029 0.0018 0 57.59 0.0002 K EGWPLDIR V
257 493.2599 984.5052 2 984.5029 0.0023 0 45.33 0.0032 K EGWPLDIR V
261 494.7574 987.5003 2 987.4985 0.0017 0 52.11 0.0011 R VDVSPTSQR L
262 494.7576 987.5006 2 987.4985 0.002 0 58.23 0.00026 R VDVSPTSQR L
263 494.7577 987.5008 2 987.4985 0.0023 0 40.46 0.016 R VDVSPTSQR L
382 534.2785 1066.543 2 1066.541 0.0017 0 39.8 0.015 K NTIVTSYNR N
383 534.2786 1066.543 2 1066.541 0.002 0 48.62 0.0019 K NTIVTSYNR N
427 551.8122 1101.61 2 1101.607 0.0028 0 36.97 0.027 R LQLLEPFDK W
428 551.8123 1101.61 2 1101.607 0.0031 0 41.88 0.0086 R LQLLEPFDK W
514 585.8464 1169.678 2 1169.677 0.0015 0 42.26 0.0032 R LNRPLTLSEK I
515 585.8467 1169.679 2 1169.677 0.0021 0 31.53 0.039 R LNRPLTLSEK I
518 585.8469 1169.679 2 1169.677 0.0025 0 42.37 0.0032 R LNRPLTLSEK I
556 600.3486 1198.683 2 1198.681 0.0017 0 38.66 0.01 K DLEDLQILIK V
557 600.3491 1198.684 2 1198.681 0.0027 0 56.48 0.00018 K DLEDLQILIK V
559 600.3494 1198.684 2 1198.681 0.0033 0 38.02 0.013 K DLEDLQILIK V
560 600.3495 1198.685 2 1198.681 0.0037 0 57.94 0.00012 K DLEDLQILIK V
589 613.3066 1224.599 2 1224.599 0.0001 0 72.28 7.20E-06 K LEAPDADELPR S
590 613.308 1224.602 2 1224.599 0.0029 0 52.2 0.00081 K LEAPDADELPR S
591 613.3082 1224.602 2 1224.599 0.0032 0 45.06 0.0042 K LEAPDADELPR S
592 613.3101 1224.606 2 1224.599 0.0071 0 65.18 3.80E-05 K LEAPDADELPR S
596 617.3287 1232.643 2 1232.64 0.0027 0 60.9 0.00012 K LTGSLSGWTSPK D
597 617.3287 1232.643 2 1232.64 0.0028 0 80.48 1.30E-06 K LTGSLSGWTSPK D
598 617.3289 1232.643 2 1232.64 0.0031 0 48.02 0.0023 K LTGSLSGWTSPK D
599 617.329 1232.643 2 1232.64 0.0033 0 52 0.00092 K LTGSLSGWTSPK D
600 617.3293 1232.644 2 1232.64 0.004 0 55.59 0.00037 K LTGSLSGWTSPK D
620 625.8182 1249.622 2 1249.619 0.0029 0 72.92 7.70E-06 R TDIANLAEEFK D
621 625.8185 1249.622 2 1249.619 0.0034 0 61.99 9.50E-05 R TDIANLAEEFK D
622 625.8185 1249.623 2 1249.619 0.0035 0 43.31 0.0066 R TDIANLAEEFK D
656 634.8131 1267.612 2 1267.609 0.0032 0 43.96 0.0044 K FNPETDFLTGK D
658 634.8135 1267.613 2 1267.609 0.004 0 57.29 0.00019 K FNPETDFLTGK D
800 487.9655 1460.875 3 1460.872 0.0032 1 29.49 0.0094 K IHPVDKLTIQGLK D
801 487.9655 1460.875 3 1460.872 0.0033 1 30.16 0.0081 K IHPVDKLTIQGLK D
805 732.3799 1462.745 2 1462.742 0.0037 0 64.57 3.70E-05 K SQFTITPGSEQIR A
806 732.3806 1462.747 2 1462.742 0.0051 0 47.74 0.0017 K SQFTITPGSEQIR A
807 732.3807 1462.747 2 1462.742 0.0052 0 37.89 0.017 K SQFTITPGSEQIR A
808 732.3808 1462.747 2 1462.742 0.0054 0 66.56 2.40E-05 K SQFTITPGSEQIR A
831 500.9289 1499.765 3 1499.762 0.003 1 41.13 0.0073 K FKLEAPDADELPR S
832 500.9291 1499.766 3 1499.762 0.0036 1 66.49 2.00E-05 K FKLEAPDADELPR S
833 500.9292 1499.766 3 1499.762 0.0038 1 50.89 0.00071 K FKLEAPDADELPR S
834 750.8906 1499.767 2 1499.762 0.0046 1 60.82 7.20E-05 K FKLEAPDADELPR S
837 502.6086 1504.804 3 1504.8 0.0042 1 35.71 0.022 R ATIERDGYAQILR D
865 519.5901 1555.748 3 1555.745 0.0031 0 41.99 0.0053 K C*TTDHISAAGPWLK F
866 778.8821 1555.75 2 1555.745 0.0043 0 70.15 7.80E-06 K C*TTDHISAAGPWLK F
867 778.8822 1555.75 2 1555.745 0.0045 0 41.32 0.0059 K C*TTDHISAAGPWLK F
876 522.5861 1564.736 3 1564.734 0.002 0 59.45 0.0001 K VAMSHFEPSEYIR Y
878 522.5864 1564.737 3 1564.734 0.0029 0 32.13 0.05 K VAMSHFEPSEYIR Y
880 783.3763 1564.738 2 1564.734 0.0037 0 33.47 0.039 K VAMSHFEPSEYIR Y
882 522.5867 1564.738 3 1564.734 0.004 0 67.25 1.70E-05 K VAMSHFEPSEYIR Y
883 522.5868 1564.739 3 1564.734 0.0042 0 40.39 0.0083 K VAMSHFEPSEYIR Y
884 522.5869 1564.739 3 1564.734 0.0043 0 37.72 0.015 K VAMSHFEPSEYIR Y
885 783.3769 1564.739 2 1564.734 0.0048 0 34.94 0.03 K VAMSHFEPSEYIR Y
886 783.377 1564.739 2 1564.734 0.005 0 37.93 0.015 K VAMSHFEPSEYIR Y
908 527.9183 1580.733 3 1580.729 0.0037 0 40.7 0.0066 K VAM@SHFEPSEYIR Y
911 791.3739 1580.733 2 1580.729 0.0039 0 32.5 0.045 K VAM@SHFEPSEYIR Y
915 527.9186 1580.734 3 1580.729 0.0048 0 34.02 0.034 K VAM@SHFEPSEYIR Y
916 527.9188 1580.735 3 1580.729 0.0051 0 47.16 0.0016 K VAM@SHFEPSEYIR Y
930 794.9235 1587.832 2 1587.83 0.0027 1 62.37 5.90E-05 R LQLLEPFDKWDGK D
940 534.6035 1600.789 3 1600.785 0.004 0 59.12 0.0001 R NAVTQEFGPVPDTAR Y
941 801.4018 1600.789 2 1600.785 0.0045 0 54.35 0.0003 R NAVTQEFGPVPDTAR Y
942 801.4019 1600.789 2 1600.785 0.0047 0 81.32 6.40E-07 R NAVTQEFGPVPDTAR Y
943 801.4023 1600.79 2 1600.785 0.0056 0 59.93 9.70E-05 R NAVTQEFGPVPDTAR Y
944 801.4042 1600.794 2 1600.785 0.0092 0 50.8 0.00079 R NAVTQEFGPVPDTAR Y
999 834.3879 1666.761 2 1666.759 0.0025 0 65.45 1.80E-05 R WVVIGDENYGEGSSR E

1000 834.3887 1666.763 2 1666.759 0.0042 0 73.92 2.40E-06 R WVVIGDENYGEGSSR E
1001 834.3889 1666.763 2 1666.759 0.0044 0 69.96 6.00E-06 R WVVIGDENYGEGSSR E
1002 556.595 1666.763 3 1666.759 0.0046 0 50.44 0.00054 R WVVIGDENYGEGSSR E
1003 834.3895 1666.765 2 1666.759 0.0058 0 95.76 1.80E-08 R WVVIGDENYGEGSSR E
1031 562.6428 1684.907 3 1684.904 0.0029 1 35.87 0.014 K WDGKDLEDLQILIK V
1032 843.4607 1684.907 2 1684.904 0.0033 1 34.3 0.021 K WDGKDLEDLQILIK V
1088 577.3342 1728.981 3 1728.977 0.0034 1 31.25 0.021 K VIGVKLTGSLSGWTSPK D
1091 866.3858 1730.757 2 1730.754 0.0034 0 46.71 0.00078 R SDFDPGQDTYQHPPK D
1093 577.9263 1730.757 3 1730.754 0.0035 0 29.29 0.043 R SDFDPGQDTYQHPPK D
1095 577.9265 1730.758 3 1730.754 0.0039 0 30.98 0.027 R SDFDPGQDTYQHPPK D
1098 866.3863 1730.758 2 1730.754 0.0044 0 31.55 0.024 R SDFDPGQDTYQHPPK D
1108 585.2977 1752.871 3 1752.868 0.0029 0 34.86 0.028 K DINQEVYNFLATAGAK Y
1109 877.4433 1752.872 2 1752.868 0.0038 0 68.39 1.10E-05 K DINQEVYNFLATAGAK Y
1110 585.298 1752.872 3 1752.868 0.0039 0 66.79 1.60E-05 K DINQEVYNFLATAGAK Y
1112 585.2983 1752.873 3 1752.868 0.005 0 43.77 0.0034 K DINQEVYNFLATAGAK Y
1114 877.4441 1752.874 2 1752.868 0.0054 0 102.7 4.60E-09 K DINQEVYNFLATAGAK Y
1115 877.4443 1752.874 2 1752.868 0.0058 0 86.46 2.00E-07 K DINQEVYNFLATAGAK Y
1117 877.4445 1752.874 2 1752.868 0.0061 0 69.46 9.60E-06 K DINQEVYNFLATAGAK Y
1160 593.6384 1777.893 3 1777.889 0.0046 0 55.19 0.00027 K QGLLPLTFADPSDYNK I
1162 889.954 1777.894 2 1777.889 0.0049 0 59.28 0.00011 K QGLLPLTFADPSDYNK I
1163 889.9541 1777.894 2 1777.889 0.005 0 65.91 2.30E-05 K QGLLPLTFADPSDYNK I
1164 889.9548 1777.895 2 1777.889 0.0065 0 52.76 0.00049 K QGLLPLTFADPSDYNK I
1165 889.9549 1777.895 2 1777.889 0.0066 0 87.35 1.70E-07 K QGLLPLTFADPSDYNK I
1166 889.955 1777.895 2 1777.889 0.0067 0 76.08 2.30E-06 K QGLLPLTFADPSDYNK I



1225 615.9433 1844.808 3 1844.803 0.0048 0 72.19 2.80E-06 R VGLIGSC*TNSSYEDMGR S
1226 923.4113 1844.808 2 1844.803 0.0048 0 73.29 2.10E-06 R VGLIGSC*TNSSYEDMGR S
1227 923.4114 1844.808 2 1844.803 0.005 0 83.04 2.30E-07 R VGLIGSC*TNSSYEDMGR S
1228 923.412 1844.809 2 1844.803 0.0061 0 78.91 6.40E-07 R VGLIGSC*TNSSYEDMGR S
1229 923.412 1844.81 2 1844.803 0.0062 0 90.48 4.50E-08 R VGLIGSC*TNSSYEDMGR S
1241 931.409 1860.803 2 1860.798 0.0052 0 86.57 5.90E-08 R VGLIGSC*TNSSYEDM@GR S
1242 621.2751 1860.804 3 1860.798 0.0054 0 52.28 0.00016 R VGLIGSC*TNSSYEDM@GR S
1243 931.4095 1860.805 2 1860.798 0.0063 0 65.97 7.20E-06 R VGLIGSC*TNSSYEDM@GR S
1244 931.4098 1860.805 2 1860.798 0.0068 0 111.14 2.20E-10 R VGLIGSC*TNSSYEDM@GR S
1249 623.6431 1867.908 3 1867.906 0.0011 0 51.32 0.00052 K IVYGHLDDPANQEIER G
1250 623.6434 1867.909 3 1867.906 0.002 0 55.48 0.00022 K IVYGHLDDPANQEIER G
1252 934.963 1867.912 2 1867.906 0.0051 0 49.21 0.00092 K IVYGHLDDPANQEIER G
1253 623.6447 1867.912 3 1867.906 0.0059 0 46.24 0.0019 K IVYGHLDDPANQEIER G
1284 636.3362 1905.987 3 1905.984 0.0031 1 33.09 0.032 K KQGLLPLTFADPSDYNK I
1286 636.3369 1905.989 3 1905.984 0.0051 1 37.34 0.012 K KQGLLPLTFADPSDYNK I
1287 954.002 1905.99 2 1905.984 0.0059 1 64.67 2.30E-05 K KQGLLPLTFADPSDYNK I
1310 651.6757 1952.005 3 1952 0.0048 1 39.83 0.007 R AKDINQEVYNFLATAGAK Y
1312 977.0106 1952.007 2 1952 0.0063 1 88.03 1.10E-07 R AKDINQEVYNFLATAGAK Y
1380 1079.516 2157.017 2 2157.01 0.0071 0 76.28 1.40E-06 R DVGGIVLANAC*GPC*IGQWDR K
1435 740.399 2218.175 3 2218.171 0.0046 0 31.46 0.023 R GHLDNISNNLLIGAINIENGK A
1436 740.3992 2218.176 3 2218.171 0.0051 0 29.02 0.04 R GHLDNISNNLLIGAINIENGK A
1438 740.3997 2218.177 3 2218.171 0.0068 0 28.24 0.05 R GHLDNISNNLLIGAINIENGK A
1439 740.3997 2218.177 3 2218.171 0.0068 0 32.62 0.019 R GHLDNISNNLLIGAINIENGK A
1440 1110.096 2218.178 2 2218.171 0.0073 0 113.18 1.60E-10 R GHLDNISNNLLIGAINIENGK A
1442 740.4001 2218.178 3 2218.171 0.0079 0 53.35 0.00014 R GHLDNISNNLLIGAINIENGK A
1443 740.4001 2218.178 3 2218.171 0.0079 0 32.97 0.016 R GHLDNISNNLLIGAINIENGK A
1500 1130.576 2259.137 2 2259.132 0.0048 0 73.58 2.50E-06 K VAVPSTIHC*DHLIEAQVGGEK D
1501 754.053 2259.137 3 2259.132 0.0055 0 45.08 0.0019 K VAVPSTIHC*DHLIEAQVGGEK D
1503 754.0532 2259.138 3 2259.132 0.0061 0 59.31 7.10E-05 K VAVPSTIHC*DHLIEAQVGGEK D
1505 754.0534 2259.138 3 2259.132 0.0066 0 39.11 0.0072 K VAVPSTIHC*DHLIEAQVGGEK D
1506 565.7922 2259.14 4 2259.132 0.0078 0 32.19 0.033 K VAVPSTIHC*DHLIEAQVGGEK D
1533 762.7111 2285.111 3 2285.105 0.0068 1 49.85 0.0006 R DVGGIVLANAC*GPC*IGQWDRK D
1580 1169.587 2337.159 2 2337.153 0.0055 0 96.03 1.20E-08 R VAMQDATAQMAMLQFISSGLPK V
1581 780.0604 2337.159 3 2337.153 0.0064 0 40.21 0.0049 R VAMQDATAQMAMLQFISSGLPK V
1582 780.0606 2337.16 3 2337.153 0.0069 0 42.32 0.003 R VAMQDATAQMAMLQFISSGLPK V
1591 1177.584 2353.153 2 2353.148 0.0049 0 64.4 1.80E-05 R VAM@QDATAQMAMLQFISSGLPK V
1593 1177.584 2353.153 2 2353.148 0.0054 0 82.78 2.70E-07 R VAM@QDATAQMAMLQFISSGLPK V
1594 1177.584 2353.154 2 2353.148 0.0061 0 65.56 1.40E-05 R VAM@QDATAQMAMLQFISSGLPK V
1595 785.392 2353.154 3 2353.148 0.0063 0 51.8 0.00034 R VAM@QDATAQMAMLQFISSGLPK V
1598 785.3922 2353.155 3 2353.148 0.0066 0 47.28 0.00098 R VAM@QDATAQMAMLQFISSGLPK V
1600 788.0183 2361.033 3 2361.026 0.0071 1 32.14 0.016 R SDFDPGQDTYQHPPKDSSGQR V
1605 1185.581 2369.148 2 2369.143 0.0054 0 100.45 4.80E-09 R VAM@QDATAQM@AMLQFISSGLPK V
1607 790.7236 2369.149 3 2369.143 0.006 0 51.54 0.0004 R VAM@QDATAQM@AMLQFISSGLPK V
1608 790.7236 2369.149 3 2369.143 0.0062 0 36.34 0.013 R VAM@QDATAQM@AMLQFISSGLPK V
1610 790.7239 2369.15 3 2369.143 0.0071 0 65.15 1.80E-05 R VAM@QDATAQM@AMLQFISSGLPK V
1611 1185.582 2369.15 2 2369.143 0.0073 0 111.59 4.00E-10 R VAM@QDATAQM@AMLQFISSGLPK V
1612 790.7242 2369.151 3 2369.143 0.008 0 46.98 0.0011 R VAM@QDATAQM@AMLQFISSGLPK V
1613 790.7242 2369.151 3 2369.143 0.008 0 74.45 2.00E-06 R VAM@QDATAQM@AMLQFISSGLPK V
1614 1185.583 2369.151 2 2369.143 0.0081 0 75.78 1.40E-06 R VAM@QDATAQM@AMLQFISSGLPK V
1620 1193.579 2385.144 2 2385.138 0.0061 0 70.53 4.40E-06 R VAM@QDATAQM@AM@LQFISSGLPK V
1622 796.0562 2385.147 3 2385.138 0.0088 0 68.56 6.70E-06 R VAM@QDATAQM@AM@LQFISSGLPK V
1677 927.487 2779.439 3 2779.439 0 0 64.93 1.00E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1678 927.4884 2779.443 3 2779.439 0.0042 0 33.23 0.013 R NDANPETHAFVTSPEIVTALAIAGTLK F
1680 695.8687 2779.446 4 2779.439 0.0063 0 33.07 0.013 R NDANPETHAFVTSPEIVTALAIAGTLK F
1681 927.4893 2779.446 3 2779.439 0.0067 0 55.18 8.30E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1682 1390.731 2779.446 2 2779.439 0.0072 0 52.71 0.00014 R NDANPETHAFVTSPEIVTALAIAGTLK F
1683 695.8693 2779.448 4 2779.439 0.0087 0 54.29 9.30E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1684 927.4901 2779.449 3 2779.439 0.0093 0 70.22 2.40E-06 R NDANPETHAFVTSPEIVTALAIAGTLK F
1731 1139.776 4555.075 4 4555.067 0.0089 0 34.06 0.0027 K GGTGAIVEYHGPGVDSISC*TGMATIC*NMGAEIGATTSVFPYNHR M

Q921I1 Serotransferrin 66 2 2 76674 6.94 216 475.2838 948.5531 2 948.5505 0.0026 0 33.37 0.032 R IPSHAVVAR K
1203 907.379 1812.743 2 1812.739 0.004 0 55.17 3.60E-05 K IEC*ESAETTEDC*IEK I

6 Q99KI0 Aconitate hydratase, mitochondrial 4930 147 52 85410 8.08 26 386.7516 771.4886 2 771.4854 0.0032 0 46.55 0.0022 K LTIQGLK D
48 400.7668 799.519 2 799.5167 0.0023 0 44.19 0.0029 K VAGILTVK G
81 419.2521 836.4897 2 836.4868 0.0028 0 32.2 0.035 K QALAHGLK C

178 461.7422 921.4698 2 921.4668 0.003 0 54.37 0.00063 R EHAALEPR H
179 461.7422 921.4698 2 921.4668 0.003 0 49.06 0.0022 R EHAALEPR H
191 468.2522 934.4898 2 934.4872 0.0026 0 52.2 0.0013 R DGYAQILR D
192 468.2522 934.4898 2 934.4872 0.0026 0 51.41 0.0016 R DGYAQILR D
245 493.2602 984.5058 2 984.5029 0.0029 0 43.5 0.0047 K EGWPLDIR V
246 493.2602 984.5059 2 984.5029 0.003 0 57.9 0.00017 K EGWPLDIR V
251 494.7576 987.5006 2 987.4985 0.002 0 40.47 0.016 R VDVSPTSQR L
253 494.7577 987.5009 2 987.4985 0.0024 0 46.17 0.0043 R VDVSPTSQR L
255 494.7579 987.5013 2 987.4985 0.0028 0 47.94 0.0028 R VDVSPTSQR L
373 534.2787 1066.543 2 1066.541 0.0021 0 51.54 0.00099 K NTIVTSYNR N
375 534.2789 1066.543 2 1066.541 0.0025 0 35.31 0.042 K NTIVTSYNR N
418 551.8124 1101.61 2 1101.607 0.0032 0 45.49 0.0038 R LQLLEPFDK W
523 585.8466 1169.679 2 1169.677 0.0019 0 33.19 0.026 R LNRPLTLSEK I
524 585.8467 1169.679 2 1169.677 0.002 0 42.05 0.0034 R LNRPLTLSEK I
526 585.8471 1169.68 2 1169.677 0.0029 0 40.66 0.0048 R LNRPLTLSEK I
527 585.8473 1169.68 2 1169.677 0.0032 0 40.39 0.0051 R LNRPLTLSEK I
567 600.3495 1198.684 2 1198.681 0.0035 0 61.49 5.40E-05 K DLEDLQILIK V
595 613.3068 1224.599 2 1224.599 0.0005 0 74.47 3.90E-06 K LEAPDADELPR S
596 613.3077 1224.601 2 1224.599 0.0022 0 62.78 6.50E-05 K LEAPDADELPR S
597 613.3079 1224.601 2 1224.599 0.0027 0 62.39 7.20E-05 K LEAPDADELPR S
600 613.3093 1224.604 2 1224.599 0.0055 0 69.89 1.20E-05 K LEAPDADELPR S
609 617.329 1232.644 2 1232.64 0.0034 0 53.48 0.00065 K LTGSLSGWTSPK D
610 617.3291 1232.644 2 1232.64 0.0035 0 49.62 0.0015 K LTGSLSGWTSPK D
611 617.3292 1232.644 2 1232.64 0.0038 0 68.53 1.90E-05 K LTGSLSGWTSPK D
612 617.3293 1232.644 2 1232.64 0.0039 0 75.12 4.20E-06 K LTGSLSGWTSPK D
613 617.3296 1232.645 2 1232.64 0.0045 0 71.21 9.60E-06 K LTGSLSGWTSPK D
637 625.8181 1249.622 2 1249.619 0.0027 0 61.37 0.0001 R TDIANLAEEFK D
638 625.8185 1249.622 2 1249.619 0.0034 0 48.58 0.0021 R TDIANLAEEFK D
639 625.8185 1249.623 2 1249.619 0.0035 0 41.39 0.01 R TDIANLAEEFK D
640 625.8188 1249.623 2 1249.619 0.0041 0 67.5 2.50E-05 R TDIANLAEEFK D
677 634.8135 1267.612 2 1267.609 0.0039 0 35.11 0.032 K FNPETDFLTGK D
678 634.8135 1267.613 2 1267.609 0.004 0 34.08 0.041 K FNPETDFLTGK D
768 684.9476 1367.881 2 1367.875 0.0055 1 51.5 1.70E-05 K DVILKVAGILTVK G
825 487.9653 1460.874 3 1460.872 0.0026 1 34.97 0.0027 K IHPVDKLTIQGLK D
828 732.3795 1462.744 2 1462.742 0.0027 0 66.4 2.70E-05 K SQFTITPGSEQIR A
829 732.3802 1462.746 2 1462.742 0.0042 0 41.18 0.0078 K SQFTITPGSEQIR A
830 732.3804 1462.746 2 1462.742 0.0047 0 67.41 1.90E-05 K SQFTITPGSEQIR A
831 732.3812 1462.748 2 1462.742 0.0063 0 45.72 0.0028 K SQFTITPGSEQIR A
859 500.9291 1499.766 3 1499.762 0.0036 1 51.1 0.00069 K FKLEAPDADELPR S
860 500.9296 1499.767 3 1499.762 0.0049 1 33.8 0.038 K FKLEAPDADELPR S
861 750.8907 1499.767 2 1499.762 0.005 1 72.05 5.60E-06 K FKLEAPDADELPR S
862 500.9299 1499.768 3 1499.762 0.0058 1 71.56 7.20E-06 K FKLEAPDADELPR S
865 502.6084 1504.803 3 1504.8 0.0035 1 38.46 0.011 R ATIERDGYAQILR D
899 519.5903 1555.749 3 1555.745 0.0037 0 41.93 0.0052 K C*TTDHISAAGPWLK F
900 519.5904 1555.749 3 1555.745 0.004 0 36.82 0.017 K C*TTDHISAAGPWLK F
901 778.882 1555.749 2 1555.745 0.004 0 49.57 0.00091 K C*TTDHISAAGPWLK F
902 778.8827 1555.751 2 1555.745 0.0055 0 53.25 0.00042 K C*TTDHISAAGPWLK F
908 522.5863 1564.737 3 1564.734 0.0027 0 67.16 1.70E-05 K VAMSHFEPSEYIR Y
909 522.5866 1564.738 3 1564.734 0.0036 0 44.66 0.0028 K VAMSHFEPSEYIR Y
910 522.5866 1564.738 3 1564.734 0.0036 0 50.71 0.0007 K VAMSHFEPSEYIR Y
911 783.3764 1564.738 2 1564.734 0.0039 0 47.99 0.0014 K VAMSHFEPSEYIR Y
912 522.5868 1564.739 3 1564.734 0.0042 0 41.29 0.0067 K VAMSHFEPSEYIR Y
913 783.3766 1564.739 2 1564.734 0.0042 0 38.38 0.013 K VAMSHFEPSEYIR Y
914 522.5869 1564.739 3 1564.734 0.0043 0 56.68 0.00019 K VAMSHFEPSEYIR Y
915 783.3776 1564.741 2 1564.734 0.0062 0 42.28 0.0053 K VAMSHFEPSEYIR Y
936 527.9174 1580.73 3 1580.729 0.0011 0 34.41 0.027 K VAM@SHFEPSEYIR Y
937 527.9179 1580.732 3 1580.729 0.0026 0 54.27 0.00031 K VAM@SHFEPSEYIR Y
938 791.3735 1580.733 2 1580.729 0.0032 0 37.12 0.015 K VAM@SHFEPSEYIR Y
939 527.9183 1580.733 3 1580.729 0.0037 0 37.89 0.013 K VAM@SHFEPSEYIR Y
940 527.9184 1580.733 3 1580.729 0.004 0 51.56 0.00057 K VAM@SHFEPSEYIR Y
944 791.3749 1580.735 2 1580.729 0.006 0 35.65 0.023 K VAM@SHFEPSEYIR Y
963 794.9239 1587.833 2 1587.83 0.0035 1 54.05 0.00038 R LQLLEPFDKWDGK D
975 801.4017 1600.789 2 1600.785 0.0044 0 55.17 0.00025 R NAVTQEFGPVPDTAR Y
976 801.4019 1600.789 2 1600.785 0.0046 0 76.73 1.80E-06 R NAVTQEFGPVPDTAR Y
977 534.6037 1600.789 3 1600.785 0.0047 0 50.1 0.00084 R NAVTQEFGPVPDTAR Y
978 801.4019 1600.789 2 1600.785 0.0047 0 44.17 0.0033 R NAVTQEFGPVPDTAR Y
979 801.4023 1600.79 2 1600.785 0.0056 0 33.91 0.039 R NAVTQEFGPVPDTAR Y

1021 548.2825 1641.826 3 1641.822 0.0035 1 34.86 0.029 K NTIVTSYNRNFTGR N
1039 834.388 1666.761 2 1666.759 0.0027 0 72.86 3.30E-06 R WVVIGDENYGEGSSR E
1040 834.3887 1666.763 2 1666.759 0.0041 0 61.22 4.50E-05 R WVVIGDENYGEGSSR E
1041 834.3892 1666.764 2 1666.759 0.0052 0 75.28 1.90E-06 R WVVIGDENYGEGSSR E
1042 556.5953 1666.764 3 1666.759 0.0053 0 53.53 0.0003 R WVVIGDENYGEGSSR E
1043 834.3904 1666.766 2 1666.759 0.0075 0 87.54 1.10E-07 R WVVIGDENYGEGSSR E
1071 562.6433 1684.908 3 1684.904 0.0045 1 47.1 0.00095 K WDGKDLEDLQILIK V
1072 843.462 1684.909 2 1684.904 0.0058 1 46.11 0.0015 K WDGKDLEDLQILIK V
1126 576.0153 1725.024 3 1725.019 0.0051 1 28.02 0.0077 K LTIQGLKDFAPGKPLK C
1131 577.3345 1728.982 3 1728.977 0.0043 1 31.74 0.016 K VIGVKLTGSLSGWTSPK D
1137 577.9266 1730.758 3 1730.754 0.0044 0 36.02 0.0086 R SDFDPGQDTYQHPPK D
1138 577.9267 1730.758 3 1730.754 0.0046 0 38.57 0.0049 R SDFDPGQDTYQHPPK D
1139 866.3864 1730.758 2 1730.754 0.0046 0 53.07 0.00017 R SDFDPGQDTYQHPPK D
1154 585.2984 1752.873 3 1752.868 0.0051 0 52.47 0.00046 K DINQEVYNFLATAGAK Y
1156 585.2985 1752.874 3 1752.868 0.0055 0 41.25 0.0065 K DINQEVYNFLATAGAK Y
1157 877.4445 1752.874 2 1752.868 0.0061 0 43.62 0.0037 K DINQEVYNFLATAGAK Y
1158 877.4446 1752.875 2 1752.868 0.0064 0 97.7 1.50E-08 K DINQEVYNFLATAGAK Y
1159 877.4448 1752.875 2 1752.868 0.0069 0 85.54 2.40E-07 K DINQEVYNFLATAGAK Y
1196 889.9542 1777.894 2 1777.889 0.0051 0 47.25 0.0017 K QGLLPLTFADPSDYNK I
1197 889.9543 1777.894 2 1777.889 0.0054 0 82.44 5.40E-07 K QGLLPLTFADPSDYNK I
1198 889.9543 1777.894 2 1777.889 0.0054 0 85.55 2.60E-07 K QGLLPLTFADPSDYNK I
1199 593.6387 1777.894 3 1777.889 0.0057 0 50.86 0.00078 K QGLLPLTFADPSDYNK I
1200 889.9547 1777.895 2 1777.889 0.0061 0 56.41 0.00021 K QGLLPLTFADPSDYNK I
1201 593.6389 1777.895 3 1777.889 0.0063 0 37.93 0.015 K QGLLPLTFADPSDYNK I
1202 889.9548 1777.895 2 1777.889 0.0063 0 93.45 4.20E-08 K QGLLPLTFADPSDYNK I
1232 601.3422 1801.005 3 1800.999 0.0063 1 35.67 0.0069 K LTGSLSGWTSPKDVILK V
1265 923.4122 1844.81 2 1844.803 0.0065 0 96.71 1.10E-08 R VGLIGSC*TNSSYEDMGR S
1266 923.4122 1844.81 2 1844.803 0.0065 0 91.13 3.90E-08 R VGLIGSC*TNSSYEDMGR S
1267 923.4122 1844.81 2 1844.803 0.0066 0 82.31 2.90E-07 R VGLIGSC*TNSSYEDMGR S
1279 931.407 1860.799 2 1860.798 0.0012 0 81.15 1.80E-07 R VGLIGSC*TNSSYEDM@GR S
1281 621.2751 1860.803 3 1860.798 0.0052 0 56.91 5.40E-05 R VGLIGSC*TNSSYEDM@GR S



1282 931.4091 1860.804 2 1860.798 0.0053 0 78.29 4.10E-07 R VGLIGSC*TNSSYEDM@GR S
1283 931.4094 1860.804 2 1860.798 0.0061 0 104.4 1.00E-09 R VGLIGSC*TNSSYEDM@GR S
1284 931.4095 1860.805 2 1860.798 0.0063 0 71.91 1.80E-06 R VGLIGSC*TNSSYEDM@GR S
1286 623.6421 1867.904 3 1867.906 -0.002 0 50.39 0.00062 K IVYGHLDDPANQEIER G
1287 623.644 1867.91 3 1867.906 0.0037 0 52.31 0.00044 K IVYGHLDDPANQEIER G
1288 934.9628 1867.911 2 1867.906 0.0046 0 40.78 0.0059 K IVYGHLDDPANQEIER G
1289 623.645 1867.913 3 1867.906 0.0068 0 40.04 0.0078 K IVYGHLDDPANQEIER G
1323 636.3365 1905.988 3 1905.984 0.004 1 48.18 0.00095 K KQGLLPLTFADPSDYNK I
1325 636.3367 1905.988 3 1905.984 0.0048 1 35.22 0.019 K KQGLLPLTFADPSDYNK I
1326 954.0021 1905.99 2 1905.984 0.0061 1 70.98 5.10E-06 K KQGLLPLTFADPSDYNK I
1353 651.6758 1952.006 3 1952 0.0054 1 40.85 0.0057 R AKDINQEVYNFLATAGAK Y
1354 977.0104 1952.006 2 1952 0.006 1 101.85 4.50E-09 R AKDINQEVYNFLATAGAK Y
1355 651.6763 1952.007 3 1952 0.0069 1 51.01 0.00055 R AKDINQEVYNFLATAGAK Y
1427 720.0125 2157.016 3 2157.01 0.0061 0 81.66 4.10E-07 R DVGGIVLANAC*GPC*IGQWDR K
1485 740.3997 2218.177 3 2218.171 0.0066 0 43 0.0017 R GHLDNISNNLLIGAINIENGK A
1487 740.3997 2218.177 3 2218.171 0.0068 0 51.69 0.00023 R GHLDNISNNLLIGAINIENGK A
1490 740.4 2218.178 3 2218.171 0.0077 0 47.33 0.00059 R GHLDNISNNLLIGAINIENGK A
1493 555.5519 2218.179 4 2218.171 0.0081 0 44.75 0.0011 R GHLDNISNNLLIGAINIENGK A
1495 1110.097 2218.179 2 2218.171 0.0085 0 117.61 5.50E-11 R GHLDNISNNLLIGAINIENGK A
1551 1130.575 2259.136 2 2259.132 0.0045 0 73.22 2.70E-06 K VAVPSTIHC*DHLIEAQVGGEK D
1554 754.0531 2259.138 3 2259.132 0.0057 0 49.4 0.00069 K VAVPSTIHC*DHLIEAQVGGEK D
1555 754.0535 2259.139 3 2259.132 0.0068 0 32.43 0.033 K VAVPSTIHC*DHLIEAQVGGEK D
1586 762.7112 2285.112 3 2285.105 0.0072 1 69.23 6.70E-06 R DVGGIVLANAC*GPC*IGQWDRK D
1636 1169.587 2337.159 2 2337.153 0.006 0 100.98 4.10E-09 R VAMQDATAQMAMLQFISSGLPK V
1637 1169.587 2337.16 2 2337.153 0.0072 0 103.58 2.20E-09 R VAMQDATAQMAMLQFISSGLPK V
1647 1177.584 2353.154 2 2353.148 0.0057 0 34.55 0.018 R VAM@QDATAQMAMLQFISSGLPK V
1648 1177.584 2353.154 2 2353.148 0.0061 0 78.34 7.60E-07 R VAM@QDATAQMAMLQFISSGLPK V
1650 1177.585 2353.155 2 2353.148 0.0069 0 79.8 5.50E-07 R VAM@QDATAQMAMLQFISSGLPK V
1652 785.393 2353.157 3 2353.148 0.0092 0 66.81 1.10E-05 R VAM@QDATAQMAMLQFISSGLPK V
1660 788.0183 2361.033 3 2361.026 0.0073 1 40.38 0.0024 R SDFDPGQDTYQHPPKDSSGQR V
1667 1185.581 2369.147 2 2369.143 0.0044 0 76.85 1.10E-06 R VAMQDATAQM@AM@LQFISSGLPK V
1669 1185.582 2369.15 2 2369.143 0.0068 0 95.34 1.70E-08 R VAMQDATAQM@AM@LQFISSGLPK V
1672 790.724 2369.15 3 2369.143 0.0073 0 60.05 5.70E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1673 790.724 2369.15 3 2369.143 0.0073 0 59.99 5.70E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1675 1185.583 2369.151 2 2369.143 0.0078 0 81.62 3.90E-07 R VAMQDATAQM@AM@LQFISSGLPK V
1676 1185.583 2369.151 2 2369.143 0.0081 0 47.53 0.00097 R VAMQDATAQM@AM@LQFISSGLPK V
1677 790.7244 2369.151 3 2369.143 0.0083 0 42.8 0.0029 R VAMQDATAQM@AM@LQFISSGLPK V
1688 1193.58 2385.145 2 2385.138 0.0073 0 119.34 5.60E-11 R VAM@QDATAQM@AM@LQFISSGLPK V
1691 796.0563 2385.147 3 2385.138 0.0092 0 66.17 1.20E-05 R VAM@QDATAQM@AM@LQFISSGLPK V
1790 927.4897 2779.447 3 2779.439 0.0082 0 54.12 9.60E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1792 927.4901 2779.449 3 2779.439 0.0093 0 60.87 2.10E-05 R NDANPETHAFVTSPEIVTALAIAGTLK F
1793 927.4902 2779.449 3 2779.439 0.0095 0 40.57 0.0023 R NDANPETHAFVTSPEIVTALAIAGTLK F
1799 927.819 2780.435 3 2779.439 0.9961 0 46.89 0.00073 R NDANPETHAFVTSPEIVTALAIAGTLK F
1844 975.8171 2924.429 3 2924.421 0.0089 0 44.83 0.0012 K HPNGTQETILLNHTFNETQIEWFR A
1914 1008.269 4029.046 4 4029.037 0.0087 1 71.56 9.40E-07 R NDANPETHAFVTSPEIVTALAIAGTLKFNPETDFLTGK D
1929 1147.772 4587.06 4 4587.056 0.0034 0 43.02 0.00036 K GGTGAIVEYHGPGVDSISC*TGM@ATICNM@GAEIGATTSVFPYNHR M

Q921I1 Serotransferrin 120 3 3 76674 6.94 216 482.7415 963.4685 2 963.4662 0.0023 0 63.69 7.80E-05 K DGGGDVAFVK H
801 473.9307 1418.77 3 1418.767 0.0033 0 41.26 0.0054 R LYLGHNYVTAIR N

1243 907.3793 1812.744 2 1812.739 0.0047 0 56.15 3.10E-05 K IEC*ESAETTEDC*IEK I
Q8BMS1 Trifunctional enzyme subunit alpha, mito 82 2 2 82617 9.24 1027 826.4191 1650.824 2 1650.818 0.0061 0 47.03 0.0018 K ADM@VIEAVFEDLGVK H

1402 1024.102 2046.189 2 2046.184 0.0056 0 56.83 7.70E-06 K TVLGVPEVLLGILPGAGGTQR L

7 Q99KI0 Aconitate hydratase, mitochondrial 4821 147 44 85410 8.08 24 386.752 771.4894 2 771.4854 0.004 0 43.51 0.0044 K LTIQGLK D
45 400.767 799.5194 2 799.5167 0.0027 0 34.68 0.026 K VAGILTVK G
46 400.7672 799.5199 2 799.5167 0.0032 0 46.64 0.0016 K VAGILTVK G

182 461.7417 921.4689 2 921.4668 0.0021 0 42.3 0.012 R EHAALEPR H
183 461.7419 921.4693 2 921.4668 0.0025 0 41.59 0.013 R EHAALEPR H
184 461.7423 921.4701 2 921.4668 0.0033 0 56.32 0.0004 R EHAALEPR H
192 468.2521 934.4896 2 934.4872 0.0024 0 54.9 0.0007 R DGYAQILR D
193 468.2523 934.4901 2 934.4872 0.0029 0 48.68 0.0028 R DGYAQILR D
194 468.2525 934.4905 2 934.4872 0.0032 0 57.88 0.00033 R DGYAQILR D
195 468.2527 934.4909 2 934.4872 0.0037 0 45.02 0.0061 R DGYAQILR D
245 493.2601 984.5057 2 984.5029 0.0028 0 56.09 0.00027 K EGWPLDIR V
246 493.2603 984.5061 2 984.5029 0.0032 0 45.9 0.0027 K EGWPLDIR V
249 494.7577 987.5008 2 987.4985 0.0022 0 39.82 0.018 R VDVSPTSQR L
250 494.7577 987.5008 2 987.4985 0.0023 0 39.93 0.018 R VDVSPTSQR L
253 494.7579 987.5012 2 987.4985 0.0027 0 51.28 0.0013 R VDVSPTSQR L
254 494.7579 987.5012 2 987.4985 0.0027 0 36.22 0.042 R VDVSPTSQR L
365 534.2778 1066.541 2 1066.541 0.0004 0 49.51 0.0014 K NTIVTSYNR N
367 534.2787 1066.543 2 1066.541 0.0022 0 50.6 0.0012 K NTIVTSYNR N
369 534.2789 1066.543 2 1066.541 0.0025 0 36.27 0.034 K NTIVTSYNR N
370 534.279 1066.543 2 1066.541 0.0027 0 51.33 0.0011 K NTIVTSYNR N
407 551.8119 1101.609 2 1101.607 0.0022 0 36.53 0.029 R LQLLEPFDK W
408 551.8122 1101.61 2 1101.607 0.0028 0 54.14 0.00051 R LQLLEPFDK W
491 585.8461 1169.678 2 1169.677 0.0009 0 33.86 0.019 R LNRPLTLSEK I
492 585.8462 1169.678 2 1169.677 0.001 0 40.09 0.0046 R LNRPLTLSEK I
493 585.8467 1169.679 2 1169.677 0.0021 0 40.53 0.0049 R LNRPLTLSEK I
494 585.8469 1169.679 2 1169.677 0.0024 0 38.81 0.0073 R LNRPLTLSEK I
527 600.3499 1198.685 2 1198.681 0.0043 0 51.24 0.00048 K DLEDLQILIK V
528 600.35 1198.686 2 1198.681 0.0046 0 69.67 7.00E-06 K DLEDLQILIK V
529 600.3503 1198.686 2 1198.681 0.0053 0 32.19 0.039 K DLEDLQILIK V
559 613.3073 1224.6 2 1224.599 0.0015 0 85.65 3.20E-07 K LEAPDADELPR S
560 613.3078 1224.601 2 1224.599 0.0024 0 47.04 0.0024 K LEAPDADELPR S
561 613.308 1224.601 2 1224.599 0.0028 0 76.76 2.70E-06 K LEAPDADELPR S
562 613.308 1224.601 2 1224.599 0.0028 0 62.78 6.70E-05 K LEAPDADELPR S
564 613.3102 1224.606 2 1224.599 0.0072 0 48.13 0.0019 K LEAPDADELPR S
571 617.3287 1232.643 2 1232.64 0.0028 0 53.93 0.00061 K LTGSLSGWTSPK D
572 617.3289 1232.643 2 1232.64 0.0032 0 66.74 3.10E-05 K LTGSLSGWTSPK D
573 617.329 1232.644 2 1232.64 0.0034 0 71.42 1.00E-05 K LTGSLSGWTSPK D
574 617.3291 1232.644 2 1232.64 0.0035 0 68.84 1.80E-05 K LTGSLSGWTSPK D
575 617.3292 1232.644 2 1232.64 0.0038 0 73.79 5.70E-06 K LTGSLSGWTSPK D
599 625.8189 1249.623 2 1249.619 0.0043 0 55.83 0.00035 R TDIANLAEEFK D
600 625.819 1249.623 2 1249.619 0.0044 0 67.13 2.60E-05 R TDIANLAEEFK D
601 625.819 1249.623 2 1249.619 0.0044 0 35.5 0.037 R TDIANLAEEFK D
602 625.819 1249.624 2 1249.619 0.0045 0 60.03 0.00013 R TDIANLAEEFK D
627 634.8135 1267.612 2 1267.609 0.0039 0 44.47 0.0037 K FNPETDFLTGK D
628 634.8135 1267.612 2 1267.609 0.0039 0 44.82 0.0034 K FNPETDFLTGK D
629 634.8136 1267.613 2 1267.609 0.0042 0 45.76 0.0027 K FNPETDFLTGK D
764 487.9656 1460.875 3 1460.872 0.0035 1 44.87 0.00027 K IHPVDKLTIQGLK D
765 487.9658 1460.876 3 1460.872 0.0041 1 35.92 0.002 K IHPVDKLTIQGLK D
770 732.3801 1462.746 2 1462.742 0.0041 0 42.45 0.006 K SQFTITPGSEQIR A
771 732.3805 1462.746 2 1462.742 0.0048 0 63.7 4.40E-05 K SQFTITPGSEQIR A
772 732.3807 1462.747 2 1462.742 0.0052 0 40.22 0.0097 K SQFTITPGSEQIR A
796 500.9289 1499.765 3 1499.762 0.0029 1 37.54 0.017 K FKLEAPDADELPR S
797 500.9292 1499.766 3 1499.762 0.0039 1 55.84 0.00023 K FKLEAPDADELPR S
798 750.8904 1499.766 2 1499.762 0.0042 1 55.32 0.00025 K FKLEAPDADELPR S
799 750.8911 1499.768 2 1499.762 0.0056 1 59.41 0.00012 K FKLEAPDADELPR S
800 500.9298 1499.768 3 1499.762 0.0057 1 72.63 5.60E-06 K FKLEAPDADELPR S
831 519.5901 1555.748 3 1555.745 0.0031 0 40.14 0.0081 K C*TTDHISAAGPWLK F
832 519.5901 1555.748 3 1555.745 0.0031 0 44.03 0.0033 K C*TTDHISAAGPWLK F
834 778.8819 1555.749 2 1555.745 0.0039 0 37.82 0.014 K C*TTDHISAAGPWLK F
835 778.8825 1555.751 2 1555.745 0.0051 0 54.39 0.0003 K C*TTDHISAAGPWLK F
842 522.5862 1564.737 3 1564.734 0.0023 0 58.57 0.00012 K VAMSHFEPSEYIR Y
843 522.5865 1564.738 3 1564.734 0.0032 0 51.76 0.00055 K VAMSHFEPSEYIR Y
845 522.5869 1564.739 3 1564.734 0.0043 0 51.31 0.00066 K VAMSHFEPSEYIR Y
846 783.3766 1564.739 2 1564.734 0.0044 0 51.53 0.00063 K VAMSHFEPSEYIR Y
847 522.5869 1564.739 3 1564.734 0.0045 0 35.57 0.025 K VAMSHFEPSEYIR Y
848 783.377 1564.739 2 1564.734 0.005 0 36.22 0.022 K VAMSHFEPSEYIR Y
849 522.5871 1564.74 3 1564.734 0.0051 0 34.01 0.037 K VAMSHFEPSEYIR Y
850 783.3773 1564.74 2 1564.734 0.0056 0 40.39 0.009 K VAMSHFEPSEYIR Y
869 527.918 1580.732 3 1580.729 0.003 0 59.34 9.20E-05 K VAM@SHFEPSEYIR Y
873 791.3742 1580.734 2 1580.729 0.0046 0 33.21 0.038 K VAM@SHFEPSEYIR Y
874 527.9186 1580.734 3 1580.729 0.0046 0 56.25 0.00019 K VAM@SHFEPSEYIR Y
877 791.3747 1580.735 2 1580.729 0.0055 0 38.94 0.011 K VAM@SHFEPSEYIR Y
893 794.9243 1587.834 2 1587.83 0.0043 1 43.6 0.0041 R LQLLEPFDKWDGK D
901 801.4019 1600.789 2 1600.785 0.0046 0 68.73 1.20E-05 R NAVTQEFGPVPDTAR Y
902 534.6038 1600.79 3 1600.785 0.0049 0 53.45 0.00039 R NAVTQEFGPVPDTAR Y
903 801.402 1600.79 2 1600.785 0.005 0 57.99 0.00014 R NAVTQEFGPVPDTAR Y
904 801.4022 1600.79 2 1600.785 0.0053 0 82.08 5.60E-07 R NAVTQEFGPVPDTAR Y
905 801.4025 1600.79 2 1600.785 0.0058 0 57.33 0.00018 R NAVTQEFGPVPDTAR Y
906 801.4028 1600.791 2 1600.785 0.0066 0 39.24 0.011 R NAVTQEFGPVPDTAR Y
960 834.3887 1666.763 2 1666.759 0.0041 0 81.08 4.60E-07 R WVVIGDENYGEGSSR E
961 834.3887 1666.763 2 1666.759 0.0042 0 57.77 0.0001 R WVVIGDENYGEGSSR E
962 556.5952 1666.764 3 1666.759 0.0049 0 41.51 0.0045 R WVVIGDENYGEGSSR E
963 834.3892 1666.764 2 1666.759 0.0052 0 76.2 1.50E-06 R WVVIGDENYGEGSSR E
964 834.3898 1666.765 2 1666.759 0.0064 0 73.23 3.20E-06 R WVVIGDENYGEGSSR E
990 562.6434 1684.908 3 1684.904 0.0047 1 40.99 0.0041 K WDGKDLEDLQILIK V
991 843.4619 1684.909 2 1684.904 0.0057 1 57.18 0.00012 K WDGKDLEDLQILIK V

1042 576.0154 1725.025 3 1725.019 0.0056 1 31.62 0.0034 K LTIQGLKDFAPGKPLK C
1044 577.3345 1728.982 3 1728.977 0.0043 1 27.59 0.042 K VIGVKLTGSLSGWTSPK D
1045 866.3847 1730.755 2 1730.754 0.0012 0 33.89 0.014 R SDFDPGQDTYQHPPK D
1049 577.9265 1730.758 3 1730.754 0.0039 0 34.17 0.013 R SDFDPGQDTYQHPPK D
1053 866.3865 1730.758 2 1730.754 0.0047 0 42.38 0.002 R SDFDPGQDTYQHPPK D
1054 866.3868 1730.759 2 1730.754 0.0054 0 51.68 0.00025 R SDFDPGQDTYQHPPK D
1072 585.2983 1752.873 3 1752.868 0.005 0 68.4 1.20E-05 K DINQEVYNFLATAGAK Y
1074 585.2986 1752.874 3 1752.868 0.0057 0 41.41 0.0062 K DINQEVYNFLATAGAK Y
1075 585.2986 1752.874 3 1752.868 0.0059 0 42.38 0.005 K DINQEVYNFLATAGAK Y
1076 877.4447 1752.875 2 1752.868 0.0066 0 98.46 1.20E-08 K DINQEVYNFLATAGAK Y
1111 889.9543 1777.894 2 1777.889 0.0054 0 56.68 0.0002 K QGLLPLTFADPSDYNK I
1112 889.9547 1777.895 2 1777.889 0.0062 0 71.55 6.50E-06 K QGLLPLTFADPSDYNK I
1113 593.6389 1777.895 3 1777.889 0.0063 0 49.12 0.0011 K QGLLPLTFADPSDYNK I
1114 889.9548 1777.895 2 1777.889 0.0065 0 49.76 0.00099 K QGLLPLTFADPSDYNK I
1115 889.955 1777.896 2 1777.889 0.0068 0 48.2 0.0014 K QGLLPLTFADPSDYNK I
1116 593.6392 1777.896 3 1777.889 0.007 0 35.95 0.023 K QGLLPLTFADPSDYNK I
1117 889.9551 1777.896 2 1777.889 0.0071 0 64.29 3.40E-05 K QGLLPLTFADPSDYNK I
1118 889.9552 1777.896 2 1777.889 0.0072 0 112.46 5.10E-10 K QGLLPLTFADPSDYNK I
1175 923.4111 1844.808 2 1844.803 0.0044 0 84.33 1.70E-07 R VGLIGSC*TNSSYEDMGR S
1176 923.412 1844.809 2 1844.803 0.0061 0 89.21 6.00E-08 R VGLIGSC*TNSSYEDMGR S
1177 923.412 1844.809 2 1844.803 0.0061 0 91.91 3.20E-08 R VGLIGSC*TNSSYEDMGR S
1188 931.4078 1860.801 2 1860.798 0.0029 0 81.38 2.00E-07 R VGLIGSC*TNSSYEDM@GR S
1190 931.4089 1860.803 2 1860.798 0.0051 0 98.31 3.90E-09 R VGLIGSC*TNSSYEDM@GR S
1191 621.2753 1860.804 3 1860.798 0.0058 0 53.43 0.00013 R VGLIGSC*TNSSYEDM@GR S
1192 931.4094 1860.804 2 1860.798 0.006 0 69.83 2.90E-06 R VGLIGSC*TNSSYEDM@GR S



1193 931.4094 1860.804 2 1860.798 0.0061 0 97.95 4.50E-09 R VGLIGSC*TNSSYEDM@GR S
1197 623.6426 1867.906 3 1867.906 -0.0005 0 41.89 0.0047 K IVYGHLDDPANQEIER G
1198 623.6435 1867.909 3 1867.906 0.0022 0 45.68 0.002 K IVYGHLDDPANQEIER G
1199 934.9628 1867.911 2 1867.906 0.0046 0 52.55 0.0004 K IVYGHLDDPANQEIER G
1200 623.6449 1867.913 3 1867.906 0.0064 0 52.98 0.00039 K IVYGHLDDPANQEIER G
1235 636.3367 1905.988 3 1905.984 0.0048 1 42.7 0.0034 K KQGLLPLTFADPSDYNK I
1237 636.3375 1905.991 3 1905.984 0.007 1 45.28 0.0019 K KQGLLPLTFADPSDYNK I
1238 954.0026 1905.991 2 1905.984 0.007 1 61.98 4.00E-05 K KQGLLPLTFADPSDYNK I
1265 651.6761 1952.006 3 1952 0.0061 1 47.32 0.0013 R AKDINQEVYNFLATAGAK Y
1266 977.0109 1952.007 2 1952 0.0069 1 90.77 5.80E-08 R AKDINQEVYNFLATAGAK Y
1340 720.0131 2157.018 3 2157.01 0.008 0 81.94 3.80E-07 R DVGGIVLANAC*GPC*IGQWDR K
1398 1110.096 2218.178 2 2218.171 0.0073 0 99.26 3.90E-09 R GHLDNISNNLLIGAINIENGK A
1400 740.4001 2218.178 3 2218.171 0.0079 0 54.73 0.0001 R GHLDNISNNLLIGAINIENGK A
1403 740.4003 2218.179 3 2218.171 0.0084 0 49.37 0.00037 R GHLDNISNNLLIGAINIENGK A
1464 754.0535 2259.139 3 2259.132 0.007 0 37.87 0.0091 K VAVPSTIHC*DHLIEAQVGGEK D
1466 754.0536 2259.139 3 2259.132 0.0072 0 52.02 0.00035 K VAVPSTIHC*DHLIEAQVGGEK D
1467 1130.577 2259.139 2 2259.132 0.0075 0 69.36 6.40E-06 K VAVPSTIHC*DHLIEAQVGGEK D
1547 780.0612 2337.162 3 2337.153 0.0088 0 58.43 7.40E-05 R VAMQDATAQMAMLQFISSGLPK V
1549 1169.588 2337.162 2 2337.153 0.0091 0 106.94 1.10E-09 R VAMQDATAQMAMLQFISSGLPK V
1559 1177.584 2353.153 2 2353.148 0.0054 0 73.59 2.20E-06 R VAM@QDATAQMAMLQFISSGLPK V
1560 1177.585 2353.155 2 2353.148 0.0074 0 111.37 3.60E-10 R VAM@QDATAQMAMLQFISSGLPK V
1561 1177.586 2353.157 2 2353.148 0.0091 0 94.32 2.00E-08 R VAM@QDATAQMAMLQFISSGLPK V
1570 788.0183 2361.033 3 2361.026 0.0073 1 41.04 0.002 R SDFDPGQDTYQHPPKDSSGQR V
1576 1185.581 2369.148 2 2369.143 0.0049 0 91.21 3.90E-08 R VAMQDATAQM@AM@LQFISSGLPK V
1579 790.7238 2369.149 3 2369.143 0.0065 0 62.07 3.60E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1580 1185.582 2369.15 2 2369.143 0.0068 0 53.46 0.00026 R VAMQDATAQM@AM@LQFISSGLPK V
1582 1185.583 2369.151 2 2369.143 0.0078 0 58.26 8.40E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1583 790.7246 2369.152 3 2369.143 0.0091 0 64.12 2.20E-05 R VAMQDATAQM@AM@LQFISSGLPK V
1593 1193.58 2385.145 2 2385.138 0.0073 0 95.66 1.30E-08 R VAM@QDATAQM@AM@LQFISSGLPK V
1594 796.0561 2385.146 3 2385.138 0.0086 0 69.96 4.90E-06 R VAM@QDATAQM@AM@LQFISSGLPK V
1692 927.4897 2779.447 3 2779.439 0.008 0 53.35 0.00012 R NDANPETHAFVTSPEIVTALAIAGTLK F
1693 927.4897 2779.447 3 2779.439 0.0082 0 64.01 9.90E-06 R NDANPETHAFVTSPEIVTALAIAGTLK F
1694 1390.732 2779.449 2 2779.439 0.0094 0 49.71 0.00028 R NDANPETHAFVTSPEIVTALAIAGTLK F
1695 927.4902 2779.449 3 2779.439 0.0097 0 29.61 0.029 R NDANPETHAFVTSPEIVTALAIAGTLK F
1701 927.8203 2780.439 3 2779.439 0.9997 0 49.94 0.00038 R NDANPETHAFVTSPEIVTALAIAGTLK F
1835 1143.773 4571.063 4 4571.061 0.0017 0 42.49 0.0004 K GGTGAIVEYHGPGVDSISC*TGMATIC*NM@GAEIGATTSVFPYNHR M

Q921I1 Serotransferrin 239 8 8 76674 6.94 202 475.2841 948.5537 2 948.5505 0.0033 0 50.02 0.00064 R IPSHAVVAR K
212 482.7417 963.4689 2 963.4662 0.0027 0 59.55 0.0002 K DGGGDVAFVK H
588 621.3116 1240.609 2 1240.605 0.0038 0 33.81 0.044 K HQTVLDNTEGK N
742 473.9308 1418.77 3 1418.767 0.0034 0 53.83 0.0003 R LYLGHNYVTAIR N
950 825.8688 1649.723 2 1649.718 0.0052 0 45.98 0.0011 K YLGAEYM@QSVGNM@R K

1121 891.3803 1780.746 2 1780.74 0.0058 0 43.38 0.00093 K FDEFFSQGC*APGYEK N
1156 907.379 1812.744 2 1812.739 0.0042 0 49.63 0.00013 K IEC*ESAETTEDC*IEK I
1268 979.4519 1956.889 2 1956.885 0.0045 0 67.9 6.70E-06 R NQQEGVC*PEGSIDNSPVK W

P47857 6-phosphofructokinase, muscle type 96 3 3 85215 8.24 130 435.7628 869.511 2 869.5083 0.0027 0 34.63 0.029 R IGLIQGNR V
590 622.8681 1243.722 2 1243.718 0.004 0 38.37 0.0068 R ALVFQPVTELK D
677 659.3506 1316.687 2 1316.683 0.0034 0 51.19 0.001 R LPLMEC*VQVTK D

Q8BMS1 Trifunctional enzyme subunit alpha, mito 68 1 1 82617 9.24 1171 611.6406 1831.9 3 1831.895 0.0047 0 68.39 1.20E-05 R LPAKPEVSSDEDVQYR V

8 P05213 Tubulin alpha-1B chain 1113 34 20 50120 4.94 154 452.2191 902.4237 2 902.4208 0.0029 0 42.37 0.0061 K FDLM@YAK R
156 453.7169 905.4192 2 905.4164 0.0028 0 36.26 0.042 R EDMAALEK D
253 508.2938 1014.573 2 1014.571 0.002 0 68.18 2.70E-05 K DVNAAIATIK T
325 543.3152 1084.616 2 1084.613 0.0031 0 46.02 0.0027 K EIIDLVLDR I
326 543.3153 1084.616 2 1084.613 0.0033 0 42.94 0.0055 K EIIDLVLDR I
491 625.2812 1248.548 2 1248.545 0.0025 0 35.91 0.015 K YMAC*C*LLYR G
504 633.2791 1264.544 2 1264.54 0.0033 0 42.43 0.0024 K YM@AC*C*LLYR G
584 705.8923 1409.77 2 1409.767 0.0034 0 47.66 0.001 R QLFHPEQLITGK E
619 744.4426 1486.871 2 1486.872 -0.0012 0 72.66 1.10E-06 R LISQIVSSITASLR F
620 744.4454 1486.876 2 1486.872 0.0044 0 112.65 1.00E-10 R LISQIVSSITASLR F
621 496.6328 1486.877 3 1486.872 0.0046 0 79.12 2.20E-07 R LISQIVSSITASLR F
623 744.4462 1486.878 2 1486.872 0.0059 0 89.65 2.10E-08 R LISQIVSSITASLR F
624 744.4462 1486.878 2 1486.872 0.0059 0 66.66 4.20E-06 R LISQIVSSITASLR F
625 744.4463 1486.878 2 1486.872 0.0063 0 41.08 0.0015 R LISQIVSSITASLR F
656 792.8823 1583.75 2 1583.744 0.0058 0 71.49 6.70E-06 R SIQFVDWC*PTGFK V
708 851.4593 1700.904 2 1700.899 0.0056 0 97.12 1.40E-08 R AVFVDLEPTVIDEVR T
709 567.9755 1700.905 3 1700.899 0.006 0 75.48 2.10E-06 R AVFVDLEPTVIDEVR T
746 878.988 1755.962 2 1755.956 0.0056 0 38.57 0.0052 R IHFPLATYAPVISAEK A
747 586.3278 1755.962 3 1755.956 0.0057 0 33.01 0.019 R IHFPLATYAPVISAEK A
748 586.3279 1755.962 3 1755.956 0.0059 0 39.54 0.0041 R IHFPLATYAPVISAEK A
749 878.9882 1755.962 2 1755.956 0.006 0 59.85 3.90E-05 R IHFPLATYAPVISAEK A
797 609.0015 1823.983 3 1823.978 0.0046 0 34.27 0.016 K VGINYQPPTVVPGGDLAK V
798 912.9987 1823.983 2 1823.978 0.0046 0 34.71 0.014 K VGINYQPPTVVPGGDLAK V
799 912.9992 1823.984 2 1823.978 0.0057 0 30.74 0.039 K VGINYQPPTVVPGGDLAK V
806 932.9588 1863.903 2 1863.897 0.0059 0 82.68 4.60E-07 R AVC*MLSNTTAIAEAWAR L
807 622.3085 1863.904 3 1863.897 0.0065 0 49.16 0.001 R AVC*MLSNTTAIAEAWAR L
816 627.6398 1879.898 3 1879.892 0.0055 0 42.15 0.0046 R AVC*M@LSNTTAIAEAWAR L
817 940.9563 1879.898 2 1879.892 0.006 0 104.05 3.10E-09 R AVC*M@LSNTTAIAEAWAR L
869 1004.454 2006.893 2 2006.886 0.0075 0 72.22 2.40E-06 K TIGGGDDSFNTFFSETGAGK H

1052 782.6787 2345.014 3 2345.006 0.0082 0 48.62 0.00035 R AFVHWYVGEGM@EEGEFSEAR E
1073 1205.112 2408.21 2 2408.201 0.0088 0 47.45 0.00092 R FDGALNVDLTEFQTNLVPYPR I
1108 917.4385 2749.294 3 2749.284 0.0098 0 33.51 0.021 K AYHEQLSVAEITNAC*FEPANQMVK C
1109 922.7696 2765.287 3 2765.279 0.0081 0 42.43 0.0027 K AYHEQLSVAEITNAC*FEPANQM@VK C
1210 970.2727 3877.062 4 3877.063 -0.0008 1 44.37 0.00029 R LISQIVSSITASLRFDGALNVDLTEFQTNLVPYPR I

P56480 ATP synthase subunit beta, mitochondr 973 27 23 56265 5.19 146 450.265 898.5154 2 898.5124 0.003 0 36.53 0.025 K VLDSGAPIK I
204 488.2856 974.5567 2 974.5549 0.0018 0 48.91 0.0018 K IGLFGGAGVGK T
273 519.8019 1037.589 2 1037.587 0.0024 0 53.53 0.0003 K IPVGPETLGR I
330 544.8229 1087.631 2 1087.628 0.0036 0 56.85 0.0002 K VVDLLAPYAK G
500 631.8254 1261.636 2 1261.634 0.0027 0 55.2 0.00042 R TIAMDGTEGLVR G
513 639.8232 1277.632 2 1277.629 0.0034 0 55.69 0.00039 R TIAM@DGTEGLVR G
570 693.3603 1384.706 2 1384.702 0.004 0 59.82 0.0001 R IMNVIGEPIDER G
581 701.358 1400.702 2 1400.697 0.0046 0 58.44 0.00014 R IM@NVIGEPIDER G
597 718.3832 1434.752 2 1434.747 0.0052 0 90.66 8.00E-08 R FTQAGSEVSALLGR I
604 729.4266 1456.839 2 1456.832 0.0064 0 39.05 0.004 K TVLIMELINNVAK A
615 737.4235 1472.833 2 1472.827 0.0053 0 77.46 7.30E-07 K TVLIM@ELINNVAK A
616 737.4241 1472.834 2 1472.827 0.0065 0 79.59 4.90E-07 K TVLIM@ELINNVAK A
666 801.4115 1600.808 2 1600.803 0.0053 0 80.46 8.10E-07 K VALVYGQMNEPPGAR A
674 809.4076 1616.801 2 1616.798 0.0026 0 79.5 1.10E-06 K VALVYGQM@NEPPGAR A
689 550.9788 1649.915 3 1649.91 0.0046 0 56.97 5.50E-05 R LVLEVAQHLGESTVR T
690 825.9648 1649.915 2 1649.91 0.0051 0 82.71 1.50E-07 R LVLEVAQHLGESTVR T
802 614.9666 1841.878 3 1841.873 0.005 0 62.32 4.20E-05 R IMDPNIVGNEHYDVAR G
805 620.2976 1857.871 3 1857.868 0.0031 0 53.38 0.0003 R IM@DPNIVGNEHYDVAR G
830 640.3722 1918.095 3 1918.089 0.006 1 53.32 4.50E-05 K VLDSGAPIKIPVGPETLGR I
832 641.3253 1920.954 3 1920.958 -0.0042 0 41.85 0.0049 R DQEGQDVLLFIDNIFR F
833 961.4858 1920.957 2 1920.958 -0.0011 0 55.43 0.00021 R DQEGQDVLLFIDNIFR F
858 994.5252 1987.036 2 1987.026 0.0097 0 78.51 8.20E-07 R AIAELGIYPAVDPLDSTSR I

1004 766.6984 2297.073 3 2297.067 0.0067 0 30.93 0.043 R IPSAVGYQPTLATDM@GTM@QER I
1100 897.7999 2690.378 3 2690.368 0.0096 1 87.47 6.20E-08 K SLQDIIAILGM@DELSEEDKLTVSR A
1129 1011.233 3030.678 3 3030.675 0.0024 0 25.45 0.02 R IVAVIGAVVDVQFDEGLPPILNALEVQGR D
1181 836.439 3341.727 4 3341.73 -0.0026 1 29.87 0.016 R VALTGLTVAEYFRDQEGQDVLLFIDNIFR F
1182 1114.917 3341.729 3 3341.73 -0.0008 1 63.68 6.70E-06 R VALTGLTVAEYFRDQEGQDVLLFIDNIFR F

P21614 Vitamin D-binding protein 337 11 9 53565 5.39 194 483.27 964.5255 2 964.5229 0.0026 0 37.51 0.025 R QLTSFIEK G
295 526.3124 1050.61 2 1050.607 0.0029 0 57.08 0.00011 R SLSLILYSR K
301 529.281 1056.548 2 1056.545 0.0023 0 44.98 0.0038 K TPNTSPAELK D
391 567.7869 1133.559 2 1133.557 0.002 0 42.79 0.0097 K VC*NELAMLGK E
399 573.7678 1145.521 2 1145.518 0.0034 0 47.08 0.0012 R VC*SQYAAYGK E
406 575.7852 1149.556 2 1149.552 0.0036 0 40.35 0.013 K VC*NELAM@LGK E
672 807.4144 1612.814 2 1612.81 0.0045 0 88.08 1.30E-07 K FSSSTFEQVNQLVK E

1065 795.3241 2382.951 3 2382.944 0.0068 0 39.82 0.00038 R C*C*ESTSEDC*MASELPEHTIK I
1080 814.436 2440.286 3 2440.285 0.0013 0 48.95 0.00039 K VPTANLENVLPLAEDFTEILSR C
1081 1221.151 2440.287 2 2440.285 0.0018 0 61.03 2.50E-05 K VPTANLENVLPLAEDFTEILSR C
1090 854.6886 2561.044 3 2561.036 0.0083 0 62.71 3.30E-06 K EVVSLTEEC*C*AEGADPTC*YDTR T

P63038 60 kDa heat shock protein, mitochondria 331 11 11 60950 5.83 149 451.2719 900.5293 2 900.528 0.0013 0 38.31 0.022 K LSDGVAVLK V
160 456.7987 911.5828 2 911.5804 0.0024 0 60.59 2.30E-05 K VGLQVVAVK A
192 480.7603 959.506 2 959.5036 0.0024 0 58.53 0.00029 R VTDALNATR A
417 385.2617 1152.763 3 1152.759 0.0039 1 30.04 0.002 R LKVGLQVVAVK A
472 608.3344 1214.654 2 1214.651 0.0036 0 38.82 0.017 K NAGVEGSLIVEK I
482 617.303 1232.592 2 1232.589 0.0031 0 53.2 0.00064 K VGGTSDVEVNEK K
654 524.9747 1571.902 3 1571.896 0.0067 1 29.31 0.027 R GVM@LAVDAVIAELKK Q
701 842.9584 1683.902 2 1683.898 0.0045 0 65.14 1.70E-05 R AAVEEGIVLGGGC*ALLR C
823 635.692 1904.054 3 1904.048 0.0063 0 56.52 5.90E-05 K ISSVQSIVPALEIANAHR K

1088 854.0903 2559.249 3 2559.241 0.0079 0 59.64 5.00E-05 K LVQDVANNTNEEAGDGTTTATVLAR S
1115 947.5209 2839.541 3 2839.543 -0.0022 1 54.35 4.00E-05 R TALLDAAGVASLLTTAEAVVTEIPKEEK D

O54724 Polymerase I and transcript release fact 289 8 7 43927 5.43 396 570.7853 1139.556 2 1139.553 0.0029 0 42.26 0.0075 K VM@IYQDEVK L
444 593.3288 1184.643 2 1184.64 0.003 0 48.47 0.0017 K LEVNEAELLR R
536 657.3769 1312.739 2 1312.735 0.0042 1 55.09 0.00022 K KLEVNEAELLR R
537 438.5872 1312.74 3 1312.735 0.0047 1 43.13 0.0033 K KLEVNEAELLR R
636 767.3701 1532.726 2 1532.721 0.0051 0 43.14 0.0041 R ATEEPSGTGSDELIK S
662 800.4544 1598.894 2 1598.888 0.0063 0 48.64 0.00055 K SDQVNGVLVLSLLDK I
837 966.9318 1931.849 2 1931.842 0.0073 0 64.29 1.40E-05 K ATEMVEVGPEDDEVGAER G
875 1013.056 2024.097 2 2024.09 0.0065 0 109.43 3.40E-10 K IIGAVDQIQLTQAQLEER Q

P68372 Tubulin beta-2C chain 239 7 7 49799 4.79 274 520.3016 1038.589 2 1038.586 0.0024 0 34.19 0.028 R YLTVAAVFR G
421 580.3198 1158.625 2 1158.622 0.0031 0 43.22 0.0066 K LAVNM@VPFPR L
489 623.3021 1244.59 2 1244.586 0.0037 0 60.9 7.70E-05 R ISEQFTAM@FR R
552 664.8293 1327.644 2 1327.641 0.0033 0 38.28 0.016 R INVYYNEATGGK Y
611 731.8483 1461.682 2 1461.677 0.0052 0 32.74 0.039 K EVDEQM@LNVQNK N
675 809.4141 1616.814 2 1616.808 0.0057 0 40.2 0.0094 R AVLVDLEPGTM@DSVR S
814 937.4748 1872.935 2 1872.929 0.0059 0 90.71 7.00E-08 K M@SATFIGNSTAIQELFK R

P29699 Alpha-2-HS-glycoprotein 233 7 6 37302 6.04 685 819.4003 1636.786 2 1636.781 0.0047 0 39.29 0.012 K VGQPGAAGPVSPMC*PGR I
692 827.3984 1652.782 2 1652.776 0.0059 0 41.37 0.0067 K VGQPGAAGPVSPM@C*PGR I
800 610.2957 1827.865 3 1827.861 0.0044 0 46.43 0.0016 K ANLMHNLGGEEVSVAC*K L
804 615.6276 1843.861 3 1843.856 0.0054 0 31.42 0.05 K ANLM@HNLGGEEVSVAC*K L

1086 1272.671 2543.327 2 2543.331 -0.0038 0 88.99 4.40E-08 R AQNVPLPVSTLVEFVIAATDC*TAK E
1087 848.7835 2543.329 3 2543.331 -0.0018 0 54.02 0.00013 R AQNVPLPVSTLVEFVIAATDC*TAK E
1162 1095.877 3284.61 3 3284.602 0.0075 0 51.34 0.00024 R ELAC*DDPEAEQVALLAVDYLNNHLLQGFK Q

P62737 Actin, aortic smooth muscle 181 5 5 41982 5.23 37 398.2413 794.4681 2 794.465 0.0031 0 32.48 0.037 K IIAPPER K
205 488.7289 975.4432 2 975.441 0.0021 0 70.35 9.50E-06 K AGFAGDDAPR A
385 565.779 1129.543 2 1129.54 0.003 0 46.56 0.0024 R GYSFVTTAER E
630 500.9084 1499.703 3 1499.701 0.0029 0 38.86 0.012 K QEYDEAGPSIVHR K
762 895.9523 1789.89 2 1789.885 0.0055 0 86.64 1.90E-07 K SYELPDGQVITIGNER F

9 P56480 ATP synthase subunit beta, mitochondr 518 17 14 56265 5.19 307 544.8229 1087.631 2 1087.628 0.0036 0 32.74 0.05 K VVDLLAPYAK G
464 631.8261 1261.638 2 1261.634 0.004 0 43.66 0.0058 R TIAMDGTEGLVR G
475 639.8239 1277.633 2 1277.629 0.0046 0 52.69 0.00069 R TIAM@DGTEGLVR G



514 693.3609 1384.707 2 1384.702 0.0052 0 45.71 0.0024 R IMNVIGEPIDER G
518 701.3583 1400.702 2 1400.697 0.0051 0 46.4 0.0022 R IMNVIGEPIDER G
532 718.3833 1434.752 2 1434.747 0.0054 0 77.46 1.70E-06 R FTQAGSEVSALLGR I
536 720.4007 1438.787 2 1438.782 0.0048 0 95.91 1.60E-08 R VALTGLTVAEYFR D
550 737.4237 1472.833 2 1472.827 0.0056 0 75.51 1.20E-06 K TVLIM@ELINNVAK A
582 801.4117 1600.809 2 1600.803 0.0057 0 38.3 0.013 K VALVYGQMNEPPGAR A
602 550.9793 1649.916 3 1649.91 0.006 0 33.64 0.014 R LVLEVAQHLGESTVR T
603 825.9657 1649.917 2 1649.91 0.0068 0 79.09 3.90E-07 R LVLEVAQHLGESTVR T
716 640.3726 1918.096 3 1918.089 0.0071 1 45.52 0.00026 K VLDSGAPIKIPVGPETLGR I
718 961.4855 1920.956 2 1920.958 -0.0018 0 55.22 0.00022 R DQEGQDVLLFIDNIFR F
749 663.3511 1987.031 3 1987.026 0.0052 0 33.33 0.025 R AIAELGIYPAVDPLDSTSR I
750 994.5244 1987.034 2 1987.026 0.008 0 43.1 0.0028 R AIAELGIYPAVDPLDSTSR I
878 766.6993 2297.076 3 2297.067 0.0092 0 50.2 0.00052 R IPSAVGYQPTLATDM@GTM@QER I

1015 1238.969 3713.886 3 3713.879 0.0067 0 39.33 0.0021 K GSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSR A
Q99KJ8 Dynactin subunit 2 499 12 10 44090 5.14 240 514.8224 1027.63 2 1027.628 0.0026 0 43.03 0.0029 R LLLQLEATK S

244 516.2914 1030.568 2 1030.566 0.0024 0 69.72 1.90E-05 R LTELEATVR C
406 592.8735 1183.732 2 1183.729 0.0036 1 49.11 0.00025 K RLLLQLEATK S
574 791.9351 1581.856 2 1581.852 0.0041 0 51.09 0.0004 R WSPVASTLPELVQR L
577 796.4121 1590.81 2 1590.804 0.0061 0 66.65 2.70E-05 K DNTALLTQVQTTMR E
579 533.6314 1597.872 3 1597.868 0.0049 0 54.81 0.00017 K VSALDLAVLDQVEAR L
580 799.9444 1597.874 2 1597.868 0.0067 0 66.72 1.20E-05 K VSALDLAVLDQVEAR L
586 804.4093 1606.804 2 1606.799 0.0056 0 87.93 1.70E-07 K DNTALLTQVQTTM@R E
610 834.4493 1666.884 2 1666.878 0.0064 0 57.23 9.40E-05 R LLHEVQELTTEVEK I
692 918.002 1833.99 2 1833.984 0.0059 0 52.31 0.00027 K LLGPDAAINLADPDGALAK R
711 952.9365 1903.859 2 1903.851 0.0075 0 89.52 4.90E-08 R TGYESGDYEMLGEGLGVK E
717 960.9335 1919.852 2 1919.846 0.0065 0 75.76 1.40E-06 R TGYESGDYEM@LGEGLGVK E

Q07076 Annexin A7 395 12 11 49907 5.91 259 522.8021 1043.59 2 1043.586 0.0033 0 34.94 0.05 R SEIDLVQIK Q
297 536.7495 1071.485 2 1071.481 0.0037 0 49.97 0.00061 R C*YQLEFGR D
312 546.2715 1090.528 2 1090.526 0.0029 0 88.79 2.20E-07 K GAGTDDSTLVR I
342 558.8277 1115.641 2 1115.637 0.0036 0 56.45 0.0002 R VLIEILC*TR T
594 817.3754 1632.736 2 1632.73 0.0062 0 60.37 4.90E-05 K TLSTM@IASDTSGDYR K
598 547.9205 1640.74 3 1640.733 0.0071 0 34.27 0.021 R QSVNHQMAQEDAQR L
618 853.9233 1705.832 2 1705.827 0.005 0 75.48 2.50E-06 K GFGTDEQAIVDVVSNR S
620 569.6182 1705.833 3 1705.827 0.0057 0 46.6 0.0019 K GFGTDEQAIVDVVSNR S
633 864.4109 1726.807 2 1726.802 0.0055 0 109.07 9.70E-10 R LGTDESC*FNMILATR S
637 872.4094 1742.804 2 1742.797 0.0074 0 63.94 2.50E-05 R LGTDESC*FNM@ILATR S
642 587.9509 1760.831 3 1760.825 0.0057 1 36.52 0.016 K TLSTM@IASDTSGDYRK L
712 636.3389 1905.995 3 1905.988 0.0066 0 31.33 0.043 K TILQC*ALNRPAFFAER L

A3KG59 Peptidase M20 domain-containing prote 367 11 9 46452 5.15 447 615.3243 1228.634 2 1228.63 0.0042 0 43.38 0.0056 K LQEEQLLNTAA -
455 622.2868 1242.559 2 1242.555 0.004 0 47.01 0.0013 K TLC*SAYTENGK K
468 632.3711 1262.728 2 1262.723 0.0042 0 63.57 1.50E-05 R AALESIAAPPPVK V
539 721.3829 1440.751 2 1440.746 0.0053 0 78.74 1.10E-06 K VIVLGTPAEEDGGGK I
540 721.3829 1440.751 2 1440.746 0.0053 0 45.06 0.0025 K VIVLGTPAEEDGGGK I
787 710.0806 2127.22 3 2127.213 0.0075 0 31.31 0.0038 K ALAMTALDVIFKPALLEGVR K
788 715.412 2143.214 3 2143.208 0.0068 0 61.48 7.80E-06 K ALAM@TALDVIFKPALLEGVR K
789 715.4124 2143.215 3 2143.208 0.0079 0 66.38 2.50E-06 K ALAM@TALDVIFKPALLEGVR K
850 750.7401 2249.199 3 2249.19 0.0082 0 60.69 2.40E-05 M GPVVERPAEPGTSSAAELELLK R
903 772.7414 2315.202 3 2315.195 0.0074 0 31.5 0.026 K NGGVKPNIIPSYSELVYYFR A
958 941.4513 2821.332 3 2821.323 0.0092 0 32.04 0.023 R AAALATGC*TVDIESEAHDYYNVIPNK T

P62737 Actin, aortic smooth muscle 314 11 10 41982 5.23 29 396.1911 790.3677 2 790.3643 0.0033 0 40.6 0.015 K C*DIDIR K
32 398.2417 794.4688 2 794.465 0.0038 0 38.19 0.0099 K IIAPPER K

192 488.7292 975.4439 2 975.441 0.0029 0 62.42 5.50E-05 K AGFAGDDAPR A
354 565.7793 1129.544 2 1129.54 0.0037 0 44.78 0.0033 R GYSFVTTAER E
557 500.9091 1499.705 3 1499.701 0.0049 0 32.69 0.047 K QEYDEAGPSIVHR K
559 750.8605 1499.706 2 1499.701 0.0059 0 59.58 0.0001 K QEYDEAGPSIVHR K
659 895.9529 1789.891 2 1789.885 0.0067 0 102 5.60E-09 K SYELPDGQVITIGNER F
734 978.5303 1955.046 2 1955.036 0.0096 0 32.27 0.026 R VAPEEHPTLLTEAPLNPK A
924 791.3926 2371.156 3 2371.148 0.0081 1 48.21 0.00074 R KDLYANNVLSGGTTM@YPGIADR M
942 1268.585 2535.156 2 2535.151 0.0055 0 53.02 0.0002 K LC*YVALDFENEMATAASSSSLEK S
945 851.3925 2551.156 3 2551.146 0.0098 0 45.6 0.0011 K LC*YVALDFENEM@ATAASSSSLEK S

Q61081 Hsp90 co-chaperone Cdc37 216 6 5 44565 5.24 456 624.3206 1246.627 2 1246.623 0.004 0 52.6 0.00082 K DVQMLQDAISK M
465 632.3182 1262.622 2 1262.618 0.0043 0 50.36 0.0012 K DVQM@LQDAISK M
466 632.3185 1262.623 2 1262.618 0.0049 0 59.95 0.00013 K DVQM@LQDAISK M
615 851.9129 1701.811 2 1701.806 0.0056 0 87.96 1.30E-07 K ELEVAESDGQVELER L
622 854.4283 1706.842 2 1706.836 0.0059 0 34.5 0.031 K EGEEAGPGDPLLEAVPK A
861 1135.087 2268.159 2 2268.153 0.0063 0 65.8 1.10E-05 R LGPGGLDPVEVYESLPEELQK C

Q922R8 Protein disulfide-isomerase A6 206 5 5 48070 5 300 539.8123 1077.61 2 1077.607 0.003 0 36.45 0.019 R NSYLEVLLK L
370 576.254 1150.493 2 1150.489 0.0043 0 48.37 0.00067 K GESPVDYDGGR T
515 693.8855 1385.756 2 1385.751 0.005 0 69.41 9.20E-06 R TGEAIVDAALSALR Q
562 764.4307 1526.847 2 1526.842 0.0051 0 101.64 3.00E-09 K LAAVDATVNQVLASR Y
583 801.4208 1600.827 2 1600.821 0.0061 0 53.83 0.00034 R GSTAPVGGGSFPTITPR E

Q9D2G2 Dihydrolipoyllysine-residue succinyltran 200 5 5 48942 9.11 227 508.2689 1014.523 2 1014.521 0.0024 0 40.88 0.011 K LGFM@SAFVK A
408 595.334 1188.654 2 1188.65 0.0032 0 73.46 5.10E-06 K VEGGTPLFTLR K
543 727.8358 1453.657 2 1453.651 0.0064 0 57.09 0.00014 R NVETMNYADIER T
548 735.8334 1469.652 2 1469.646 0.0067 0 51.27 0.00035 R NVETM@NYADIER T
791 1094.07 2186.126 2 2186.122 0.0044 0 66.52 9.80E-06 K ASAFALQEQPVVNAVIDDATK E

Q99L47 Hsc70-interacting protein 198 5 5 41630 5.19 48 410.735 819.4555 2 819.4524 0.0031 0 38.05 0.03 K VM@NLISK L
329 553.81 1105.605 2 1105.602 0.0035 0 60.13 0.00012 K AIDLFTDAIK L
517 699.8164 1397.618 2 1397.613 0.005 0 88.79 8.20E-08 K LDYDEDASAMLR E
528 714.8727 1427.731 2 1427.726 0.0053 0 75.4 2.70E-06 K GAAIEALNDGELQK A
541 723.3699 1444.725 2 1444.72 0.0054 0 48.18 0.0015 R AIEINPDSAQPYK W

Q9CZ13 Cytochrome b-c1 complex subunit 1, mi 84 3 3 52735 5.75 338 555.7765 1109.538 2 1109.535 0.0031 0 47.64 0.0022 R TDLTDYLNR N
504 677.3223 1352.63 2 1352.624 0.0059 0 57.07 0.0002 R LC*TSATESEVTR G
786 703.379 2107.115 3 2107.11 0.0055 0 33.72 0.016 R M@VLAAAGGVEHQQLLDLAQK H

10 Q9D1A2 Cytosolic non-specific dipeptidase 795 23 19 52734 5.43 175 469.2548 936.495 2 936.4916 0.0033 0 46.67 0.0031 R LNYIEGTK M
264 517.2711 1032.528 2 1032.524 0.0036 0 39.68 0.02 K FAELQSPNK F
382 563.8159 1125.617 2 1125.614 0.0031 0 34.27 0.038 K TGQEIPVNLR F
426 581.3181 1160.622 2 1160.619 0.0026 1 45.07 0.005 K KFAELQSPNK F
455 593.8393 1185.664 2 1185.661 0.0035 0 101.32 8.30E-09 R LGGSVELVDIGK Q
490 610.7935 1219.573 2 1219.569 0.0036 0 79.01 1.20E-06 R MMEVAAADVQR L
502 617.329 1232.643 2 1232.64 0.0033 0 57.91 0.00024 K TVFGVEPDLTR E
510 618.791 1235.567 2 1235.564 0.0035 0 94.7 2.50E-08 R M@MEVAAADVQR L
511 618.7912 1235.568 2 1235.564 0.004 0 51.27 0.00056 R M@MEVAAADVQR L
520 626.7888 1251.563 2 1251.559 0.0042 0 56.84 0.00014 R M@M@EVAAADVQR L
659 749.3545 1496.694 2 1496.69 0.0049 0 80.07 7.50E-07 K AVFQYIDENQDR Y
671 764.9103 1527.806 2 1527.801 0.0055 0 43.5 0.004 K MLAAYLYEVSQLK N
676 515.607 1543.799 3 1543.796 0.0036 0 33.5 0.04 K M@LAAYLYEVSQLK N
677 772.9075 1543.8 2 1543.796 0.0048 0 81.75 6.10E-07 K M@LAAYLYEVSQLK N
727 829.9291 1657.844 2 1657.839 0.0052 1 51.66 0.00055 K M@LAAYLYEVSQLK -
729 829.9927 1657.971 2 1657.965 0.0054 0 39.29 0.0012 K LPDGSEIPLPPILLGK L
762 867.9523 1733.89 2 1733.884 0.0064 0 57.3 0.00016 R EGGSIPVTLTFQEATGK N
774 883.8951 1765.776 2 1765.769 0.0065 0 69.23 5.10E-06 R GIC*YFFIEVEC*SDK D
826 923.9226 1845.831 2 1845.824 0.0063 0 77.73 8.50E-07 K DVDYVC*ISDNYWLGK N
835 626.6531 1876.937 3 1876.932 0.0055 0 34.88 0.027 R YPSLSLHGIEGAFSGSGAK T
843 639.0493 1914.126 3 1914.119 0.0072 1 25.81 0.0096 K QKLPDGSEIPLPPILLGK L
946 746.0538 2235.14 3 2235.134 0.0052 0 63.67 1.90E-05 R LVPDM@IPEVVSEQVSSYLSK K
947 746.0544 2235.141 3 2235.134 0.0069 0 53.94 0.00019 R LVPDM@IPEVVSEQVSSYLSK K

O54724 Polymerase I and transcript release fact 633 15 10 43927 5.43 378 562.7878 1123.561 2 1123.558 0.0027 0 39.88 0.014 K VMIYQDEVK L
396 570.7852 1139.556 2 1139.553 0.0026 0 49.72 0.0013 K VM@IYQDEVK L
439 586.339 1170.664 2 1170.661 0.0027 1 44.87 0.003 K IREGEVEVLK A
546 646.3271 1290.64 2 1290.636 0.004 0 41.56 0.01 K SFTPDHVVYAR S
560 657.3768 1312.739 2 1312.735 0.004 1 70.25 7.10E-06 K KLEVNEAELLR R
672 767.3702 1532.726 2 1532.721 0.0053 0 56.28 0.0002 R ATEEPSGTGSDELIK S
680 517.2822 1548.825 3 1548.822 0.0027 1 51.75 0.00053 K VM@IYQDEVKLPAK L
694 800.4536 1598.893 2 1598.888 0.0046 0 71.86 2.50E-06 K SDQVNGVLVLSLLDK I
803 902.9433 1803.872 2 1803.867 0.0048 0 102.28 4.30E-09 R QAEMEGAVQSIQGELSK L
813 910.9414 1819.868 2 1819.862 0.0061 0 107.86 1.30E-09 R QAEM@EGAVQSIQGELSK L
814 607.6301 1819.869 3 1819.862 0.0064 0 51.38 0.00057 R QAEM@EGAVQSIQGELSK L
846 966.9316 1931.849 2 1931.842 0.0069 0 81.11 2.90E-07 K ATEMVEVGPEDDEVGAER G
855 974.929 1947.844 2 1947.837 0.0067 0 75.13 9.40E-07 K ATEM@VEVGPEDDEVGAER G
856 650.2885 1947.844 3 1947.837 0.007 0 30.86 0.026 K ATEM@VEVGPEDDEVGAER G
880 1013.056 2024.097 2 2024.09 0.0069 0 115.77 8.40E-11 K IIGAVDQIQLTQAQLEER Q

P62737 Actin, aortic smooth muscle 344 17 10 41982 5.23 37 398.2415 794.4684 2 794.465 0.0033 0 32.63 0.036 K IIAPPER K
164 462.2889 922.5633 2 922.56 0.0034 1 34.86 0.012 K IIAPPERK Y
204 488.7294 975.4443 2 975.441 0.0033 0 72.72 5.10E-06 K AGFAGDDAPR A
443 589.312 1176.61 2 1176.606 0.0035 0 35.24 0.05 K EITALAPSTM@K I
660 500.9092 1499.706 3 1499.701 0.0053 0 37.14 0.017 K QEYDEAGPSIVHR K
661 750.8604 1499.706 2 1499.701 0.0058 0 57.71 0.00016 K QEYDEAGPSIVHR K
788 895.9525 1789.891 2 1789.885 0.0058 0 39.09 0.011 K SYELPDGQVITIGNER F
789 895.9528 1789.891 2 1789.885 0.0063 0 94.56 3.10E-08 K SYELPDGQVITIGNER F
859 978.5287 1955.043 2 1955.036 0.0065 0 32.96 0.023 R VAPEEHPTLLTEAPLNPK A
860 652.6884 1955.043 3 1955.036 0.0071 0 29.99 0.046 R VAPEEHPTLLTEAPLNPK A
956 1122.536 2243.058 2 2243.053 0.0049 0 63.6 2.20E-05 K DLYANNVLSGGTTM@YPGIADR M

1038 791.3926 2371.156 3 2371.148 0.0083 1 31.81 0.031 R KDLYANNVLSGGTTM@YPGIADR M
1054 846.0605 2535.16 3 2535.151 0.0088 0 48.78 0.00054 K LC*YVALDFENEMATAASSSSLEK S

P68372 Tubulin beta-2C chain 282 7 7 49799 4.79 270 520.302 1038.59 2 1038.586 0.0032 0 64.02 2.70E-05 R YLTVAAVFR G
387 565.8033 1129.592 2 1129.588 0.004 0 59.78 0.00016 R FPGQLNADLR K
423 580.3197 1158.625 2 1158.622 0.0029 0 45.85 0.0036 K LAVNM@VPFPR L
516 623.3024 1244.59 2 1244.586 0.0042 0 70.37 8.50E-06 R ISEQFTAM@FR R
573 664.83 1327.645 2 1327.641 0.0046 0 38.2 0.013 R INVYYNEATGGK Y
580 668.3544 1334.694 2 1334.69 0.0038 0 65.94 2.60E-05 R IM@NTFSVVPSPK V
830 937.4752 1872.936 2 1872.929 0.0067 0 74.89 2.50E-06 K M@SATFIGNSTAIQELFK R

O09161 Calsequestrin-2 231 6 5 48167 4.12 217 496.2655 990.5165 2 990.5134 0.0031 0 66.15 4.60E-05 K LEVQAFER I
418 577.2891 1152.564 2 1152.56 0.0039 0 45.17 0.0038 K NIGFVM@VDSR K
638 721.3851 1440.756 2 1440.75 0.0056 0 79.42 9.70E-07 R LGFSEEGSLYVLK G
706 810.4712 1618.928 2 1618.929 -0.0015 0 66.62 3.50E-06 K EIVLELVAQVLEHK N
732 560.2803 1677.819 3 1677.815 0.0041 0 35.33 0.026 K AFQEAAEHFQPYIK F
733 839.9172 1677.82 2 1677.815 0.0047 0 42.43 0.0053 K AFQEAAEHFQPYIK F

Q9Z2I9 Succinyl-CoA ligase [ADP-forming] subu 215 6 6 50082 6.57 201 487.3013 972.5881 2 972.5855 0.0026 0 32.83 0.047 K LSEIVTLAK E
295 527.7576 1053.501 2 1053.498 0.0028 0 52.4 0.0008 K SSDEAYAIAK K
454 593.7791 1185.544 2 1185.541 0.0022 0 46.34 0.0019 K INFDSNSAYR Q
543 645.8198 1289.625 2 1289.622 0.0031 0 66.72 2.50E-05 R IC*NQVLVC*ER K
579 667.3204 1332.626 2 1332.623 0.0032 0 44.58 0.0042 K ILAC*DDLDEAAK M

1057 872.1162 2613.327 3 2613.319 0.008 0 61.9 2.60E-05 K LHGGTPANFLDVGGGATVQQVTEAFK L
Q8BKZ9 Pyruvate dehydrogenase protein X com 199 5 5 53965 7.63 239 509.266 1016.518 2 1016.514 0.0037 0 70.4 1.80E-05 R VVDDELATR F

299 530.2894 1058.564 2 1058.561 0.0035 0 47.56 0.0035 K GIQEIADSVK V
303 531.8016 1061.589 2 1061.587 0.0016 0 92.16 8.70E-08 K VSVNDFIIR A
612 699.3448 1396.675 2 1396.67 0.0055 0 56.79 0.00024 K HSLDASQGTATGPR G
832 938.4845 1874.954 2 1874.948 0.0063 0 43.65 0.0032 K VLM@PSLSPTM@EQGNIVK W

Q9CZ13 Cytochrome b-c1 complex subunit 1, mi 180 5 5 52735 5.75 362 555.7765 1109.539 2 1109.535 0.0032 0 46.07 0.0032 R TDLTDYLNR N
488 609.813 1217.611 2 1217.607 0.004 0 45.6 0.0043 R IQEVDAQM@LR D
588 677.3218 1352.629 2 1352.624 0.0048 0 39.7 0.01 R LC*TSATESEVTR G



904 703.3798 2107.118 3 2107.11 0.0079 0 60.38 3.00E-05 R M@VLAAAGGVEHQQLLDLAQK H
1021 777.0782 2328.213 3 2328.206 0.0069 0 73.68 1.80E-06 K VVELLADIVQNSSLEDSQIEK E

P68368 Tubulin alpha-4A chain 161 3 3 49892 4.95 655 744.4457 1486.877 2 1486.872 0.0051 0 77.29 3.40E-07 R LISQIVSSITASLR F
750 858.4669 1714.919 2 1714.914 0.0051 0 91.69 4.10E-08 R AVFVDLEPTVIDEIR N
819 912.9995 1823.985 2 1823.978 0.0063 0 44.55 0.0015 K VGINYQPPTVVPGGDLAK V

Q11136 Xaa-Pro dipeptidase 91 3 3 54993 5.5 236 506.8126 1011.611 2 1011.608 0.0029 0 34.52 0.017 R NPSVLLTLR G
366 557.3441 1112.674 2 1112.671 0.003 0 49.28 0.00043 K VPLALFALNR Q
768 874.9654 1747.916 2 1747.91 0.0058 0 45.01 0.0021 M #ASTVRPSFSLGNETLK V

11 Q8CHT0 Delta-1-pyrroline-5-carboxylate dehydro 583 18 13 61772 8.58 125 436.255 870.4955 2 870.4923 0.0032 0 56.1 0.0003 R AIDAALAAR K
153 444.2527 886.4908 2 886.4872 0.0036 0 40.88 0.018 K AIVQEATR M
178 459.2307 916.4469 2 916.4436 0.0033 0 75.94 3.80E-06 K AADMLSGPR R
194 467.2283 932.4421 2 932.4386 0.0036 0 58.57 0.00022 K AADM@LSGPR R
199 472.253 942.4915 2 942.4883 0.0032 0 51.24 0.00091 R QVAQNLDR F
216 479.2405 956.4665 2 956.4637 0.0028 0 35.75 0.031 K DPQEPIMK E
256 493.7341 985.4536 2 985.4505 0.0031 0 43.63 0.0037 R SAFEYGGQK C
608 613.7952 1225.576 2 1225.573 0.0032 0 52.75 0.00049 R NAAGNFYINDK S
609 613.7953 1225.576 2 1225.573 0.0034 0 53.77 0.00039 R NAAGNFYINDK S
783 724.3707 1446.727 2 1446.722 0.0053 0 55.5 0.00034 K STGSVVGQQPFGGAR A
871 561.627 1681.859 3 1681.854 0.0056 0 71.28 6.30E-06 R ASGTNDKPGGPHYILR W

1016 992.5054 1982.996 2 1982.988 0.0086 0 58.72 9.40E-05 K EEIFGPVLTVYVYPDDK Y
1018 662.6538 1984.94 3 1984.942 -0.0023 0 57.15 0.00013 K VGDPAEDFGTFFSAVIDAK A
1020 993.4778 1984.941 2 1984.942 -0.0008 0 72.75 4.00E-06 K VGDPAEDFGTFFSAVIDAK A
1021 993.4797 1984.945 2 1984.942 0.0029 0 57.92 0.00013 K VGDPAEDFGTFFSAVIDAK A
1022 662.6563 1984.947 3 1984.942 0.0051 0 44.71 0.0026 K VGDPAEDFGTFFSAVIDAK A
1247 857.437 2569.289 3 2569.281 0.0078 0 65.98 9.20E-06 K FAVELEGEQPISVPPSTNHTVYR G
1248 857.4374 2569.291 3 2569.281 0.0092 0 68.96 5.10E-06 K FAVELEGEQPISVPPSTNHTVYR G

P52480-2 (M1 isoform) Isoform M1 of Pyruvate kinase isozyme 492 19 18 57948 6.69 111 434.7463 867.4781 2 867.4749 0.0032 0 34.93 0.032 R MQHLIAR E
204 473.7567 945.4988 2 945.4953 0.0035 0 37.7 0.033 R VNLAMDVGK A
226 481.7539 961.4933 2 961.4903 0.003 0 57.12 0.00044 R VNLAM@DVGK A
302 510.2626 1018.511 2 1018.508 0.0022 0 40.68 0.016 K GDYPLEAVR M
460 559.8079 1117.601 2 1117.598 0.0033 1 39.31 0.019 K GSGTAEVELKK G
492 571.3107 1140.607 2 1140.603 0.0042 0 46.49 0.0025 R GDLGIEIPAEK V
543 586.3213 1170.628 2 1170.624 0.0037 0 55.52 0.00033 R LDIDSAPITAR N
577 599.2964 1196.578 2 1196.575 0.0035 0 57.93 0.0002 K ITLDNAYMEK C
595 607.2941 1212.574 2 1212.57 0.004 0 49.69 0.0011 K ITLDNAYM@EK C
734 680.3586 1358.703 2 1358.698 0.005 0 59.96 0.00013 R NTGIIC*TIGPASR S
794 734.8454 1467.676 2 1467.67 0.0058 0 53.58 0.00038 K C*DENILWLDYK N
835 793.897 1585.779 2 1585.774 0.0058 0 72.54 4.90E-06 K DAVLNAWAEDVDLR V
855 818.9514 1635.888 2 1635.883 0.005 0 50.74 0.0004 K GVNLPGAAVDLPAVSEK D
868 841.4114 1680.808 2 1680.803 0.0055 0 84.36 3.10E-07 R FDEILEASDGIM@VAR G
917 589.002 1763.984 3 1763.978 0.0059 1 37.96 0.0038 K KGVNLPGAAVDLPAVSEK D
929 890.4447 1778.875 2 1778.869 0.0062 0 70.93 6.70E-06 K GADFLVTEVENGGSLGSK K
983 625.969 1874.885 3 1874.887 -0.0022 0 46.82 0.0016 K FGVEQDVDM@VFASFIR K
984 938.4512 1874.888 2 1874.887 0.0006 0 46.99 0.0015 K FGVEQDVDM@VFASFIR K
990 636.9935 1907.959 3 1907.952 0.0067 0 34.54 0.03 R AGKPVIC*ATQM@LESM@IK K

P06801 NADP-dependent malic enzyme 454 16 15 63958 7.16 665 640.3411 1278.668 2 1278.664 0.0035 0 42.05 0.007 R YLLLMDLQDR N
679 647.313 1292.611 2 1292.607 0.0044 0 41.72 0.0067 K M@ATVYPEPQNK E
680 648.3391 1294.664 2 1294.659 0.0046 0 34.95 0.03 R YLLLM@DLQDR N
776 715.8682 1429.722 2 1429.716 0.0055 0 34.38 0.038 K LFYSVLMSDVEK F
781 723.8648 1445.715 2 1445.711 0.0039 0 34.67 0.038 K LFYSVLM@SDVEK F
924 885.9689 1769.923 2 1769.917 0.0064 0 37.28 0.013 R ILGLGDLGC*NGMGIPVGK L
935 893.9666 1785.919 2 1785.912 0.0069 0 48.46 0.0011 R ILGLGDLGC*NGM@GIPVGK L
976 923.9735 1845.933 2 1845.926 0.0063 0 98.51 1.10E-08 R AIFASGSPFDPVTLPDGR T
977 616.3181 1845.933 3 1845.926 0.0064 0 35.25 0.023 R AIFASGSPFDPVTLPDGR T
985 939.4229 1876.831 2 1876.824 0.0076 0 70.07 3.70E-06 K YGMNC*LIQFEDFANR N
989 947.4191 1892.824 2 1892.819 0.0052 0 68.37 4.30E-06 K YGM@NC*LIQFEDFANR N

1034 1011.939 2021.863 2 2021.856 0.0067 0 64.6 8.70E-06 R GPEYDAFLDEFM@EAASSK Y
1097 737.7776 2210.311 3 2210.304 0.0071 0 43.2 0.00018 K IKPTALIGVAAIGGAFTEQILK D
1246 857.1502 2568.429 3 2568.421 0.0078 0 48.09 9.90E-05 R QQLNIHGLLPPC*IISQELQVLR I
1264 898.4691 2692.386 3 2692.38 0.0059 0 46.97 0.00062 R TLFPGQGNNSYVFPGVALGVVAC*GLR H
1285 977.8355 2930.485 3 2930.488 -0.0035 0 38.3 0.0041 K LSDQTVLFQGAGEAALGIAHLVVM@AM@EK E

P80316 T-complex protein 1 subunit epsilon 122 2 2 59586 5.72 428 547.2689 1092.523 2 1092.52 0.0032 0 63 8.70E-05 R IADGYEQAAR I
861 827.4486 1652.883 2 1652.877 0.0053 0 83.3 3.00E-07 K LGFAGVVQEISFGTTK D

12 P06801 NADP-dependent malic enzyme 952 28 19 63958 7.16 212 433.7052 865.3958 2 865.393 0.0028 0 54.66 0.00055 R LNSDFDR Y
718 639.3151 1276.616 2 1276.612 0.0035 0 40.64 0.0095 K MATVYPEPQNK E
723 640.3412 1278.668 2 1278.664 0.0036 0 46.18 0.0027 R YLLLMDLQDR N
735 647.3129 1292.611 2 1292.607 0.0041 0 43.53 0.0046 K M@ATVYPEPQNK E
737 648.3386 1294.663 2 1294.659 0.0036 0 42.32 0.0061 R YLLLM@DLQDR N
802 715.867 1429.72 2 1429.716 0.0032 0 55.74 0.00026 K LFYSVLMSDVEK F
812 723.8647 1445.715 2 1445.711 0.0037 0 81.09 8.60E-07 K LFYSVLM@SDVEK F
813 723.8656 1445.717 2 1445.711 0.0054 0 77.72 2.00E-06 K LFYSVLM@SDVEK F
939 893.9662 1785.918 2 1785.912 0.0061 0 52.27 0.00048 R ILGLGDLGC*NGM@GIPVGK L
975 616.3181 1845.933 3 1845.926 0.0064 0 44.5 0.0027 R AIFASGSPFDPVTLPDGR T
976 923.9736 1845.933 2 1845.926 0.0065 0 84.24 2.90E-07 R AIFASGSPFDPVTLPDGR T
977 923.9736 1845.933 2 1845.926 0.0066 0 74.67 2.60E-06 R AIFASGSPFDPVTLPDGR T
986 939.4223 1876.83 2 1876.824 0.0064 0 81.02 3.00E-07 K YGMNC*LIQFEDFANR N
989 631.9487 1892.824 3 1892.819 0.0058 0 31.55 0.021 K YGM@NC*LIQFEDFANR N
990 947.4197 1892.825 2 1892.819 0.0063 0 71.11 2.20E-06 K YGM@NC*LIQFEDFANR N

1025 669.6299 2005.868 3 2005.862 0.0065 0 28.05 0.042 R GPEYDAFLDEFMEAASSK Y
1026 1003.942 2005.87 2 2005.862 0.0083 0 69.25 3.10E-06 R GPEYDAFLDEFMEAASSK Y
1028 1011.939 2021.863 2 2021.856 0.0061 0 81.83 1.60E-07 R GPEYDAFLDEFM@EAASSK Y
1081 737.7767 2210.308 3 2210.304 0.0046 0 47.33 6.70E-05 K IKPTALIGVAAIGGAFTEQILK D
1236 842.7595 2525.257 3 2525.258 -0.0019 0 45.37 0.0012 K YC*TFNDDIQGTASVAVAGLLAALR I
1239 857.1505 2568.43 3 2568.421 0.0085 0 52.97 3.30E-05 R QQLNIHGLLPPC*IISQELQVLR I
1240 857.1505 2568.43 3 2568.421 0.0085 0 45.3 0.00019 R QQLNIHGLLPPC*IISQELQVLR I
1244 1289.648 2577.281 2 2577.276 0.0053 0 48.95 0.00055 K FM@PIVYTPTVGLAC*QQYSLAFR K
1245 860.1021 2577.285 3 2577.276 0.0085 0 54.54 0.00014 K FM@PIVYTPTVGLAC*QQYSLAFR K
1253 898.47 2692.388 3 2692.38 0.0085 0 54 0.00014 R TLFPGQGNNSYVFPGVALGVVAC*GLR H
1254 898.4703 2692.389 3 2692.38 0.0096 0 43.04 0.0017 R TLFPGQGNNSYVFPGVALGVVAC*GLR H
1268 977.835 2930.483 3 2930.488 -0.0051 0 48.63 0.00039 K LSDQTVLFQGAGEAALGIAHLVVM@AM@EK E
1269 977.8358 2930.485 3 2930.488 -0.0027 0 52.43 0.00016 K LSDQTVLFQGAGEAALGIAHLVVM@AM@EK E

P50544 Very long-chain specific acyl-CoA dehyd 805 23 19 70831 8.91 299 467.773 933.5315 2 933.5284 0.0032 0 46.39 0.0026 K ITAFVVER S
392 508.2944 1014.574 2 1014.571 0.0033 0 37.49 0.033 K ELTGLGNALK N
488 535.3107 1068.607 2 1068.604 0.0028 0 66.35 1.40E-05 K VAVNILNNGR F
550 559.2915 1116.569 2 1116.566 0.0022 0 45.67 0.0046 K VEDDTLQGLK E
559 561.2968 1120.579 2 1120.576 0.0027 0 58.57 0.00022 K DFQIEAAISK I
589 574.3107 1146.607 2 1146.603 0.0035 0 71.74 9.80E-06 R IFEGANDILR L
621 586.3392 1170.664 2 1170.661 0.0031 1 32.84 0.048 K TPIKDAATGAVK E
644 598.2869 1194.559 2 1194.556 0.0036 0 49.22 0.0012 R FFEEVNDPAK N
663 607.8007 1213.587 2 1213.584 0.0033 0 70.28 9.00E-06 R FGM@AATLAGTMK S
678 615.7986 1229.583 2 1229.578 0.0042 0 73.36 3.90E-06 R FGM@AATLAGTM@K S
725 641.3223 1280.63 2 1280.626 0.0043 0 48.59 0.0016 R LFVALQGC*MDK G
741 649.3195 1296.624 2 1296.621 0.0037 0 65.06 3.50E-05 R LFVALQGC*M@DK G
755 658.8718 1315.729 2 1315.725 0.0042 0 53.83 0.00034 K GIVNEQFLLQR L
794 708.8378 1415.661 2 1415.657 0.0041 0 65.39 2.40E-05 K ASNTSEVYFDGVK V
811 723.8492 1445.684 2 1445.679 0.0052 0 38.31 0.013 R SLSEGYPTAQHEK M
832 752.3871 1502.76 2 1502.755 0.0046 0 66.07 2.80E-05 K NPFGNVGLLMGEAGK Q
836 760.3851 1518.756 2 1518.75 0.0055 0 66.37 2.70E-05 K NPFGNVGLLM@GEAGK Q
842 773.8939 1545.773 2 1545.768 0.0057 0 74.76 3.70E-06 K VPSENVLGEVGDGFK V
964 911.4955 1820.977 2 1820.971 0.0059 0 42 0.0026 R LADGAIDLYAM@VVVLSR A

1004 988.5236 1975.033 2 1975.026 0.0063 0 81.9 3.90E-07 R SGELAVQALDQFATVVEAK L
1005 659.3523 1975.035 3 1975.026 0.0088 0 69.06 7.30E-06 R SGELAVQALDQFATVVEAK L
1053 707.0243 2118.051 3 2118.044 0.007 0 62.77 4.30E-05 R EATQAVLDKPETLSSDASTR E
1243 859.7833 2576.328 3 2576.324 0.0045 0 63.39 1.40E-05 K ELGAFGLQVPSELGGLGLSNTQYAR L

Q9D0F9 Phosphoglucomutase-1 485 13 12 61479 6.3 163 421.7473 841.4801 2 841.477 0.0032 0 38.73 0.013 R IAAANGIGR L
495 538.2783 1074.542 2 1074.538 0.004 0 39.3 0.021 K DLEALMLDR S
518 545.7976 1089.581 2 1089.578 0.0028 0 85.59 4.50E-07 R LSGTGSAGATIR L
572 565.2723 1128.53 2 1128.527 0.0027 0 35.49 0.026 K FFGNLMDASK L
585 573.2703 1144.526 2 1144.522 0.0038 0 43.07 0.0035 K FFGNLM@DASK L
786 462.5811 1384.721 3 1384.717 0.004 0 36.11 0.027 R IDAMHGVVGPYVK K
835 758.8286 1515.643 2 1515.637 0.0062 0 96.74 7.30E-09 R YDYEEVEAEGANK M
864 809.9155 1617.816 2 1617.811 0.0053 0 37.92 0.016 K TQAYPDQKPGTSGLR K
873 815.9102 1629.806 2 1629.8 0.006 0 102.95 4.70E-09 K FNISNGGPAPEAITDK I
919 872.392 1742.769 2 1742.764 0.0059 0 65.14 1.20E-05 K ADNFEYSDPVDGSISK N

1006 660.7132 1979.118 3 1979.113 0.0053 0 28.51 0.019 K INQDPQVM@LAPLISIALK V
1007 990.5673 1979.12 2 1979.113 0.0076 0 56.91 2.80E-05 K INQDPQVM@LAPLISIALK V
1027 1006.075 2010.136 2 2010.13 0.0065 0 53.85 6.60E-05 R LVIGQNGILSTPAVSC*IIR K

Q8CHT0 Delta-1-pyrroline-5-carboxylate dehydro 377 11 9 61772 8.58 227 436.255 870.4954 2 870.4923 0.0031 0 55.3 0.00036 R AIDAALAAR K
282 459.2307 916.4469 2 916.4436 0.0032 0 38.63 0.021 K AADMLSGPR R
354 493.7338 985.453 2 985.4505 0.0025 0 48.72 0.0011 R SAFEYGGQK C
672 613.7949 1225.575 2 1225.573 0.0026 0 57.15 0.00018 R NAAGNFYINDK S
815 724.3705 1446.727 2 1446.722 0.005 0 82.55 6.50E-07 K STGSVVGQQPFGGAR A
887 561.6271 1681.859 3 1681.854 0.0058 0 50.31 0.00078 R ASGTNDKPGGPHYILR W

1011 992.5042 1982.994 2 1982.988 0.0062 0 58.02 0.00012 K EEIFGPVLTVYVYPDDK Y
1014 662.6562 1984.947 3 1984.942 0.0049 0 39.6 0.0084 K VGDPAEDFGTFFSAVIDAK A
1015 993.4809 1984.947 2 1984.942 0.0054 0 36.89 0.016 K VGDPAEDFGTFFSAVIDAK A
1017 993.4813 1984.948 2 1984.942 0.0062 0 69.41 9.30E-06 K VGDPAEDFGTFFSAVIDAK A
1242 857.4373 2569.29 3 2569.281 0.0087 0 84.23 1.50E-07 K FAVELEGEQPISVPPSTNHTVYR G

P47934 Carnitine O-acetyltransferase 376 11 10 70879 8.52 342 489.7788 977.5431 2 977.5406 0.0024 0 49.42 0.0011 R TLLQNHPR A
420 517.3016 1032.589 2 1032.586 0.0032 0 49.82 0.0011 K LIEGVLDFK S
578 569.3128 1136.611 2 1136.608 0.0033 0 61.33 9.20E-05 R SASIDSLAFVK G
716 638.7972 1275.58 2 1275.577 0.0034 0 32.08 0.047 K GMGDSTVPEQQK V
758 659.8428 1317.671 2 1317.668 0.0034 0 58.83 0.00019 K QDFVDLQGQLR F
858 798.9745 1595.935 2 1595.929 0.0059 0 57.19 2.60E-05 R QPVVIYSSPGVILPK Q
867 811.3967 1620.779 2 1620.774 0.0044 0 96.11 2.10E-08 K QLVDEFQTSGGVGER L
892 845.4012 1688.788 2 1688.783 0.005 0 71.09 5.30E-06 R IYGQAC*ATYESASLR M
933 887.4954 1772.976 2 1772.971 0.005 0 34.51 0.011 R LPVPPLQQSLDYYLK A
934 591.9998 1772.977 3 1772.971 0.0062 0 33.26 0.015 R LPVPPLQQSLDYYLK A

1002 984.5321 1967.05 2 1967.052 -0.002 0 45.8 0.0011 K LSPDAFIQVALQLAYYR I
Q921G7 Electron transfer flavoprotein-ubiquinon 257 8 8 68048 7.34 544 555.2971 1108.58 2 1108.576 0.0031 0 52.9 0.00072 K SGSLAAESIFK Q

549 558.3079 1114.601 2 1114.598 0.0031 0 61.03 0.00012 K GIATNDVGIQK D
588 574.3027 1146.591 2 1146.588 0.0029 0 45.97 0.0045 K QLTSENLQSK T
674 613.8422 1225.67 2 1225.667 0.0033 0 56.71 0.00017 R ALNEGGLQSIPK L
730 646.3196 1290.625 2 1290.62 0.0042 0 34.99 0.035 R NLSIYDGPEQR F
783 692.3344 1382.654 2 1382.65 0.0043 0 81.87 5.40E-07 R ASC*DAQTYGIGLK E
824 742.8608 1483.707 2 1483.702 0.0046 0 37.08 0.019 R LQINAQNC*VHC*K T

1020 667.009 1998.005 3 1997.999 0.006 0 37.41 0.012 K AAQIGAHTLSGAC*LDPAAFK E
Q03265 ATP synthase subunit alpha, mitochond 179 5 5 59683 9.22 374 500.7941 999.5736 2 999.5713 0.0024 0 35.65 0.036 R VLSIGDGIAR V

620 586.321 1170.628 2 1170.625 0.0031 0 36.25 0.03 R VVDALGNAIDGK G
756 658.8773 1315.74 2 1315.735 0.0054 0 53.87 0.00027 K TSIAIDTIINQK R
852 788.3989 1574.783 2 1574.779 0.0044 0 118.93 1.20E-10 R ILGADTSVDLEETGR V



870 812.952 1623.89 2 1623.883 0.0063 0 37 0.0089 R TGAIVDVPVGEELLGR V
Q8BMF4 Dihydrolipoyllysine-residue acetyltransfe 177 5 5 67899 8.81 772 668.3477 1334.681 2 1334.677 0.0044 0 54.92 0.00038 K AAPAAAAAM@APPGPR V

827 745.4119 1488.809 2 1488.804 0.0056 0 70.61 5.30E-06 K GLETIASDVVSLASK A
915 869.9822 1737.95 2 1737.945 0.0052 0 31.81 0.027 K VPLPSLSPTMQAGTIAR W
923 877.9799 1753.945 2 1753.94 0.0055 0 61.67 3.30E-05 K VPLPSLSPTM@QAGTIAR W
971 919.5161 1837.018 2 1837.01 0.0078 0 42.42 0.0013 R VAPAPAGVFTDIPISNIR R

13 P50544 Very long-chain specific acyl-CoA dehyd 1869 55 40 70831 8.91 77 420.7522 839.4898 2 839.4865 0.0033 0 35.6 0.017 K ELVGPVAR F
110 432.7649 863.5152 2 863.5116 0.0036 0 34.88 0.018 K GILLYGTK A
148 443.7297 885.4449 2 885.4419 0.0031 0 35.4 0.029 K SFAVGMFK G
192 467.7731 933.5317 2 933.5284 0.0033 0 46.2 0.0028 K ITAFVVER S
264 508.2942 1014.574 2 1014.571 0.003 0 42.69 0.0099 K ELTGLGNALK N
363 535.3105 1068.606 2 1068.604 0.0025 0 85.95 1.60E-07 K VAVNILNNGR F
364 535.3105 1068.607 2 1068.604 0.0026 0 48.43 0.00092 K VAVNILNNGR F
427 556.2674 1110.52 2 1110.517 0.0034 0 48.25 0.0015 K IFC*SEAAWK V
438 559.2914 1116.568 2 1116.566 0.0021 0 57.83 0.00028 K VEDDTLQGLK E
447 561.2971 1120.58 2 1120.576 0.0033 0 74.23 6.10E-06 K DFQIEAAISK I
485 574.3106 1146.607 2 1146.603 0.0034 0 81.05 1.20E-06 R IFEGANDILR L
527 586.3397 1170.665 2 1170.661 0.0041 1 33.67 0.037 K TPIKDAATGAVK E
544 592.8252 1183.636 2 1183.635 0.0009 0 33.71 0.04 K IHNFGVIQEK L
564 598.2869 1194.559 2 1194.556 0.0035 0 52 0.00068 R FFEEVNDPAK N
565 598.2872 1194.56 2 1194.556 0.0041 0 37.55 0.018 R FFEEVNDPAK N
593 607.8008 1213.587 2 1213.584 0.0036 0 64.79 3.10E-05 R FGM@AATLAGTMK S
594 607.8011 1213.588 2 1213.584 0.0042 0 78.23 1.40E-06 R FGM@AATLAGTMK S
608 614.8216 1227.629 2 1227.625 0.0038 0 49.89 0.001 R SFGGVTHGLPEK K
613 615.7982 1229.582 2 1229.578 0.0033 0 48.36 0.0013 R FGM@AATLAGTM@K S
614 615.7982 1229.582 2 1229.578 0.0035 0 41.82 0.0057 R FGM@AATLAGTM@K S
688 641.3225 1280.631 2 1280.626 0.0047 0 64.38 4.60E-05 R LFVALQGC*MDK G
716 649.3193 1296.624 2 1296.621 0.0035 0 48.5 0.0016 R LFVALQGC*M@DK G
736 658.8715 1315.729 2 1315.725 0.0037 0 51.2 0.00063 K GIVNEQFLLQR L
794 708.838 1415.661 2 1415.657 0.0045 0 68.79 1.00E-05 K ASNTSEVYFDGVK V
795 708.8381 1415.662 2 1415.657 0.0048 0 87.51 1.40E-07 K ASNTSEVYFDGVK V
821 482.2819 1443.824 3 1443.82 0.0042 1 28.55 0.05 K KGIVNEQFLLQR L
822 723.849 1445.683 2 1445.679 0.0048 0 44.67 0.0029 R SLSEGYPTAQHEK M
848 752.387 1502.76 2 1502.755 0.0044 0 71.69 7.60E-06 K NPFGNVGLLMGEAGK Q
854 507.2584 1518.753 3 1518.75 0.0032 0 56.54 0.00025 K NPFGNVGLLM@GEAGK Q
855 760.3846 1518.755 2 1518.75 0.0046 0 88.42 1.50E-07 K NPFGNVGLLM@GEAGK Q
870 516.2643 1545.771 3 1545.768 0.0037 0 37.25 0.02 K VPSENVLGEVGDGFK V
871 773.8933 1545.772 2 1545.768 0.0046 0 94.41 3.80E-08 K VPSENVLGEVGDGFK V
872 773.8934 1545.772 2 1545.768 0.0047 0 82.54 6.10E-07 K VPSENVLGEVGDGFK V
922 814.8495 1627.684 2 1627.679 0.0051 0 57.65 4.60E-05 K M@LC*DSWC*IEAATR I

1003 893.9059 1785.797 2 1785.792 0.005 0 52.97 0.00025 K VADEC*IQIMGGMGFMK E
1023 602.6671 1804.98 3 1804.976 0.0038 0 38.68 0.0051 R LADGAIDLYAMVVVLSR A
1024 903.4985 1804.982 2 1804.976 0.0067 0 94.09 1.20E-08 R LADGAIDLYAMVVVLSR A
1040 909.9008 1817.787 2 1817.782 0.0049 0 74.51 1.20E-06 K VADEC*IQIM@GGM@GFMK E
1041 606.9363 1817.787 3 1817.782 0.005 0 29.65 0.035 K VADEC*IQIM@GGM@GFMK E
1042 909.9012 1817.788 2 1817.782 0.0059 0 63.55 1.60E-05 K VADEC*IQIM@GGM@GFMK E
1044 607.999 1820.975 3 1820.971 0.0044 0 53.43 0.00018 R LADGAIDLYAM@VVVLSR A
1045 911.4958 1820.977 2 1820.971 0.0064 0 73.15 2.20E-06 R LADGAIDLYAM@VVVLSR A
1053 917.8986 1833.783 2 1833.777 0.0057 0 40.84 0.0023 K VADEC*IQIM@GGM@GFM@K E
1062 926.5065 1850.999 2 1850.993 0.0054 0 75.93 1.10E-06 K IWISNGGLADIFTVFAK T
1073 627.348 1879.022 3 1879.016 0.0057 0 62.73 1.80E-05 R TGIGSGLSLSGIVHPELSR S
1074 940.5186 1879.023 2 1879.016 0.0063 0 61.32 2.40E-05 R TGIGSGLSLSGIVHPELSR S
1107 659.351 1975.031 3 1975.026 0.0048 0 87.73 9.70E-08 R SGELAVQALDQFATVVEAK L
1108 988.5234 1975.032 2 1975.026 0.006 0 81.69 4.00E-07 R SGELAVQALDQFATVVEAK L
1125 667.989 2000.945 3 2000.937 0.0078 0 52.83 0.00034 R ENMASLQSSPQHQELFR N
1172 707.0239 2118.05 3 2118.044 0.0057 0 52.54 0.00044 R EATQAVLDKPETLSSDASTR E
1246 568.5399 2270.13 4 2270.123 0.0078 1 31.57 0.042 R IRENMASLQSSPQHQELFR N
1260 763.048 2286.122 3 2286.118 0.0048 1 46.62 0.0014 R IRENM@ASLQSSPQHQELFR N
1371 1247.619 2493.224 2 2493.217 0.0065 0 77.66 6.90E-07 R VASGQALAAFC*LTEPSSGSDVASIR S
1387 1289.172 2576.33 2 2576.324 0.0067 0 66.54 7.10E-06 K ELGAFGLQVPSELGGLGLSNTQYAR L
1388 859.7842 2576.331 3 2576.324 0.0073 0 67.91 5.20E-06 K ELGAFGLQVPSELGGLGLSNTQYAR L

Q9D0F9 Phosphoglucomutase-1 759 24 21 61479 6.3 79 421.7474 841.4803 2 841.477 0.0033 0 52.63 0.00053 R IAAANGIGR L
297 517.7521 1033.49 2 1033.486 0.0034 0 48.02 0.0024 R SMPTSGALDR V
371 538.2781 1074.542 2 1074.538 0.0038 0 42.15 0.011 K DLEALMLDR S
393 545.7976 1089.581 2 1089.578 0.0028 0 93.81 6.70E-08 R LSGTGSAGATIR L
461 565.2729 1128.531 2 1128.527 0.0039 0 36.43 0.021 K FFGNLMDASK L
480 573.2703 1144.526 2 1144.522 0.0037 0 36.19 0.016 K FFGNLM@DASK L
684 639.8422 1277.67 2 1277.666 0.0043 0 45.09 0.0033 K IALYETPTGWK F
781 462.5812 1384.722 3 1384.717 0.0045 0 38.26 0.016 R IDAMHGVVGPYVK K
782 693.3683 1384.722 2 1384.717 0.0048 0 49.5 0.0012 R IDAMHGVVGPYVK K
827 726.3607 1450.707 2 1450.701 0.0054 0 84.15 4.20E-07 K TIEEYAIC*PDLK V
840 742.4042 1482.794 2 1482.791 0.0035 0 48.41 0.00093 R FYMTEAIQLIVR I
853 758.8282 1515.642 2 1515.637 0.0053 0 90.64 2.90E-08 R YDYEEVEAEGANK M
912 540.2793 1617.816 3 1617.811 0.005 0 33.97 0.039 K TQAYPDQKPGTSGLR K
923 815.9099 1629.805 2 1629.8 0.0054 0 93.14 4.50E-08 K FNISNGGPAPEAITDK I
934 551.5583 1651.653 3 1651.65 0.0031 0 34.09 0.0042 K SGEHDFGAAFDGDGDR N
980 872.3928 1742.771 2 1742.764 0.0076 0 57.64 6.80E-05 K ADNFEYSDPVDGSISK N

1067 622.2902 1863.849 3 1863.842 0.0067 0 35.6 0.015 K LSLC*GEESFGTGSDHIR E
1101 982.5688 1963.123 2 1963.118 0.0056 0 40.3 0.00077 K INQDPQVMLAPLISIALK V
1109 990.5655 1979.116 2 1979.113 0.0039 0 59.77 1.50E-05 K INQDPQVM@LAPLISIALK V
1110 660.7132 1979.118 3 1979.113 0.0053 0 55.7 3.60E-05 K INQDPQVM@LAPLISIALK V
1133 671.0522 2010.135 3 2010.13 0.0051 0 44.03 0.00059 R LVIGQNGILSTPAVSC*IIR K
1134 1006.075 2010.136 2 2010.13 0.0061 0 73.37 7.40E-07 R LVIGQNGILSTPAVSC*IIR K
1185 736.0608 2205.161 3 2205.154 0.0063 0 61.48 2.60E-05 K AIGGIILTASHNPGGPNGDFGIK F
1302 778.0697 2331.187 3 2331.182 0.0052 0 29.5 0.049 K FKPFTVEIVDSVEAYATM@LR N

P47934 Carnitine O-acetyltransferase 571 20 15 70879 8.52 69 418.239 834.4634 2 834.4599 0.0034 0 45.89 0.0041 K AYNNLIK D
97 427.2079 852.4013 2 852.3978 0.0035 0 34.46 0.046 R VSDDVYR N

225 489.779 977.5434 2 977.5406 0.0027 0 38.95 0.012 R TLLQNHPR A
294 517.3013 1032.588 2 1032.586 0.0026 0 57.39 0.00019 K LIEGVLDFK S
458 564.7942 1127.574 2 1127.572 0.0021 0 38.16 0.019 R SPM@VPLPM@PK K
467 569.313 1136.611 2 1136.608 0.0037 0 77.09 2.10E-06 R SASIDSLAFVK G
531 588.8054 1175.596 2 1175.594 0.0028 0 44.89 0.0054 K IWNSSLQSNK E
603 611.8322 1221.65 2 1221.647 0.0033 0 53.14 0.00053 K EPVGILTSNHR N
675 638.7972 1275.58 2 1275.577 0.0034 0 34.43 0.028 K GMGDSTVPEQQK V
739 659.8432 1317.672 2 1317.668 0.0041 0 53.78 0.00058 K QDFVDLQGQLR F
897 532.9851 1595.934 3 1595.929 0.0048 0 26.14 0.027 R QPVVIYSSPGVILPK Q
898 798.9746 1595.935 2 1595.929 0.006 0 40.24 0.0012 R QPVVIYSSPGVILPK Q
917 811.3978 1620.781 2 1620.774 0.0067 0 112.45 5.10E-10 K QLVDEFQTSGGVGER L
951 563.9362 1688.787 3 1688.783 0.0039 0 59.41 7.60E-05 R IYGQAC*ATYESASLR M
952 845.4011 1688.788 2 1688.783 0.0048 0 87.05 1.30E-07 R IYGQAC*ATYESASLR M
994 591.999 1772.975 3 1772.971 0.004 0 30.95 0.024 R LPVPPLQQSLDYYLK A
995 591.9993 1772.976 3 1772.971 0.0049 0 37.39 0.0056 R LPVPPLQQSLDYYLK A
997 887.4957 1772.977 2 1772.971 0.0057 0 39.96 0.0034 R LPVPPLQQSLDYYLK A

1103 984.531 1967.048 2 1967.052 -0.0042 0 68.64 5.90E-06 K LSPDAFIQVALQLAYYR I
1104 656.6904 1967.05 3 1967.052 -0.0022 0 29.68 0.047 K LSPDAFIQVALQLAYYR I

O08553 Dihydropyrimidinase-related protein 2 464 13 12 62239 5.95 263 508.2821 1014.55 2 1014.546 0.0039 0 72.42 8.60E-06 K SAAEVIAQAR K
381 542.8235 1083.633 2 1083.629 0.0037 0 48.68 0.00086 R GSPLVVISQGK I
638 623.8231 1245.632 2 1245.628 0.0041 0 59.75 0.00015 K GIQEEMEALVK D
748 662.3874 1322.76 2 1322.756 0.0044 0 42.12 0.002 K QIGENLIVPGGVK T
916 810.9032 1619.792 2 1619.787 0.0053 0 65.7 2.90E-05 R GLYDGPVC*EVSVTPK T
948 561.6302 1681.869 3 1681.864 0.0054 0 34.85 0.022 K IVLEDGTLHVTEGSGR Y
949 841.9421 1681.87 2 1681.864 0.0062 0 54.25 0.00026 K IVLEDGTLHVTEGSGR Y
973 863.4115 1724.808 2 1724.804 0.0045 0 53.17 0.00034 K MDENQFVAVTSTNAAK V

1009 896.924 1791.834 2 1791.828 0.006 0 31.71 0.05 K DNFTLIPEGTNGTEER M
1046 911.975 1821.935 2 1821.93 0.0059 0 79.58 8.00E-07 R SITIANQTNC*PLYVTK V
1084 956.0174 1910.02 2 1910.015 0.0053 0 105.83 1.10E-09 R FQLTDSQIYEVLSVIR D
1176 723.697 2168.069 3 2168.061 0.0082 0 33.15 0.034 R NLHQSGFSLSGAQIDDNIPR R
1330 793.0652 2376.174 3 2376.167 0.007 0 62.92 2.70E-05 R DIGAIAQVHAENGDIIAEEQQR I

Q921G7 Electron transfer flavoprotein-ubiquinon 296 9 9 68048 7.34 425 555.2971 1108.58 2 1108.576 0.0033 0 62.35 8.20E-05 K SGSLAAESIFK Q
484 574.303 1146.592 2 1146.588 0.0035 0 49.17 0.002 K QLTSENLQSK T
606 613.8422 1225.67 2 1225.667 0.0033 0 56.69 0.00017 R ALNEGGLQSIPK L
706 646.3195 1290.625 2 1290.62 0.0041 0 46.43 0.0025 R NLSIYDGPEQR F
779 692.3342 1382.654 2 1382.65 0.0038 0 56.12 0.00022 R ASC*DAQTYGIGLK E
842 742.8612 1483.708 2 1483.702 0.0055 0 62.87 5.00E-05 R LQINAQNC*VHC*K T

1124 667.0091 1998.006 3 1997.999 0.0062 0 44.75 0.0021 K AAQIGAHTLSGAC*LDPAAFK E
1177 1094.515 2187.016 2 2187.01 0.0062 0 60.29 5.00E-05 R FC*PAGVYEFVPLEQGDGFR L
1217 744.0797 2229.217 3 2229.209 0.0081 0 29.32 0.026 R IPVPILPGLPM@NNHGNYIVR L

P06801 NADP-dependent malic enzyme 253 7 7 63958 7.16 686 640.3416 1278.669 2 1278.664 0.0044 0 34.91 0.034 R YLLLMDLQDR N
1061 923.9736 1845.933 2 1845.926 0.0065 0 62.77 4.00E-05 R AIFASGSPFDPVTLPDGR T
1139 1011.939 2021.863 2 2021.856 0.0066 0 51.38 0.00018 R GPEYDAFLDEFM@EAASSK Y
1201 737.7775 2210.311 3 2210.304 0.0069 0 33.63 0.0016 K IKPTALIGVAAIGGAFTEQILK D
1386 857.1509 2568.431 3 2568.421 0.01 0 75.87 1.90E-07 R QQLNIHGLLPPC*IISQELQVLR I
1399 898.4702 2692.389 3 2692.38 0.0092 0 43.68 0.0015 R TLFPGQGNNSYVFPGVALGVVAC*GLR H
1419 977.8394 2930.496 3 2930.488 0.0081 0 51.86 0.00018 K LSDQTVLFQGAGEAALGIAHLVVM@AM@EK E

Q03265 ATP synthase subunit alpha, mitochond 212 6 6 59716 9.22 249 500.7941 999.5737 2 999.5713 0.0024 0 52.35 0.00077 R VLSIGDGIAR V
525 586.3213 1170.628 2 1170.625 0.0037 0 55.78 0.00031 R VVDALGNAIDGK G
698 644.3533 1286.692 2 1286.687 0.0051 0 36.83 0.026 K HALIIYDDLSK Q
889 788.3992 1574.784 2 1574.779 0.005 0 104.74 3.00E-09 R ILGADTSVDLEETGR V
920 812.9521 1623.89 2 1623.883 0.0064 0 32.03 0.028 R TGAIVDVPVGEELLGR V

1309 780.0629 2337.167 3 2337.16 0.0069 0 45.07 0.0017 R EVAAFAQFGSDLDAATQQLLSR G
Q9CWJ9 Bifunctional purine biosynthesis protein 99 5 5 64177 6.3 258 504.7912 1007.568 2 1007.565 0.0026 0 34.92 0.026 K SLFSNIVTK N

864 766.4406 1530.867 2 1530.862 0.0048 0 29.42 0.048 R SLASLGLSLVASGGTAK A
910 808.4122 1614.81 2 1614.804 0.0056 0 55.07 0.00033 K LSGVSVSSDAFFPFR D

1021 903.4468 1804.879 2 1804.873 0.006 0 38.01 0.012 R EVSDGIVAPGYEEEALK I
1381 851.796 2552.366 3 2552.37 -0.0035 0 26.92 0.043 K TVASPDVTVEAAVEQIDIGGVTLLR A

Q9JKS4 LIM domain-binding protein 3 67 3 3 76383 7.96 607 613.8604 1225.706 2 1225.703 0.0032 0 37.12 0.0088 K ASGAGLLGGSLPVK D
947 838.4515 1674.888 2 1674.883 0.0056 0 32.68 0.039 K DLAVDSASPVYQAVIK T
960 855.4551 1708.896 2 1708.89 0.0059 0 51.37 0.00052 R GAPAYNPTGPQVTPLAR G

Q8CAQ8 Mitochondrial inner membrane protein 42 1 1 83626 6.08 1048 608.6346 1822.882 3 1822.881 0.001 0 41.53 0.0052 R GIEQAVQSHAVAEEEAR K

14 Q8K2B3 Succinate dehydrogenase [ubiquinone] 1231 35 21 72539 7.06 303 518.7883 1035.562 2 1035.56 0.0019 0 54.05 0.00051 K ISQLYGDLK H
448 554.7921 1107.57 2 1107.567 0.0023 0 68.36 2.30E-05 K NTVIATGGYGR T
449 554.7922 1107.57 2 1107.567 0.0025 0 51.74 0.0011 K NTVIATGGYGR T
578 580.7864 1159.558 2 1159.556 0.0026 0 34.11 0.042 K SMQNHAAVFR V
579 580.7865 1159.558 2 1159.556 0.0028 0 54.53 0.00038 K SMQNHAAVFR V
580 387.5273 1159.56 3 1159.556 0.0044 0 40.67 0.0091 K SMQNHAAVFR V
612 588.7836 1175.553 2 1175.551 0.002 0 48.81 0.0015 K SM@QNHAAVFR V
614 392.8587 1175.554 3 1175.551 0.0038 0 33.89 0.04 K SM@QNHAAVFR V
695 603.2963 1204.578 2 1204.576 0.0023 0 70.55 1.20E-05 R VGSVLQEGC*EK I
696 603.2968 1204.579 2 1204.576 0.0032 0 66.41 3.00E-05 R VGSVLQEGC*EK I
931 665.3434 1328.672 2 1328.668 0.0038 0 43.59 0.0048 R GEGGILINSQGER F
938 666.8809 1331.747 2 1331.745 0.0024 0 48.74 0.00078 K VTLEYRPVIDK T



983 689.3214 1376.628 2 1376.624 0.0041 0 93.93 2.90E-08 K ANAGEESVMNLDK L
1007 697.3182 1392.622 2 1392.619 0.0028 0 101.03 5.20E-09 K ANAGEESVM@NLDK L
1086 491.9533 1472.838 3 1472.835 0.0029 0 36.14 0.0088 R LGANSLLDLVVFGR A
1087 737.4266 1472.839 2 1472.835 0.0035 0 89.08 4.30E-08 R LGANSLLDLVVFGR A
1124 513.9377 1538.791 3 1538.788 0.0037 0 33.82 0.036 R GVIALC*IEDGSIHR I
1125 770.4033 1538.792 2 1538.788 0.0046 0 97.52 1.50E-08 R GVIALC*IEDGSIHR I
1177 814.4113 1626.808 2 1626.804 0.0044 0 50.88 0.00067 K TLNEADC*ATVPPAIR S
1183 817.887 1633.759 2 1633.755 0.0042 0 45.04 0.0021 R AC*ALSIAESC*RPGDK V
1240 879.4329 1756.851 2 1756.845 0.0059 0 89.07 1.00E-07 R AAFGLSEAGFNTAC*LTK L
1295 924.9957 1847.977 2 1847.97 0.0065 0 98.5 7.10E-09 R LPGISETAMIFAGVDVTK E
1296 924.9957 1847.977 2 1847.97 0.0065 0 92.54 2.80E-08 R LPGISETAMIFAGVDVTK E
1297 616.9997 1847.977 3 1847.97 0.007 0 34.94 0.016 R LPGISETAMIFAGVDVTK E
1302 932.9923 1863.97 2 1863.965 0.0049 0 44.22 0.0024 R LPGISETAM@IFAGVDVTK E
1303 932.994 1863.974 2 1863.965 0.0083 0 46.59 0.0014 R LPGISETAM@IFAGVDVTK E
1304 622.3319 1863.974 3 1863.965 0.0087 0 42.75 0.0033 R LPGISETAM@IFAGVDVTK E
1305 622.3321 1863.974 3 1863.965 0.0092 0 35.38 0.019 R LPGISETAM@IFAGVDVTK E
1386 685.0182 2052.033 3 2052.028 0.0051 1 36.11 0.015 K VRVDEYDYSKPIQGQQK K
1458 1125.995 2249.975 2 2249.968 0.0073 0 60.66 2.30E-05 R TYFSC*TSAHTSTGDGTAMVTR A
1459 750.9992 2249.976 3 2249.968 0.0076 0 54.62 8.90E-05 R TYFSC*TSAHTSTGDGTAMVTR A
1468 756.3306 2265.97 3 2265.963 0.007 0 52.72 0.00011 R TYFSC*TSAHTSTGDGTAM@VTR A
1520 780.7406 2339.2 3 2339.198 0.0016 0 38.71 0.0062 K EPIPVLPTVHYNMGGIPTNYK G
1526 786.0735 2355.199 3 2355.193 0.0053 0 30.12 0.047 K EPIPVLPTVHYNM@GGIPTNYK G
1621 984.4626 2950.366 3 2950.356 0.0099 0 76.86 6.00E-07 K HVNGQDQIVPGLYAC*GEAAC*ASVHGANR L

P50544 Very long-chain specific acyl-CoA dehyd 955 26 23 70831 8.91 78 420.7521 839.4896 2 839.4865 0.0031 0 34.28 0.023 K ELVGPVAR F
370 535.3106 1068.607 2 1068.604 0.0027 0 65.57 1.80E-05 K VAVNILNNGR F
469 559.2919 1116.569 2 1116.566 0.0029 0 40.4 0.017 K VEDDTLQGLK E
478 561.2972 1120.58 2 1120.576 0.0034 0 80.38 1.50E-06 K DFQIEAAISK I
539 574.3102 1146.606 2 1146.603 0.0026 0 64.16 5.90E-05 R IFEGANDILR L
602 586.3393 1170.664 2 1170.661 0.0032 1 58.56 0.00013 K TPIKDAATGAVK E
634 592.8265 1183.639 2 1183.635 0.0036 0 40.01 0.0096 K IHNFGVIQEK L
667 598.2864 1194.558 2 1194.556 0.0026 0 43.87 0.0046 R FFEEVNDPAK N
708 607.8005 1213.586 2 1213.584 0.0029 0 50.28 0.00092 R FGM@AATLAGTMK S
742 614.8213 1227.628 2 1227.625 0.0033 0 45.15 0.0032 R SFGGVTHGLPEK K
747 615.7983 1229.582 2 1229.578 0.0037 0 69.2 1.00E-05 R FGM@AATLAGTM@K S
844 641.3215 1280.629 2 1280.626 0.0028 0 53.53 0.00056 R LFVALQGC*MDK G
865 649.3192 1296.624 2 1296.621 0.0031 0 53.85 0.00048 R LFVALQGC*M@DK G
910 658.8714 1315.728 2 1315.725 0.0034 0 51.8 0.00056 K GIVNEQFLLQR L

1028 708.8377 1415.661 2 1415.657 0.004 0 61.23 6.10E-05 K ASNTSEVYFDGVK V
1067 723.8486 1445.683 2 1445.679 0.0039 0 43.03 0.004 R SLSEGYPTAQHEK M
1115 760.3844 1518.754 2 1518.75 0.0042 0 74.03 4.20E-06 K NPFGNVGLLM@GEAGK Q
1129 773.8931 1545.772 2 1545.768 0.0042 0 79.45 1.10E-06 K VPSENVLGEVGDGFK V
1272 903.4979 1804.981 2 1804.976 0.0055 0 98.81 4.30E-09 R LADGAIDLYAMVVVLSR A
1281 911.4945 1820.975 2 1820.971 0.0039 0 57.8 8.30E-05 R LADGAIDLYAM@VVVLSR A
1282 607.999 1820.975 3 1820.971 0.0046 0 39.9 0.0042 R LADGAIDLYAM@VVVLSR A
1313 627.3473 1879.02 3 1879.016 0.0037 0 75.56 8.70E-07 R TGIGSGLSLSGIVHPELSR S
1314 940.5176 1879.021 2 1879.016 0.0043 0 82.96 1.60E-07 R TGIGSGLSLSGIVHPELSR S
1356 659.35 1975.028 3 1975.026 0.0019 0 76.04 1.40E-06 R SGELAVQALDQFATVVEAK L
1357 988.523 1975.032 2 1975.026 0.0052 0 102.99 2.90E-09 R SGELAVQALDQFATVVEAK L
1585 859.7844 2576.331 3 2576.324 0.008 0 34.19 0.012 K ELGAFGLQVPSELGGLGLSNTQYAR L

Q03265 ATP synthase subunit alpha, mitochond 555 14 14 59716 9.22 252 500.7942 999.5738 2 999.5713 0.0025 0 43.67 0.0057 R VLSIGDGIAR V
601 586.3205 1170.626 2 1170.625 0.002 0 35.53 0.031 R VVDALGNAIDGK G
855 644.3523 1286.69 2 1286.687 0.003 0 68.02 2.10E-05 K HALIIYDDLSK Q
911 658.8763 1315.738 2 1315.735 0.0033 0 75.15 2.50E-06 K TSIAIDTIINQK R
928 664.3595 1326.704 2 1326.701 0.0039 0 58.69 0.00013 K LYC*IYVAIGQK R

1037 712.3422 1422.67 2 1422.666 0.0037 0 81.77 5.70E-07 K TGTAEMSSILEER I
1055 719.9298 1437.845 2 1437.842 0.0035 0 27.1 0.033 K GIRPAINVGLSVSR V
1056 480.289 1437.845 3 1437.842 0.0037 0 25.57 0.047 K GIRPAINVGLSVSR V
1058 720.3401 1438.666 2 1438.661 0.0048 0 47.47 0.0015 K TGTAEM@SSILEER I
1138 777.3754 1552.736 2 1552.731 0.0052 0 63.64 4.20E-05 R EAYPGDVFYLHSR L
1147 788.3991 1574.784 2 1574.779 0.0049 0 100.06 9.00E-09 R ILGADTSVDLEETGR V
1148 789.4342 1576.854 2 1576.85 0.0038 1 37.15 0.011 K LKEIVTNFLAGFEP -
1204 834.4026 1666.791 2 1666.787 0.0034 0 38.97 0.012 R NVQAEEMVEFSSGLK G
1208 842.4011 1682.788 2 1682.782 0.0054 0 49.15 0.00089 R NVQAEEM@VEFSSGLK G
1516 1169.591 2337.167 2 2337.16 0.0068 0 102.88 2.80E-09 R EVAAFAQFGSDLDAATQQLLSR G

P40142 Transketolase 423 13 12 67588 7.23 119 435.2653 868.5161 2 868.513 0.003 0 68.53 8.80E-06 R LAVSQVPR S
158 458.2863 914.558 2 914.5549 0.0031 1 41.79 0.0055 R KLILDSAR A
178 468.7298 935.445 2 935.4422 0.0027 0 48.01 0.0025 R M@PTPPSYK V
221 489.7912 977.5678 2 977.5658 0.002 0 36.53 0.019 K HQPTAIIAK T

1006 464.9222 1391.745 3 1391.741 0.0038 1 45.79 0.0021 R KISSDLDGHPVPK Q
1134 517.6143 1549.821 3 1549.817 0.0035 1 43.17 0.0036 K M@FGIDKDAIVQAVK G
1135 775.9182 1549.822 2 1549.817 0.0045 1 51.92 0.00042 K M@FGIDKDAIVQAVK G
1192 826.4028 1650.791 2 1650.787 0.0045 0 47.29 0.0018 R TVPFC*STFAAFFTR A
1332 957.9637 1913.913 2 1913.908 0.0048 0 65.18 2.00E-05 R SVPMSTVFYPSDGVATEK A
1338 965.9623 1929.91 2 1929.903 0.0071 0 40.26 0.0068 R SVPM@STVFYPSDGVATEK A
1371 670.3401 2007.998 3 2007.994 0.0049 0 43.92 0.0024 K NMAEQIIQEIYSQVQSK K
1374 1010.542 2019.069 2 2019.064 0.0057 0 90.59 4.00E-08 K ILATPPQEDAPSVDIANIR M
1569 827.7408 2480.201 3 2480.193 0.0076 0 68.95 6.10E-06 R TSRPENAIIYSNNEDFQVGQAK V

O88342 WD repeat-containing protein 1 334 9 8 66365 6.11 139 444.2648 886.5151 2 886.5124 0.0027 0 44.19 0.0078 K VINSVDIK Q
537 573.321 1144.627 2 1144.624 0.0034 0 35.83 0.038 K VFASLPQVER G

1116 762.4209 1522.827 2 1522.824 0.003 1 51.33 0.00047 R VYSILASTLKDEGK L
1117 508.6165 1522.828 3 1522.824 0.0036 1 34.27 0.023 R VYSILASTLKDEGK L
1182 816.9009 1631.787 2 1631.783 0.0042 0 76.81 1.90E-06 K YAPSGFYIASGDISGK L
1216 852.4193 1702.824 2 1702.82 0.0038 0 93.07 4.10E-08 R FATASADGQIFIYDGK T
1383 1022.463 2042.91 2 2042.904 0.006 0 92.47 2.00E-08 R LATGSDDNC*AAFFEGPPFK F
1471 760.6937 2279.059 3 2279.053 0.0063 0 64.75 1.70E-05 K GPVTDVAYSHDGAFLAVC*DASK V
1545 806.7537 2417.239 3 2417.234 0.0053 0 30.08 0.045 R NIDNPAIADIYTEHAHQVVVAK Y

P01027 Complement C3 321 10 10 186365 6.39 42 400.749 799.4834 2 799.4804 0.0031 0 35.94 0.04 R VGLVAVDK G
205 481.7413 961.4681 2 961.4657 0.0023 0 38.36 0.027 R AFYEHAPK Q
255 501.2738 1000.533 2 1000.53 0.003 0 40.24 0.015 K LSINTPNSR Q
415 546.2933 1090.572 2 1090.569 0.0027 0 37.57 0.034 K DSC*IGTLVVK G
460 556.3157 1110.617 2 1110.615 0.0022 0 50.47 0.00068 K TVLTGASGHLR S
468 558.3257 1114.637 2 1114.635 0.0023 0 78.26 1.40E-06 K VLVVTQGSNAK A
704 605.7955 1209.576 2 1209.574 0.0024 0 51.51 0.00095 R YYTYLVM@NK G

1064 721.898 1441.782 2 1441.778 0.0038 0 104.27 3.10E-09 R VVIEDGVGDAVLTR K
1109 756.4161 1510.818 2 1510.814 0.0034 0 56.55 0.00013 R LVAYYTLIGASGQR E
1562 1227.67 2453.326 2 2453.321 0.0049 0 56.07 3.80E-05 R EPGQDLVVLSLPITPEFIPSFR L

15 P50544 Very long-chain specific acyl-CoA dehyd 2867 80 46 70831 8.91 79 420.7522 839.4898 2 839.4865 0.0033 0 46.65 0.0013 K ELVGPVAR F
111 432.7646 863.5147 2 863.5116 0.0031 0 44.69 0.002 K GILLYGTK A
144 443.73 885.4454 2 885.4419 0.0035 0 59.73 0.00011 K SFAVGMFK G
158 451.7272 901.4399 2 901.4368 0.0031 0 35.45 0.032 K SFAVGM@FK G
186 467.7729 933.5312 2 933.5284 0.0029 0 46.2 0.0028 K ITAFVVER S
187 467.7729 933.5312 2 933.5284 0.0029 0 48.4 0.0017 K ITAFVVER S
273 508.2941 1014.574 2 1014.571 0.0026 0 51.06 0.0014 K ELTGLGNALK N
367 535.3107 1068.607 2 1068.604 0.0029 0 77.54 1.00E-06 K VAVNILNNGR F
368 535.3109 1068.607 2 1068.604 0.0032 0 66.49 1.30E-05 K VAVNILNNGR F
433 556.2674 1110.52 2 1110.517 0.0034 0 40.46 0.009 K IFC*SEAAWK V
434 556.2675 1110.52 2 1110.517 0.0036 0 34.93 0.032 K IFC*SEAAWK V
443 559.2913 1116.568 2 1116.566 0.0018 0 62.31 9.80E-05 K VEDDTLQGLK E
444 559.2919 1116.569 2 1116.566 0.0029 0 69.29 2.20E-05 K VEDDTLQGLK E
455 561.2967 1120.579 2 1120.576 0.0024 0 47.58 0.0027 K DFQIEAAISK I
458 561.2972 1120.58 2 1120.576 0.0034 0 73.99 6.50E-06 K DFQIEAAISK I
504 574.3103 1146.606 2 1146.603 0.0028 0 77.38 2.80E-06 R IFEGANDILR L
505 574.3105 1146.606 2 1146.603 0.0031 0 66.88 3.10E-05 R IFEGANDILR L
554 586.3394 1170.664 2 1170.661 0.0033 1 58.84 0.00012 K TPIKDAATGAVK E
574 592.8261 1183.638 2 1183.635 0.0027 0 35.54 0.029 K IHNFGVIQEK L
594 598.2864 1194.558 2 1194.556 0.0026 0 47.76 0.0019 R FFEEVNDPAK N
595 598.287 1194.559 2 1194.556 0.0037 0 63.1 5.00E-05 R FFEEVNDPAK N
625 607.8005 1213.587 2 1213.584 0.003 0 78.92 1.30E-06 R FGMAATLAGTM@K S
644 614.8213 1227.628 2 1227.625 0.0032 0 50.52 0.00092 R SFGGVTHGLPEK K
652 615.7983 1229.582 2 1229.578 0.0037 0 69.03 1.10E-05 R FGM@AATLAGTM@K S
653 615.7985 1229.583 2 1229.578 0.0041 0 56.97 0.00017 R FGM@AATLAGTM@K S
709 641.3218 1280.629 2 1280.626 0.0033 0 62.76 6.60E-05 R LFVALQGC*MDK G
726 649.3195 1296.624 2 1296.621 0.0037 0 57.4 0.0002 R LFVALQGC*M@DK G
727 649.3202 1296.626 2 1296.621 0.0052 0 36.43 0.025 R LFVALQGC*M@DK G
757 658.8716 1315.729 2 1315.725 0.0039 0 47.42 0.0015 K GIVNEQFLLQR L
759 658.8721 1315.73 2 1315.725 0.0049 0 54.1 0.00031 K GIVNEQFLLQR L
829 708.8371 1415.66 2 1415.657 0.0028 0 45.79 0.0022 K ASNTSEVYFDGVK V
830 708.8378 1415.661 2 1415.657 0.0041 0 77.21 1.60E-06 K ASNTSEVYFDGVK V
831 708.8381 1415.662 2 1415.657 0.0048 0 69.95 8.20E-06 K ASNTSEVYFDGVK V
832 708.8383 1415.662 2 1415.657 0.0052 0 66.29 1.90E-05 K ASNTSEVYFDGVK V
855 482.282 1443.824 3 1443.82 0.0044 1 34.48 0.012 K KGIVNEQFLLQR L
857 723.8491 1445.684 2 1445.679 0.0049 0 39.32 0.01 R SLSEGYPTAQHEK M
885 752.3875 1502.761 2 1502.755 0.0053 0 84.54 4.20E-07 K NPFGNVGLLMGEAGK Q
886 752.3878 1502.761 2 1502.755 0.0059 0 48.52 0.0017 K NPFGNVGLLMGEAGK Q
894 760.3843 1518.754 2 1518.75 0.0039 0 72.85 5.80E-06 K NPFGNVGLLM@GEAGK Q
895 507.2587 1518.754 3 1518.75 0.0041 0 48.29 0.0017 K NPFGNVGLLM@GEAGK Q
906 773.8931 1545.772 2 1545.768 0.0042 0 90.7 8.60E-08 K VPSENVLGEVGDGFK V
907 773.8931 1545.772 2 1545.768 0.0042 0 88.03 1.60E-07 K VPSENVLGEVGDGFK V
909 773.8936 1545.773 2 1545.768 0.0051 0 48.02 0.0017 K VPSENVLGEVGDGFK V
947 814.8493 1627.684 2 1627.679 0.0048 0 74.95 8.70E-07 K M@LC*DSWC*IEAATR I

1019 893.9064 1785.798 2 1785.792 0.0061 0 68.2 7.80E-06 K VADEC*IQIMGGMGFMK E
1020 596.6402 1786.899 3 1786.895 0.0039 1 40.7 0.0077 K NDALEKVEDDTLQGLK E
1041 901.9028 1801.791 2 1801.787 0.004 0 71.92 2.60E-06 K VADEC*IQIM@GGMGFMK E
1042 901.9032 1801.792 2 1801.787 0.0047 0 82.79 2.20E-07 K VADEC*IQIM@GGMGFMK E
1043 602.6677 1804.981 3 1804.976 0.0057 0 42.21 0.002 R LADGAIDLYAMVVVLSR A
1044 903.4988 1804.983 2 1804.976 0.0073 0 105.07 9.70E-10 R LADGAIDLYAMVVVLSR A
1053 909.9015 1817.789 2 1817.782 0.0065 0 64.22 1.40E-05 K VADEC*IQIM@GGM@GFMK E
1054 909.9016 1817.789 2 1817.782 0.0066 0 62.83 1.90E-05 K VADEC*IQIM@GGM@GFMK E
1055 607.9992 1820.976 3 1820.971 0.0052 0 49.2 0.00049 R LADGAIDLYAM@VVVLSR A
1056 911.4954 1820.976 2 1820.971 0.0056 0 71.55 2.90E-06 R LADGAIDLYAM@VVVLSR A
1062 612.2681 1833.783 3 1833.777 0.0056 0 30.79 0.023 K VADEC*IQIM@GGM@GFM@K E
1063 917.8989 1833.783 2 1833.777 0.0063 0 49.53 0.00032 K VADEC*IQIM@GGM@GFM@K E
1075 926.5073 1851 2 1850.993 0.0069 0 100.45 3.40E-09 K IWISNGGLADIFTVFAK T
1083 933.453 1864.892 2 1864.884 0.0072 1 55.95 0.00022 R FFEEVNDPAKNDALEK V
1088 627.3478 1879.022 3 1879.016 0.0052 0 74.3 1.10E-06 R TGIGSGLSLSGIVHPELSR S
1089 627.3478 1879.022 3 1879.016 0.0054 0 85.05 1.00E-07 R TGIGSGLSLSGIVHPELSR S
1090 940.5185 1879.022 2 1879.016 0.0061 0 81.92 2.10E-07 R TGIGSGLSLSGIVHPELSR S
1131 659.3507 1975.03 3 1975.026 0.0041 0 53.14 0.00028 R SGELAVQALDQFATVVEAK L
1132 988.523 1975.032 2 1975.026 0.0052 0 70.36 5.30E-06 R SGELAVQALDQFATVVEAK L
1133 659.3515 1975.033 3 1975.026 0.0065 0 84.92 1.90E-07 R SGELAVQALDQFATVVEAK L
1134 988.5237 1975.033 2 1975.026 0.0067 0 69.33 7.10E-06 R SGELAVQALDQFATVVEAK L
1146 667.9886 2000.944 3 2000.937 0.0067 0 44.4 0.0024 R ENMASLQSSPQHQELFR N



1147 1001.48 2000.946 2 2000.937 0.0084 0 65.82 1.70E-05 R ENMASLQSSPQHQELFR N
1191 707.0235 2118.049 3 2118.044 0.0046 0 70.18 7.60E-06 R EATQAVLDKPETLSSDASTR E
1193 1060.032 2118.05 2 2118.044 0.0061 0 54.65 0.00027 R EATQAVLDKPETLSSDASTR E
1246 757.7177 2270.131 3 2270.123 0.0086 1 45.87 0.0016 R IRENMASLQSSPQHQELFR N
1335 1247.62 2493.225 2 2493.217 0.008 0 76.86 8.40E-07 R VASGQALAAFC*LTEPSSGSDVASIR S
1350 859.7833 2576.328 3 2576.324 0.0047 0 34.18 0.012 K ELGAFGLQVPSELGGLGLSNTQYAR L
1351 1289.173 2576.332 2 2576.324 0.0087 0 86.32 7.40E-08 K ELGAFGLQVPSELGGLGLSNTQYAR L
1355 866.1282 2595.363 3 2594.353 1.01 0 40.89 0.0019 R LAEIVGM@HDLGVSVTLGAHQSIGFK G
1368 1369.21 2736.406 2 2736.401 0.0053 0 41.79 0.0021 K GQLTIDQVFPYPSVLSEEQAQFLK E
1369 913.1439 2736.41 3 2736.401 0.0087 0 48.16 0.0005 K GQLTIDQVFPYPSVLSEEQAQFLK E
1370 913.1439 2736.41 3 2736.401 0.0089 0 41.05 0.0026 K GQLTIDQVFPYPSVLSEEQAQFLK E
1375 930.7573 2789.25 3 2789.242 0.0081 0 44.82 0.00091 R M@AILQYVTESM@AYM@LSANMDQGFK D
1378 936.0892 2805.246 3 2805.237 0.0089 0 58.87 2.70E-05 R M@AILQYVTESM@AYM@LSANM@DQGFK D
1379 936.0895 2805.247 3 2805.237 0.0097 0 70.17 2.00E-06 R M@AILQYVTESM@AYM@LSANM@DQGFK D

Q8BMF4 Dihydrolipoyllysine-residue acetyltransfe 272 10 8 67899 8.81 140 442.765 883.5155 2 883.5127 0.0028 0 33.19 0.029 K ILVPEGTR D
779 668.3479 1334.681 2 1334.677 0.0048 0 50.26 0.0012 K AAPAAAAAM@APPGPR V
880 745.4114 1488.808 2 1488.804 0.0047 0 68.05 9.90E-06 K GLETIASDVVSLASK A
940 810.8909 1619.767 2 1619.761 0.0058 0 39.71 0.0096 K VPEANSSWM@DTVIR Q
991 869.982 1737.949 2 1737.945 0.0047 0 59.44 4.60E-05 K VPLPSLSPTMQAGTIAR W

1001 585.6558 1753.946 3 1753.94 0.006 0 37.52 0.0091 K VPLPSLSPTM@QAGTIAR W
1002 877.981 1753.947 2 1753.94 0.0077 0 37.95 0.0077 K VPLPSLSPTM@QAGTIAR W
1066 613.346 1837.016 3 1837.01 0.0064 0 28.52 0.036 R VAPAPAGVFTDIPISNIR R
1067 919.5159 1837.017 2 1837.01 0.0074 0 76.57 5.50E-07 R VAPAPAGVFTDIPISNIR R
1321 813.4131 2437.218 3 2437.21 0.0076 0 39.7 0.0052 K LQPHEFQGGTFTISNLGM@FGIK N

P01027 Complement C3 248 7 6 186365 6.39 38 400.7491 799.4836 2 799.4804 0.0033 0 44.67 0.0054 R VGLVAVDK G
437 556.3159 1110.617 2 1110.615 0.0026 0 54.42 0.00027 K TVLTGASGHLR S
442 558.3256 1114.637 2 1114.635 0.0019 0 79.83 9.90E-07 K VLVVTQGSNAK A
844 715.4098 1428.805 2 1428.798 0.0074 0 54.33 0.00018 R IFTVDNNLLPVGK T
889 504.613 1510.817 3 1510.814 0.0027 0 39.09 0.0076 R LVAYYTLIGASGQR E
890 756.4167 1510.819 2 1510.814 0.0045 0 33.75 0.022 R LVAYYTLIGASGQR E

1121 975.4921 1948.97 2 1948.961 0.0092 0 60.9 5.70E-05 K AVM@VSFQSGYLFIQTDK T
P47934 Carnitine O-acetyltransferase 157 3 3 70879 8.52 484 569.3127 1136.611 2 1136.608 0.0031 0 43.2 0.006 R SASIDSLAFVK G

762 659.8432 1317.672 2 1317.668 0.0041 0 74.87 4.50E-06 K QDFVDLQGQLR F
941 811.397 1620.78 2 1620.774 0.0051 0 86.34 1.90E-07 K QLVDEFQTSGGVGER L

16 P50544 Very long-chain specific acyl-CoA dehyd 1005 32 27 70831 8.91 103 432.7649 863.5152 2 863.5116 0.0035 0 39.37 0.0065 K GILLYGTK A
182 467.7732 933.5319 2 933.5284 0.0035 0 45.12 0.0035 K ITAFVVER S
263 508.2943 1014.574 2 1014.571 0.0032 0 42.1 0.011 K ELTGLGNALK N
345 535.3105 1068.607 2 1068.604 0.0026 0 45.47 0.0018 K VAVNILNNGR F
346 535.3107 1068.607 2 1068.604 0.0028 0 65.73 1.60E-05 K VAVNILNNGR F
410 559.2922 1116.57 2 1116.566 0.0035 0 48.3 0.0025 K VEDDTLQGLK E
418 561.2972 1120.58 2 1120.576 0.0035 0 64.98 4.80E-05 K DFQIEAAISK I
450 574.3104 1146.606 2 1146.603 0.003 0 75.39 4.30E-06 R IFEGANDILR L
478 586.3395 1170.665 2 1170.661 0.0037 1 47.13 0.0017 K TPIKDAATGAVK E
511 598.2873 1194.56 2 1194.556 0.0043 0 42.26 0.0059 R FFEEVNDPAK N
532 607.8009 1213.587 2 1213.584 0.0037 0 52.71 0.0005 R FGM@AATLAGTMK S
553 615.7982 1229.582 2 1229.578 0.0035 0 67.83 1.40E-05 R FGM@AATLAGTM@K S
595 641.3221 1280.63 2 1280.626 0.004 0 55.72 0.00033 R LFVALQGC*MDK G
609 649.3195 1296.624 2 1296.621 0.0037 0 50.8 0.00093 R LFVALQGC*M@DK G
629 658.872 1315.73 2 1315.725 0.0046 0 53.76 0.00033 K GIVNEQFLLQR L
664 452.9155 1355.725 3 1355.72 0.0049 1 32.22 0.05 R SFGGVTHGLPEKK M
691 708.8378 1415.661 2 1415.657 0.0041 0 36.84 0.017 K ASNTSEVYFDGVK V
692 708.8383 1415.662 2 1415.657 0.0052 0 65.89 2.10E-05 K ASNTSEVYFDGVK V
738 752.387 1502.759 2 1502.755 0.0042 0 66.05 2.80E-05 K NPFGNVGLLMGEAGK Q
743 760.3845 1518.755 2 1518.75 0.0044 0 76.07 2.60E-06 K NPFGNVGLLM@GEAGK Q
754 773.8935 1545.772 2 1545.768 0.0049 0 76.84 2.30E-06 K VPSENVLGEVGDGFK V
790 814.8495 1627.685 2 1627.679 0.0053 0 74.52 9.60E-07 K M@LC*DSWC*IEAATR I
865 596.6402 1786.899 3 1786.895 0.0039 1 35.08 0.028 K NDALEKVEDDTLQGLK E
882 911.4955 1820.976 2 1820.971 0.0058 0 41.35 0.0031 R LADGAIDLYAM@VVVLSR A
885 917.8983 1833.782 2 1833.777 0.0051 0 46.8 0.00058 K VADEC*IQIM@GGM@GFM@K E
892 622.6372 1864.89 3 1864.884 0.0055 1 34.26 0.032 R FFEEVNDPAKNDALEK V
895 940.5178 1879.021 2 1879.016 0.0048 0 89.73 3.30E-08 R TGIGSGLSLSGIVHPELSR S
896 627.3481 1879.022 3 1879.016 0.0061 0 60.82 2.80E-05 R TGIGSGLSLSGIVHPELSR S
897 627.3483 1879.023 3 1879.016 0.0068 0 31.49 0.023 R TGIGSGLSLSGIVHPELSR S
908 659.3512 1975.032 3 1975.026 0.0056 0 91.57 4.10E-08 R SGELAVQALDQFATVVEAK L
909 988.5234 1975.032 2 1975.026 0.006 0 95.61 1.60E-08 R SGELAVQALDQFATVVEAK L

1061 859.7837 2576.329 3 2576.324 0.0058 0 43.18 0.0016 K ELGAFGLQVPSELGGLGLSNTQYAR L
Q03265 ATP synthase subunit alpha, mitochond 645 19 16 59716 9.22 247 500.7948 999.575 2 999.5713 0.0037 0 48.45 0.0019 R VLSIGDGIAR V

477 586.3214 1170.628 2 1170.625 0.0038 0 59.89 0.00012 R VVDALGNAIDGK G
602 644.3529 1286.691 2 1286.687 0.0042 0 57.12 0.00022 K HALIIYDDLSK Q
630 658.8767 1315.739 2 1315.735 0.0042 0 59.1 8.50E-05 K TSIAIDTIINQK R
638 664.3596 1326.705 2 1326.701 0.004 0 57.66 0.00017 K LYC*IYVAIGQK R
695 712.3425 1422.67 2 1422.666 0.0044 0 63.23 3.90E-05 K TGTAEMSSILEER I
708 480.2892 1437.846 3 1437.842 0.0043 0 50.56 0.00018 K GIRPAINVGLSVSR V
709 719.9305 1437.846 2 1437.842 0.0048 0 42.21 0.0012 K GIRPAINVGLSVSR V
710 720.3401 1438.666 2 1438.661 0.0048 0 67.1 1.70E-05 K TGTAEM@SSILEER I
764 788.3987 1574.783 2 1574.779 0.004 0 40.62 0.0084 R ILGADTSVDLEETGR V
788 812.9518 1623.889 2 1623.883 0.0058 0 50.83 0.00037 R TGAIVDVPVGEELLGR V
805 834.4033 1666.792 2 1666.787 0.0049 0 68.97 1.10E-05 R NVQAEEMVEFSSGLK G
808 842.4019 1682.789 2 1682.782 0.007 0 79.78 8.10E-07 R NVQAEEM@VEFSSGLK G
809 842.4022 1682.79 2 1682.782 0.0078 0 74.71 2.50E-06 R NVQAEEM@VEFSSGLK G
947 1060.523 2119.032 2 2119.026 0.0067 0 41.73 0.004 K GM@SLNLEPDNVGVVVFGNDK L

1043 780.0632 2337.168 3 2337.16 0.0078 0 42.68 0.0028 R EVAAFAQFGSDLDAATQQLLSR G
1054 603.3227 2409.262 4 2409.255 0.0064 0 37.57 0.0056 K FENAFLSHVISQHQSLLGNIR S
1055 804.0948 2409.263 3 2409.255 0.0074 0 64.43 1.10E-05 K FENAFLSHVISQHQSLLGNIR S
1082 1135.535 3403.583 3 3403.574 0.0088 0 62.17 1.60E-05 K YTIVVSATASDAAPLQYLAPYSGC*SM@GEYFR D

P47934 Carnitine O-acetyltransferase 557 16 12 70879 8.52 63 418.239 834.4634 2 834.4599 0.0035 0 46.39 0.0037 K AYNNLIK D
218 489.779 977.5435 2 977.5406 0.0028 0 39.73 0.01 R TLLQNHPR A
300 517.3016 1032.589 2 1032.586 0.0031 0 63.37 5.00E-05 K LIEGVLDFK S
438 569.3128 1136.611 2 1136.608 0.0033 0 67.5 2.20E-05 R SASIDSLAFVK G
481 588.8057 1175.597 2 1175.594 0.0034 0 46.59 0.0034 K IWNSSLQSNK E
543 611.8323 1221.65 2 1221.647 0.0034 0 57.31 0.0002 K EPVGILTSNHR N
631 659.8436 1317.673 2 1317.668 0.0049 0 58.47 0.0002 K QDFVDLQGQLR F
683 464.9 1391.678 3 1391.673 0.0053 0 36.85 0.024 R NHVAGQMLHGGGSK F
773 798.9746 1595.935 2 1595.929 0.006 0 74.99 3.90E-07 R QPVVIYSSPGVILPK Q
774 798.9753 1595.936 2 1595.929 0.0075 0 28.51 0.018 R QPVVIYSSPGVILPK Q
785 811.3983 1620.782 2 1620.774 0.0076 0 77.8 1.40E-06 K QLVDEFQTSGGVGER L
812 563.9368 1688.789 3 1688.783 0.0057 0 77.69 1.30E-06 R IYGQAC*ATYESASLR M
813 845.4018 1688.789 2 1688.783 0.0062 0 81.24 5.40E-07 R IYGQAC*ATYESASLR M
856 591.9988 1772.975 3 1772.971 0.0033 0 32.34 0.019 R LPVPPLQQSLDYYLK A
859 887.4954 1772.976 2 1772.971 0.0049 0 33.3 0.014 R LPVPPLQQSLDYYLK A
860 887.4957 1772.977 2 1772.971 0.0055 0 67.78 5.60E-06 R LPVPPLQQSLDYYLK A

Q921G7 Electron transfer flavoprotein-ubiquinon 395 16 12 68048 7.34 400 555.2972 1108.58 2 1108.576 0.0034 0 75.61 3.90E-06 K SGSLAAESIFK Q
408 558.3081 1114.602 2 1114.598 0.0034 0 53.41 0.00068 K GIATNDVGIQK D
449 574.3029 1146.591 2 1146.588 0.0031 0 47.79 0.0029 K QLTSENLQSK T
548 613.8425 1225.67 2 1225.667 0.0038 0 64.42 2.70E-05 R ALNEGGLQSIPK L
584 635.3271 1268.64 2 1268.636 0.0035 0 33.83 0.04 K GAPLNTPVTEDR F
603 646.3195 1290.624 2 1290.62 0.004 0 40.49 0.01 R NLSIYDGPEQR F
675 692.3346 1382.655 2 1382.65 0.0046 0 61.23 6.30E-05 R ASC*DAQTYGIGLK E
727 495.5762 1483.707 3 1483.702 0.0044 0 35.8 0.025 R LQINAQNC*VHC*K T
728 742.861 1483.707 2 1483.702 0.005 0 45.5 0.0029 R LQINAQNC*VHC*K T
782 540.6038 1618.79 3 1618.784 0.0056 0 55.05 0.0003 K TTGLHVTEYEDNLK Q
783 810.4021 1618.79 2 1618.784 0.0058 0 60.87 7.70E-05 K TTGLHVTEYEDNLK Q
916 667.0089 1998.005 3 1997.999 0.0056 0 35.36 0.018 K AAQIGAHTLSGAC*LDPAAFK E
948 707.7021 2120.084 3 2120.08 0.0046 0 31.14 0.043 K LTFPGGLLIGC*SPGFM@NVPK I
949 1061.05 2120.086 2 2120.08 0.0059 0 38.24 0.0086 K LTFPGGLLIGC*SPGFM@NVPK I
950 1061.05 2120.086 2 2120.08 0.0062 0 34.73 0.018 K LTFPGGLLIGC*SPGFM@NVPK I
958 1094.516 2187.018 2 2187.01 0.0084 0 49.43 0.00062 R FC*PAGVYEFVPLEQGDGFR L

Q9D0F9 Phosphoglucomutase-1 300 6 6 61479 6.3 370 545.7979 1089.581 2 1089.578 0.0033 0 48.5 0.0023 R LSGTGSAGATIR L
715 726.3605 1450.706 2 1450.701 0.005 0 69.87 1.00E-05 K TIEEYAIC*PDLK V
740 758.8289 1515.643 2 1515.637 0.0067 0 76.39 8.50E-07 R YDYEEVEAEGANK M
791 815.9104 1629.806 2 1629.8 0.0064 0 86.63 2.00E-07 K FNISNGGPAPEAITDK I
844 872.3926 1742.771 2 1742.764 0.0072 0 66.68 8.50E-06 K ADNFEYSDPVDGSISK N
911 990.5668 1979.119 2 1979.113 0.0065 0 49.41 0.00016 K INQDPQVM@LAPLISIALK V

Q9CWJ9 Bifunctional purine biosynthesis protein 118 2 2 64177 6.3 749 766.4408 1530.867 2 1530.862 0.0053 0 83.67 2.00E-07 R SLASLGLSLVASGGTAK A
780 808.4131 1614.812 2 1614.804 0.0075 0 57.21 0.00019 K LSGVSVSSDAFFPFR D

P80318 T-complex protein 1 subunit gamma 84 1 1 60547 6.38 497 593.3655 1184.716 2 1184.713 0.0035 0 81.03 2.30E-07 K TAVETAVLLLR I

17 P52480 (M2 isoform) Isoform M2 of Pyruvate kinase isozyme 1946 56 32 57808 7.18 70 420.7705 839.5265 2 839.5229 0.0036 0 40.37 0.0032 R APIIAVTR N
106 434.7462 867.4778 2 867.4749 0.0029 0 41.52 0.0071 R MQHLIAR E
107 434.7465 867.4784 2 867.4749 0.0036 0 46.57 0.0021 R MQHLIAR E
108 434.7467 867.4788 2 867.4749 0.0039 0 43.04 0.0049 R MQHLIAR E
142 442.7442 883.4739 2 883.4698 0.0041 0 37.64 0.019 R M@QHLIAR E
193 467.2669 932.5193 2 932.5154 0.0039 0 38.51 0.021 R GIFPVLC*K D
201 473.7567 945.4988 2 945.4953 0.0034 0 57.25 0.00037 R VNLAMDVGK A
211 481.754 961.4934 2 961.4903 0.0032 0 42.4 0.013 R VNLAM@DVGK A
212 481.7541 961.4936 2 961.4903 0.0034 0 54.58 0.00079 R VNLAM@DVGK A
248 495.7603 989.5061 2 989.5029 0.0032 0 58.02 0.00034 K GSGTAEVELK K
277 510.2631 1018.512 2 1018.508 0.0032 0 57.89 0.00029 K GDYPLEAVR M
278 510.2632 1018.512 2 1018.508 0.0035 0 50.11 0.0017 K GDYPLEAVR M
382 559.8083 1117.602 2 1117.598 0.0043 1 48.61 0.0018 K GSGTAEVELKK G
405 571.3107 1140.607 2 1140.603 0.0042 0 43.3 0.0052 R GDLGIEIPAEK V
434 586.3215 1170.628 2 1170.624 0.004 0 57.67 0.0002 R LDIDSAPITAR N
436 586.3217 1170.629 2 1170.624 0.0044 0 37.76 0.019 R LDIDSAPITAR N
464 599.2965 1196.579 2 1196.575 0.0038 0 63.7 5.30E-05 K ITLDNAYMEK C
479 607.2941 1212.574 2 1212.57 0.0041 0 68.68 1.40E-05 K ITLDNAYM@EK C
480 607.2944 1212.574 2 1212.57 0.0046 0 59.23 0.00011 K ITLDNAYM@EK C
489 611.3221 1220.63 2 1220.626 0.0039 0 89.52 1.50E-07 K C*C*SGAIIVLTK (M2 isoform-specific peptide) S
490 611.3223 1220.63 2 1220.626 0.0043 0 63.05 6.70E-05 K C*C*SGAIIVLTK (M2 isoform-specific peptide) S
572 680.3586 1358.703 2 1358.698 0.005 0 51.92 0.00081 R NTGIIC*TIGPASR S
573 680.3586 1358.703 2 1358.698 0.0051 0 79.14 1.50E-06 R NTGIIC*TIGPASR S
574 680.3592 1358.704 2 1358.698 0.0062 0 53.17 0.00066 R NTGIIC*TIGPASR S
612 731.9139 1461.813 2 1461.808 0.0053 0 99.15 6.10E-09 K IYVDDGLISLQVK E
613 731.9139 1461.813 2 1461.808 0.0054 0 49.01 0.00063 K IYVDDGLISLQVK E
614 731.914 1461.814 2 1461.808 0.0056 0 30.89 0.04 K IYVDDGLISLQVK E
616 731.9141 1461.814 2 1461.808 0.0058 0 48.52 0.00069 K IYVDDGLISLQVK E
617 731.9142 1461.814 2 1461.808 0.006 0 79.12 6.10E-07 K IYVDDGLISLQVK E
618 731.9143 1461.814 2 1461.808 0.0062 0 38.54 0.0071 K IYVDDGLISLQVK E
619 731.9151 1461.816 2 1461.808 0.0078 0 49.21 0.00053 K IYVDDGLISLQVK E
622 734.8458 1467.677 2 1467.67 0.0067 0 75.09 2.50E-06 K C*DENILWLDYK N
656 793.897 1585.78 2 1585.774 0.0059 0 66.36 2.00E-05 K DAVLNAWAEDVDLR V
675 818.9511 1635.888 2 1635.883 0.0045 0 97.39 8.70E-09 K GVNLPGAAVDLPAVSEK D
676 818.9515 1635.888 2 1635.883 0.0052 0 60.33 4.40E-05 K GVNLPGAAVDLPAVSEK D



677 546.3035 1635.889 3 1635.883 0.0056 0 48.13 0.00077 K GVNLPGAAVDLPAVSEK D
689 833.4149 1664.815 2 1664.808 0.0072 0 92.13 6.00E-08 R FDEILEASDGIMVAR G
691 561.2766 1680.808 3 1680.803 0.005 0 40.48 0.0073 R FDEILEASDGIM@VAR G
692 841.4115 1680.808 2 1680.803 0.0056 0 103.71 3.60E-09 R FDEILEASDGIM@VAR G
725 882.9989 1763.983 2 1763.978 0.0051 1 55.05 7.20E-05 K KGVNLPGAAVDLPAVSEK D
726 589.0018 1763.984 3 1763.978 0.0055 1 34.15 0.0092 K KGVNLPGAAVDLPAVSEK D
735 593.9654 1778.874 3 1778.869 0.0057 0 52.81 0.00043 K GADFLVTEVENGGSLGSK K
736 890.4452 1778.876 2 1778.869 0.0072 0 86.86 1.80E-07 K GADFLVTEVENGGSLGSK K
737 890.4455 1778.876 2 1778.869 0.0078 0 116.82 1.70E-10 K GADFLVTEVENGGSLGSK K
765 607.9792 1820.916 3 1820.909 0.0069 1 34.87 0.027 R RFDEILEASDGIMVAR G
770 613.3107 1836.91 3 1836.904 0.0064 1 55.59 0.00025 R RFDEILEASDGIM@VAR G
781 938.4534 1874.892 2 1874.887 0.005 0 47.76 0.0013 K FGVEQDVDM@VFASFIR K
786 628.6415 1882.903 3 1882.896 0.0064 0 37.58 0.011 R LNFSHGTHEYHAETIK N
793 636.9933 1907.958 3 1907.952 0.0064 0 36.56 0.02 R AGKPVIC*ATQM@LESM@IK K
795 636.9936 1907.959 3 1907.952 0.0071 0 40.81 0.0072 R AGKPVIC*ATQM@LESM@IK K
832 679.6786 2036.014 3 2036.006 0.0077 1 51.3 0.0005 K EKGADFLVTEVENGGSLGSK K
854 715.7099 2144.108 3 2144.1 0.0078 0 56.96 0.0001 R LAPITSDPTEAAAVGAVEASFK (M2 isoform-specific peptide) C
855 1073.061 2144.108 2 2144.1 0.0079 0 105.56 1.40E-09 R LAPITSDPTEAAAVGAVEASFK (M2 isoform-specific peptide) C
901 760.3945 2278.162 3 2278.153 0.0087 0 34.33 0.02 K GDVVIVLTGWRPGSGFTNTM@R V
951 837.3873 2509.14 3 2509.131 0.0089 0 66.86 6.60E-06 R AEGSDVANAVLDGADC*IM@LSGETAK G
952 837.3876 2509.141 3 2509.131 0.0098 0 52.97 0.00016 R AEGSDVANAVLDGADC*IM@LSGETAK G

Q03265 ATP synthase subunit alpha, mitochond 364 10 9 59716 9.22 263 500.7942 999.5739 2 999.5713 0.0026 0 34.64 0.046 R VLSIGDGIAR V
538 644.3531 1286.692 2 1286.687 0.0046 0 49.87 0.0013 K HALIIYDDLSK Q
554 658.8773 1315.74 2 1315.735 0.0054 0 69.64 7.20E-06 K TSIAIDTIINQK R
556 664.3595 1326.704 2 1326.701 0.0039 0 45.24 0.0029 K LYC*IYVAIGQK R
597 480.2892 1437.846 3 1437.842 0.0041 0 49.72 0.00022 K GIRPAINVGLSVSR V
651 788.3997 1574.785 2 1574.779 0.0061 0 92.25 5.50E-08 R ILGADTSVDLEETGR V
671 812.9522 1623.89 2 1623.883 0.0067 0 41.19 0.0034 R TGAIVDVPVGEELLGR V
694 842.4015 1682.789 2 1682.782 0.0064 0 76.41 1.70E-06 R NVQAEEM@VEFSSGLK G
938 603.3228 2409.262 4 2409.255 0.0068 0 28.88 0.041 K FENAFLSHVISQHQSLLGNIR S
939 804.0951 2409.264 3 2409.255 0.0081 0 65.5 9.40E-06 K FENAFLSHVISQHQSLLGNIR S

P63038 60 kDa heat shock protein, mitochondria 184 6 6 60950 5.83 175 456.7994 911.5843 2 911.5804 0.0039 0 43.45 0.0012 K VGLQVVAVK A
209 480.7609 959.5072 2 959.5036 0.0036 0 60.07 0.00019 R VTDALNATR A
482 608.335 1214.656 2 1214.651 0.0048 0 45.75 0.0031 K NAGVEGSLIVEK I
500 617.3039 1232.593 2 1232.589 0.0048 0 40.26 0.011 K VGGTSDVEVNEK K
695 842.96 1683.905 2 1683.898 0.0076 0 62.73 3.00E-05 R AAVEEGIVLGGGC*ALLR C
791 635.6927 1904.056 3 1904.048 0.0083 0 47.14 0.00044 K ISSVQSIVPALEIANAHR K

Q2TPA8 Hydroxysteroid dehydrogenase-like prot 134 5 5 54174 6.31 223 486.2811 970.5476 2 970.5447 0.0029 0 36.47 0.027 K DGANIVIAAK T
275 510.2556 1018.497 2 1018.493 0.0035 0 35.49 0.045 K DSLSDEVVR A
527 630.8096 1259.605 2 1259.599 0.0054 0 66.58 2.20E-05 R DEQQINSAVEK A
569 676.8557 1351.697 2 1351.692 0.005 0 54.63 0.00032 K LAGC*TVFITGASR G
647 780.8531 1559.692 2 1559.685 0.007 0 44.34 0.0018 R ADVVM@SM@ATDDFVK M

P34914 Epoxide hydrolase 2 104 4 4 62475 5.85 241 493.271 984.5274 2 984.524 0.0034 0 34.99 0.037 R SEEALALPR D
664 808.9202 1615.826 2 1615.821 0.0052 0 54.62 0.00032 K WLQTEVQNPSVTSK I
821 984.5219 1967.029 2 1967.021 0.0082 0 52.53 0.00027 K ATEIGGILVNTPEDPNLSK I

P24270 Catalase 94 2 2 59728 7.72 563 669.8242 1337.634 2 1337.629 0.0052 0 62.31 6.20E-05 K LVNADGEAVYC*K F
634 747.3551 1492.696 2 1492.691 0.005 0 60.24 7.70E-05 R FNSANEDNVTQVR T

Q9JKS4 LIM domain-binding protein 3 67 2 2 76383 7.96 214 482.2595 962.5044 2 962.5008 0.0036 0 44.97 0.0052 R GPFLVAM@GR S
699 855.4557 1708.897 2 1708.89 0.0073 0 33.33 0.03 R GAPAYNPTGPQVTPLAR G

18 Q9D0K2 Succinyl-CoA:3-ketoacid-coenzyme A tr 2721 80 31 55953 8.73 28 388.726 775.4374 2 775.4341 0.0033 0 56.42 0.0004 R AGNVIFR K
29 388.7261 775.4376 2 775.4341 0.0035 0 53.62 0.00076 R AGNVIFR K

135 445.2461 888.4776 2 888.4739 0.0037 0 37.72 0.042 K C*TLPLTGK Q
155 454.2494 906.4843 2 906.4811 0.0032 1 40.84 0.015 K GVFDVDKK N
311 520.2399 1038.465 2 1038.463 0.0025 0 41.2 0.0071 R NFNLPM@C*K A
400 550.7935 1099.573 2 1099.57 0.0029 0 52.08 0.00093 K VVVTMEHSAK G
401 550.7939 1099.573 2 1099.57 0.0036 0 35.44 0.042 K VVVTMEHSAK G
402 550.794 1099.574 2 1099.57 0.0039 0 49.36 0.0017 K VVVTMEHSAK G
403 550.8082 1099.602 2 1099.599 0.0033 0 75.88 3.20E-06 K DGSVAIASKPR E
404 550.8083 1099.602 2 1099.599 0.0036 0 62.21 7.20E-05 K DGSVAIASKPR E
405 550.8084 1099.602 2 1099.599 0.0037 0 56.64 0.00026 K DGSVAIASKPR E
428 558.7919 1115.569 2 1115.565 0.0048 0 52.89 0.00062 K VVVTM@EHSAK G
489 584.8001 1167.586 2 1167.581 0.0045 0 50.05 0.0011 K FYTDPVEAVK D
490 584.8001 1167.586 2 1167.581 0.0045 0 39.67 0.012 K FYTDPVEAVK D
588 616.2957 1230.577 2 1230.573 0.0041 0 66.76 2.00E-05 K DEADADLINAGK E
589 616.2959 1230.577 2 1230.573 0.0045 0 70.83 7.50E-06 K DEADADLINAGK E
601 620.291 1238.568 2 1238.564 0.004 0 60.57 8.10E-05 K GMGGAMDLVSSSK T
602 620.2911 1238.568 2 1238.564 0.0042 0 62.13 5.40E-05 K GMGGAMDLVSSSK T
603 620.2914 1238.568 2 1238.564 0.0047 0 32.79 0.049 K GMGGAMDLVSSSK T
604 620.2914 1238.568 2 1238.564 0.0048 0 40.29 0.0087 K GMGGAMDLVSSSK T
621 628.2881 1254.562 2 1254.558 0.0033 0 52.04 0.00046 K GMGGAM@DLVSSSK T
622 628.2883 1254.562 2 1254.558 0.0037 0 49.71 0.00078 K GMGGAM@DLVSSSK T
623 628.2884 1254.562 2 1254.558 0.0038 0 66.37 1.70E-05 K GMGGAM@DLVSSSK T
624 628.2885 1254.562 2 1254.558 0.0039 0 58.7 9.80E-05 K GMGGAM@DLVSSSK T
625 628.2886 1254.563 2 1254.558 0.0042 0 73.25 3.40E-06 K GMGGAM@DLVSSSK T
626 628.2888 1254.563 2 1254.558 0.0045 0 85.49 2.00E-07 K GMGGAM@DLVSSSK T
645 636.2861 1270.558 2 1270.553 0.0042 0 55.03 0.00019 K GM@GGAM@DLVSSSK T
646 636.2862 1270.558 2 1270.553 0.0045 0 60 6.10E-05 K GM@GGAM@DLVSSSK T
699 665.3656 1328.717 2 1328.712 0.0044 1 51.07 0.00071 K TKVVVTMEHSAK G
700 443.913 1328.717 3 1328.712 0.0048 1 39 0.011 K TKVVVTMEHSAK G
713 449.2452 1344.714 3 1344.707 0.0067 1 35.56 0.033 K TKVVVTM@EHSAK G
714 673.3643 1344.714 2 1344.707 0.0068 1 62.18 7.30E-05 K TKVVVTM@EHSAK G
723 682.8394 1363.664 2 1363.659 0.0047 0 46.09 0.003 K YGDLANWMIPGK M
724 682.8395 1363.665 2 1363.659 0.0051 0 74.8 4.00E-06 K YGDLANWMIPGK M
725 682.8399 1363.665 2 1363.659 0.0058 0 37.12 0.025 K YGDLANWMIPGK M
737 690.8374 1379.66 2 1379.654 0.0059 0 76.05 2.70E-06 K YGDLANWM@IPGK M
738 690.8376 1379.661 2 1379.654 0.0063 0 69.84 1.10E-05 K YGDLANWM@IPGK M
811 502.6086 1504.804 3 1504.8 0.0043 1 50.8 0.0007 K YNKDGSVAIASKPR E
813 753.4102 1504.806 2 1504.8 0.006 1 46.65 0.0019 K YNKDGSVAIASKPR E
870 816.3749 1630.735 2 1630.73 0.0056 0 89.1 6.40E-08 R MISSYVGENAEFER Q
871 816.3752 1630.736 2 1630.73 0.0061 0 83.69 2.20E-07 R MISSYVGENAEFER Q
872 544.5859 1630.736 3 1630.73 0.0063 0 54.25 0.0002 R MISSYVGENAEFER Q
877 548.287 1641.839 3 1641.833 0.0062 0 52.89 0.00039 R GGHVNLTMLGAMQVSK Y
878 821.9273 1641.84 2 1641.833 0.007 0 102.33 4.10E-09 R GGHVNLTMLGAMQVSK Y
880 549.9172 1646.73 3 1646.725 0.0053 0 48 0.00068 R M@ISSYVGENAEFER Q
881 824.3723 1646.73 2 1646.725 0.0053 0 36.13 0.011 R M@ISSYVGENAEFER Q
882 824.3727 1646.731 2 1646.725 0.0062 0 99.86 4.60E-09 R M@ISSYVGENAEFER Q
883 824.3728 1646.731 2 1646.725 0.0064 0 89.23 5.40E-08 R M@ISSYVGENAEFER Q
890 553.6186 1657.834 3 1657.828 0.0059 0 37.23 0.016 R GGHVNLTM@LGAMQVSK Y
892 553.6187 1657.834 3 1657.828 0.0061 0 69.78 9.00E-06 R GGHVNLTM@LGAMQVSK Y
893 829.9246 1657.835 2 1657.828 0.0066 0 78.95 1.10E-06 R GGHVNLTM@LGAMQVSK Y
894 553.619 1657.835 3 1657.828 0.007 0 67.45 1.40E-05 R GGHVNLTM@LGAMQVSK Y
895 829.9251 1657.836 2 1657.828 0.0077 0 64.4 2.70E-05 R GGHVNLTM@LGAMQVSK Y
906 558.9493 1673.826 3 1673.823 0.0033 0 41.74 0.0061 R GGHVNLTM@LGAM@QVSK Y
907 558.9495 1673.827 3 1673.823 0.0036 0 58.94 0.00011 R GGHVNLTM@LGAM@QVSK Y
909 558.9499 1673.828 3 1673.823 0.0049 0 49.2 0.0011 R GGHVNLTM@LGAM@QVSK Y
910 558.9499 1673.828 3 1673.823 0.0049 0 41.45 0.0065 R GGHVNLTM@LGAM@QVSK Y
911 837.9215 1673.829 2 1673.823 0.0055 0 75.36 2.70E-06 R GGHVNLTM@LGAM@QVSK Y

1115 720.3891 2158.146 3 2158.138 0.0072 0 41.92 0.0021 K DLTAVSNNAGVDNFGLGLLLR S
1116 1080.08 2158.146 2 2158.138 0.0074 0 104.11 1.30E-09 K DLTAVSNNAGVDNFGLGLLLR S
1117 720.3892 2158.146 3 2158.138 0.0074 0 35.45 0.0094 K DLTAVSNNAGVDNFGLGLLLR S
1118 1080.08 2158.146 2 2158.138 0.0076 0 88.46 4.40E-08 K DLTAVSNNAGVDNFGLGLLLR S
1119 1080.08 2158.146 2 2158.138 0.0081 0 137.52 5.30E-13 K DLTAVSNNAGVDNFGLGLLLR S
1120 720.3895 2158.147 3 2158.138 0.0083 0 56.97 5.90E-05 K DLTAVSNNAGVDNFGLGLLLR S
1121 720.3896 2158.147 3 2158.138 0.0087 0 64.46 1.10E-05 K DLTAVSNNAGVDNFGLGLLLR S
1128 1092.496 2182.977 2 2182.97 0.0074 0 56.87 7.60E-05 K STGC*DFAVSPNLMPMQQIST -
1139 1100.494 2198.974 2 2198.965 0.0088 0 66.26 7.70E-06 K STGC*DFAVSPNLM@PMQQIST -
1140 1100.494 2198.974 2 2198.965 0.0093 0 65.1 1.10E-05 K STGC*DFAVSPNLM@PMQQIST -
1160 1108.492 2214.969 2 2214.96 0.0095 0 31.11 0.025 K STGC*DFAVSPNLM@PM@QQIST -
1162 1109.077 2216.139 2 2216.133 0.0068 0 62.98 2.30E-05 R QFLSGELEVELTPQGTLAER I
1163 739.7213 2216.142 3 2216.133 0.0095 0 57.01 9.10E-05 R QFLSGELEVELTPQGTLAER I
1271 1196.085 2390.156 2 2390.146 0.0092 0 58.23 8.80E-05 K ETVTVLPGASFFSSDESFAMIR G
1273 803.0572 2406.15 3 2406.141 0.0084 0 31.51 0.035 K ETVTVLPGASFFSSDESFAM@IR G
1274 803.0573 2406.15 3 2406.141 0.0086 0 44.34 0.0019 K ETVTVLPGASFFSSDESFAM@IR G
1275 1204.083 2406.151 2 2406.141 0.0099 0 92.88 2.60E-08 K ETVTVLPGASFFSSDESFAM@IR G
1288 862.4374 2584.291 3 2584.281 0.0095 0 58.25 6.10E-05 R AGGAGVPAFYTSTGYGTLVQEGGSPIK Y
1289 862.4374 2584.291 3 2584.281 0.0095 0 49.72 0.00043 R AGGAGVPAFYTSTGYGTLVQEGGSPIK Y
1290 1293.153 2584.291 2 2584.281 0.0097 0 100.81 3.40E-09 R AGGAGVPAFYTSTGYGTLVQEGGSPIK Y
1309 941.5203 2821.539 3 2821.541 -0.0022 0 53.21 6.10E-05 K DIPNGATLLVGGFGLC*GIPENLIGALLK T
1310 1411.778 2821.542 2 2821.541 0.0009 0 37.45 0.0022 K DIPNGATLLVGGFGLC*GIPENLIGALLK T

Q8BWF0 Succinate-semialdehyde dehydrogenas 368 11 11 55933 8.53 371 535.2819 1068.549 2 1068.545 0.004 0 53.56 0.00055 K ISFTGSTATGK I
473 578.8525 1155.69 2 1155.686 0.0041 0 52.21 0.00037 K IITAESGKPLK E
496 586.7747 1171.535 2 1171.53 0.005 0 46.95 0.0017 R AAYDAFNSWK G
548 601.8559 1201.697 2 1201.693 0.0041 0 53.75 0.0002 K ILLHHAANSVK R
584 613.7994 1225.584 2 1225.58 0.0042 0 38.62 0.015 K WYDLM@IQNK D
586 614.8105 1227.606 2 1227.602 0.0041 0 62.02 6.80E-05 K YGIDEYLEVK Y
608 622.334 1242.653 2 1242.65 0.0038 0 51.7 0.00073 R IYGDIIYTSAK D
710 672.8349 1343.655 2 1343.65 0.0049 0 93.5 3.80E-08 K LGTVADC*GVPEAR A
824 773.3977 1544.781 2 1544.776 0.0052 0 55.39 0.00029 K EVGEVLC*TDPLVSK I

1040 945.4697 1888.925 2 1888.917 0.0081 0 58.65 9.70E-05 R VGNGFEEGTTQGPLINEK A
1075 668.6719 2002.994 3 2002.986 0.0077 0 46.6 0.0016 R HQSGGNFFEPTLLSNVTR D

Q03265 ATP synthase subunit alpha, mitochond 357 11 10 59716 9.22 252 500.7945 999.5745 2 999.5713 0.0032 0 56.71 0.00028 R VLSIGDGIAR V
290 513.8021 1025.59 2 1025.587 0.0027 0 31.86 0.039 K AVDSLVPIGR G
494 586.3215 1170.629 2 1170.625 0.0041 0 73.59 5.20E-06 R VVDALGNAIDGK G
655 644.3533 1286.692 2 1286.687 0.005 0 43.31 0.0059 K HALIIYDDLSK Q
686 658.8768 1315.739 2 1315.735 0.0044 0 60.82 5.20E-05 K TSIAIDTIINQK R
698 664.3597 1326.705 2 1326.701 0.0044 0 60.03 9.30E-05 K LYC*IYVAIGQK R
789 480.2895 1437.847 3 1437.842 0.0051 0 33.26 0.0095 K GIRPAINVGLSVSR V
833 788.3997 1574.785 2 1574.779 0.0061 0 105.57 2.60E-09 R ILGADTSVDLEETGR V
834 789.4355 1576.857 2 1576.85 0.0065 1 30.69 0.05 K LKEIVTNFLAGFEP -
865 812.952 1623.89 2 1623.883 0.0063 0 46.47 0.001 R TGAIVDVPVGEELLGR V

1107 1060.524 2119.034 2 2119.026 0.0087 0 46.01 0.0015 K GM@SLNLEPDNVGVVVFGNDK L
Q1XH17 Tripartite motif-containing protein 72 183 5 5 52783 6.01 266 505.2889 1008.563 2 1008.56 0.0028 0 36.99 0.017 K ILEAHVEAK E

314 520.3004 1038.586 2 1038.582 0.0041 0 51.02 0.00062 R LLPAAEAQAR L
631 632.3135 1262.613 2 1262.608 0.0048 0 53.88 0.00052 R WALGVM@AADASR R
730 684.8474 1367.68 2 1367.676 0.0048 0 46.27 0.0024 R M@FLAALESSLDR E
828 776.4073 1550.8 2 1550.794 0.006 0 73.82 3.30E-06 R ELSSLNSYLEQLR Q

Q9EQ20 Methylmalonate-semialdehyde dehydro 158 6 5 57878 8.29 302 515.7816 1029.549 2 1029.546 0.0031 0 36.51 0.045 K EGASILLDGR R
538 597.2952 1192.576 2 1192.572 0.0034 0 42.66 0.0081 K TLADAEGDVFR G
583 613.3344 1224.654 2 1224.65 0.004 0 47.46 0.0014 K QGIQFYTQLK T

1036 944.4698 1886.925 2 1886.916 0.0089 0 70.17 8.40E-06 K AISFVGSNQAGEYIFER G
1057 654.6834 1961.028 3 1961.022 0.0064 0 43.27 0.0028 R VNAGDQPGADLGPLITPQAK E
1058 981.5217 1961.029 2 1961.022 0.0071 0 33.27 0.028 R VNAGDQPGADLGPLITPQAK E



Q9D2G2 Dihydrolipoyllysine-residue succinyltran 119 4 4 48942 9.11 85 426.7889 851.5633 2 851.5593 0.004 0 30.88 0.0048 R GLVVPVIR N
526 595.3343 1188.654 2 1188.65 0.0039 0 33.84 0.043 K VEGGTPLFTLR K
794 727.8356 1453.657 2 1453.651 0.0059 0 71.25 5.30E-06 R NVETMNYADIER T

1129 729.7179 2186.132 3 2186.122 0.01 0 42.29 0.0032 K ASAFALQEQPVVNAVIDDATK E

19 Q03265 ATP synthase subunit alpha, mitochond 2436 72 33 59716 9.22 90 423.2597 844.5049 2 844.5018 0.003 0 41.02 0.013 R STVAQLVK R
106 430.7563 859.498 2 859.4949 0.0031 0 47.01 0.0034 R QMSLLLR R
129 438.7535 875.4924 2 875.4899 0.0026 0 43.73 0.0073 R QM@SLLLR R
154 446.7485 891.4825 2 891.4814 0.0011 0 39.7 0.017 K LELAQYR E
155 446.7494 891.4843 2 891.4814 0.0029 0 42.45 0.01 K LELAQYR E
167 452.2357 902.4568 2 902.4531 0.0037 0 40.12 0.02 R EPMQTGIK A
255 500.7939 999.5733 2 999.5713 0.002 0 75.46 3.70E-06 R VLSIGDGIAR V
256 500.7941 999.5736 2 999.5713 0.0023 0 55.1 0.00041 R VLSIGDGIAR V
257 500.7942 999.5739 2 999.5713 0.0026 0 39.68 0.014 R VLSIGDGIAR V
258 500.7946 999.5746 2 999.5713 0.0033 0 58.17 0.0002 R VLSIGDGIAR V
262 501.3099 1000.605 2 1000.603 0.0024 1 31.36 0.049 K RSTVAQLVK R
295 513.8018 1025.589 2 1025.587 0.002 0 33.67 0.025 K AVDSLVPIGR G
297 513.8022 1025.59 2 1025.587 0.003 0 46.22 0.0014 K AVDSLVPIGR G
457 575.3123 1148.61 2 1148.608 0.0024 1 35.25 0.044 R GYLDKLEPSK I
486 586.3209 1170.627 2 1170.625 0.0028 0 80.43 1.10E-06 R VVDALGNAIDGK G
488 586.3212 1170.628 2 1170.625 0.0035 0 76.46 2.80E-06 R VVDALGNAIDGK G
489 586.3213 1170.628 2 1170.625 0.0037 0 68.79 1.60E-05 R VVDALGNAIDGK G
638 644.3525 1286.691 2 1286.687 0.0035 0 36.51 0.028 K HALIIYDDLSK Q
639 644.3526 1286.691 2 1286.687 0.0036 0 62.62 6.80E-05 K HALIIYDDLSK Q
640 644.3527 1286.691 2 1286.687 0.0037 0 44.51 0.0044 K HALIIYDDLSK Q
641 644.3528 1286.691 2 1286.687 0.004 0 63.9 5.10E-05 K HALIIYDDLSK Q
671 658.8768 1315.739 2 1315.735 0.0044 0 82.26 3.70E-07 K TSIAIDTIINQK R
677 664.3596 1326.705 2 1326.701 0.0041 0 51.66 0.00067 K LYC*IYVAIGQK R
678 664.3597 1326.705 2 1326.701 0.0044 0 80.48 8.30E-07 K LYC*IYVAIGQK R
695 668.8449 1335.675 2 1335.671 0.0042 0 34.01 0.045 K EIVTNFLAGFEP -
745 712.343 1422.671 2 1422.666 0.0053 0 87.22 1.70E-07 K TGTAEMSSILEER I
746 712.3431 1422.672 2 1422.666 0.0056 0 96.04 2.30E-08 K TGTAEMSSILEER I
762 480.2892 1437.846 3 1437.842 0.0042 0 48.29 0.0003 K GIRPAINVGLSVSR V
763 480.2892 1437.846 3 1437.842 0.0043 0 30.91 0.016 K GIRPAINVGLSVSR V
764 719.9304 1437.846 2 1437.842 0.0047 0 30.62 0.017 K GIRPAINVGLSVSR V
765 719.9305 1437.846 2 1437.842 0.0048 0 35.1 0.0062 K GIRPAINVGLSVSR V
766 719.9306 1437.847 2 1437.842 0.0051 0 58 3.20E-05 K GIRPAINVGLSVSR V
767 720.3397 1438.665 2 1438.661 0.0039 0 96.44 2.00E-08 K TGTAEM@SSILEER I
768 720.3403 1438.666 2 1438.661 0.005 0 49.24 0.001 K TGTAEM@SSILEER I
775 728.4072 1454.8 2 1454.796 0.0044 1 71.17 4.70E-06 K KLYC*IYVAIGQK R
788 491.621 1471.841 3 1471.836 0.0053 1 56.3 9.00E-05 K TSIAIDTIINQKR F
789 736.9286 1471.843 2 1471.836 0.0068 1 47.32 0.00071 K TSIAIDTIINQKR F
793 495.2758 1482.806 3 1482.802 0.0039 1 38.53 0.0086 K LYC*IYVAIGQKR S
827 518.5859 1552.736 3 1552.731 0.0048 0 38.3 0.014 R EAYPGDVFYLHSR L
829 777.3757 1552.737 2 1552.731 0.0059 0 65.65 2.60E-05 R EAYPGDVFYLHSR L
834 788.3984 1574.782 2 1574.779 0.0034 0 98.07 1.60E-08 R ILGADTSVDLEETGR V
835 788.3988 1574.783 2 1574.779 0.0043 0 66.13 2.30E-05 R ILGADTSVDLEETGR V
836 788.3992 1574.784 2 1574.779 0.0051 0 131.49 6.30E-12 R ILGADTSVDLEETGR V
837 788.3997 1574.785 2 1574.779 0.006 0 56.87 0.00019 R ILGADTSVDLEETGR V
838 788.4001 1574.786 2 1574.779 0.0068 0 55.52 0.00028 R ILGADTSVDLEETGR V
839 789.4354 1576.856 2 1576.85 0.0062 1 39.43 0.0069 K LKEIVTNFLAGFEP -
840 789.4355 1576.857 2 1576.85 0.0065 1 49.25 0.00072 K LKEIVTNFLAGFEP -
866 542.3032 1623.888 3 1623.883 0.0046 0 56.01 0.0001 R TGAIVDVPVGEELLGR V
868 812.9518 1623.889 2 1623.883 0.0058 0 75.32 1.30E-06 R TGAIVDVPVGEELLGR V
869 812.9523 1623.89 2 1623.883 0.0068 0 59.01 5.70E-05 R TGAIVDVPVGEELLGR V
870 812.9525 1623.89 2 1623.883 0.0072 0 33.87 0.019 R TGAIVDVPVGEELLGR V
893 556.6044 1666.791 3 1666.787 0.0041 0 52.2 0.00055 R NVQAEEMVEFSSGLK G
894 834.4034 1666.792 2 1666.787 0.0051 0 107.63 1.50E-09 R NVQAEEMVEFSSGLK G
901 561.9363 1682.787 3 1682.782 0.0049 0 51.21 0.00054 R NVQAEEM@VEFSSGLK G
902 842.4012 1682.788 2 1682.782 0.0057 0 44.42 0.0026 R NVQAEEM@VEFSSGLK G
903 842.4013 1682.788 2 1682.782 0.0059 0 98.66 1.00E-08 R NVQAEEM@VEFSSGLK G
935 570.9858 1709.936 3 1709.931 0.0043 1 39.18 0.0042 R VVDALGNAIDGKGPIGSK T
936 855.9752 1709.936 2 1709.931 0.0046 1 58.72 4.50E-05 R VVDALGNAIDGKGPIGSK T
937 570.9859 1709.936 3 1709.931 0.0047 1 29.34 0.039 R VVDALGNAIDGKGPIGSK T
998 594.3372 1779.99 3 1779.984 0.0053 1 28.94 0.039 K RTGAIVDVPVGEELLGR V

1122 1052.526 2103.037 2 2103.031 0.0065 0 72.53 3.40E-06 K GMSLNLEPDNVGVVVFGNDK L
1123 702.0198 2103.038 3 2103.031 0.0068 0 47.37 0.0011 K GMSLNLEPDNVGVVVFGNDK L
1124 1060.523 2119.032 2 2119.026 0.0062 0 75.05 1.90E-06 K GM@SLNLEPDNVGVVVFGNDK L
1125 707.3514 2119.033 3 2119.026 0.0069 0 53.1 0.0003 K GM@SLNLEPDNVGVVVFGNDK L
1126 1060.524 2119.034 2 2119.026 0.008 0 43.69 0.0026 K GM@SLNLEPDNVGVVVFGNDK L
1249 1163.084 2324.152 2 2324.147 0.0054 0 54.85 0.00018 K QGQYSPM@AIEEQVAVIYAGVR G
1250 775.7252 2324.154 3 2324.147 0.0066 0 52.01 0.00033 K QGQYSPM@AIEEQVAVIYAGVR G
1251 775.7256 2324.155 3 2324.147 0.0079 0 80.91 4.10E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1259 780.0629 2337.167 3 2337.16 0.0067 0 71.32 4.00E-06 R EVAAFAQFGSDLDAATQQLLSR G
1260 1169.591 2337.167 2 2337.16 0.0068 0 87.78 9.10E-08 R EVAAFAQFGSDLDAATQQLLSR G
1273 603.3232 2409.264 4 2409.255 0.0083 0 36.76 0.0068 K FENAFLSHVISQHQSLLGNIR S
1274 804.0953 2409.264 3 2409.255 0.0089 0 55.09 9.40E-05 K FENAFLSHVISQHQSLLGNIR S

Q91ZJ5 UTP--glucose-1-phosphate uridylyltrans 2047 71 28 56944 7.18 45 397.2153 792.4161 2 792.413 0.0031 0 39.09 0.026 K VQDYLR R
74 418.7311 835.4477 2 835.444 0.0038 0 46.24 0.0045 R FVQDLSK A

251 498.809 995.6035 2 995.6015 0.002 0 60.7 2.90E-05 R LVEIAQVPK A
252 498.8094 995.6042 2 995.6015 0.0026 0 74.83 1.10E-06 R LVEIAQVPK A
301 514.7626 1027.511 2 1027.509 0.0019 0 36.25 0.03 K IYTFNQSR Y
302 514.7627 1027.511 2 1027.509 0.0022 0 36.22 0.029 K IYTFNQSR Y
304 514.7628 1027.511 2 1027.509 0.0024 0 42.63 0.0066 K IYTFNQSR Y
355 527.2649 1052.515 2 1052.514 0.0014 0 45.13 0.004 K GGTLTQYEGK L
357 527.2653 1052.516 2 1052.514 0.0021 0 37.87 0.022 K GGTLTQYEGK L
520 597.7855 1193.556 2 1193.553 0.0031 0 50.7 0.001 K LNGGLGTSMGC*K G
539 605.7834 1209.552 2 1209.548 0.0041 0 34.47 0.033 K LNGGLGTSM@GC*K G
565 613.3815 1224.748 2 1224.744 0.0043 1 43.15 0.00076 R INKESLLPIAK D
599 628.788 1255.562 2 1255.558 0.0038 0 34.39 0.025 R C*EFVMEVTNK T
600 628.7882 1255.562 2 1255.558 0.0042 0 48.11 0.0011 R C*EFVMEVTNK T
601 628.7883 1255.562 2 1255.558 0.0044 0 35.69 0.019 R C*EFVMEVTNK T
602 628.8473 1255.68 2 1255.677 0.0028 0 36.75 0.02 R GLPDNISSVLNK L
604 628.8479 1255.681 2 1255.677 0.004 0 70.78 7.90E-06 R GLPDNISSVLNK L
605 628.8481 1255.682 2 1255.677 0.0045 0 55.28 0.00025 R GLPDNISSVLNK L
606 628.8484 1255.682 2 1255.677 0.005 0 63.78 3.60E-05 R GLPDNISSVLNK L
611 633.3531 1264.692 2 1264.689 0.003 0 58.98 9.30E-05 K GTVIIIANHGDR I
612 633.3532 1264.692 2 1264.689 0.0031 0 52.7 0.0004 K GTVIIIANHGDR I
613 633.3534 1264.692 2 1264.689 0.0035 0 48.63 0.001 K GTVIIIANHGDR I
614 422.5716 1264.693 3 1264.689 0.0043 0 55.27 0.00022 K GTVIIIANHGDR I
615 633.3604 1264.706 2 1264.703 0.0035 0 58.3 9.50E-05 R IDIPPGAVLENK I
616 633.3605 1264.707 2 1264.703 0.0038 0 69.9 6.10E-06 R IDIPPGAVLENK I
617 633.3606 1264.707 2 1264.703 0.004 0 59.33 7.00E-05 R IDIPPGAVLENK I
618 633.3606 1264.707 2 1264.703 0.004 0 75.22 1.80E-06 R IDIPPGAVLENK I
619 633.3608 1264.707 2 1264.703 0.0043 0 41.64 0.0035 R IDIPPGAVLENK I
620 633.3608 1264.707 2 1264.703 0.0043 0 51.54 0.00036 R IDIPPGAVLENK I
621 633.3611 1264.708 2 1264.703 0.0049 0 70.16 4.90E-06 R IDIPPGAVLENK I
622 633.3613 1264.708 2 1264.703 0.0053 0 50.12 0.00052 R IDIPPGAVLENK I
623 633.3614 1264.708 2 1264.703 0.0055 0 37.52 0.0095 R IDIPPGAVLENK I
629 636.7851 1271.556 2 1271.553 0.003 0 53.56 0.00028 R C*EFVM@EVTNK T
630 636.7854 1271.556 2 1271.553 0.0036 0 33.35 0.028 R C*EFVM@EVTNK T
685 666.8513 1331.688 2 1331.683 0.0046 0 67.05 2.60E-05 K SFENSLGINVPR S
686 666.8513 1331.688 2 1331.683 0.0046 0 46.81 0.0028 K SFENSLGINVPR S
687 666.8514 1331.688 2 1331.683 0.0049 0 57.84 0.00022 K SFENSLGINVPR S
688 444.9036 1331.689 3 1331.683 0.0056 0 34.73 0.047 K SFENSLGINVPR S
689 666.8519 1331.689 2 1331.683 0.0058 0 35.62 0.038 K SFENSLGINVPR S
741 706.8391 1411.664 2 1411.659 0.0049 1 37.95 0.014 K RC*EFVMEVTNK T
754 714.8364 1427.658 2 1427.654 0.0046 1 55.15 0.00019 K RC*EFVM@EVTNK T
909 563.9839 1688.93 3 1688.925 0.005 0 46.08 0.00094 K IFNTNNLWISLGAVK R
910 845.4724 1688.93 2 1688.925 0.0052 0 63.45 1.70E-05 K IFNTNNLWISLGAVK R
911 845.4727 1688.931 2 1688.925 0.0059 0 79.41 4.50E-07 K IFNTNNLWISLGAVK R
922 567.2947 1698.862 3 1698.858 0.0047 0 33.59 0.035 K IQRPPEDSIQPYEK I
923 567.2949 1698.863 3 1698.858 0.0051 0 42.65 0.0043 K IQRPPEDSIQPYEK I
924 567.2949 1698.863 3 1698.858 0.0053 0 40.69 0.007 K IQRPPEDSIQPYEK I
925 850.4392 1698.864 2 1698.858 0.0062 0 50.95 0.00068 K IQRPPEDSIQPYEK I
926 567.2953 1698.864 3 1698.858 0.0066 0 40.38 0.0078 K IQRPPEDSIQPYEK I
942 571.6389 1711.895 3 1711.889 0.0056 1 33.39 0.029 K ILTTAASHEFEHTKK D
980 583.653 1747.937 3 1747.933 0.0046 1 42.28 0.0028 K LVVVKLNGGLGTSM@GC*K G

1016 603.0127 1806.016 3 1806.011 0.0051 1 69.15 2.70E-06 K NVSLKGTVIIIANHGDR I
1035 618.9943 1853.961 3 1853.956 0.0055 0 50.6 0.00061 R LQEQNAIDMEIIVNPK T
1036 927.9884 1853.962 2 1853.956 0.0066 0 93.36 3.40E-08 R LQEQNAIDMEIIVNPK T
1037 927.9891 1853.964 2 1853.956 0.0079 0 58.43 0.0001 R LQEQNAIDMEIIVNPK T
1040 624.326 1869.956 3 1869.951 0.0056 0 50.09 0.00068 R LQEQNAIDM@EIIVNPK T
1041 935.9855 1869.957 2 1869.951 0.0059 0 55.25 0.00021 R LQEQNAIDM@EIIVNPK T
1079 661.7107 1982.11 3 1982.105 0.0055 0 60.03 1.60E-05 K TLDGGLNVIQLETAVGAAIK S
1080 661.7112 1982.112 3 1982.105 0.0071 0 80.28 1.60E-07 K TLDGGLNVIQLETAVGAAIK S
1081 992.0633 1982.112 2 1982.105 0.0072 0 69.18 2.00E-06 K TLDGGLNVIQLETAVGAAIK S
1082 992.0637 1982.113 2 1982.105 0.0081 0 85.41 4.60E-08 K TLDGGLNVIQLETAVGAAIK S
1083 992.0637 1982.113 2 1982.105 0.0081 0 84.3 5.90E-08 K TLDGGLNVIQLETAVGAAIK S
1084 661.7117 1982.113 3 1982.105 0.0086 0 53.44 6.90E-05 K TLDGGLNVIQLETAVGAAIK S
1132 1078.556 2155.098 2 2155.091 0.0066 0 90.59 4.80E-08 R NENTFLDLTVQQIEHLNK T
1136 719.3735 2155.099 3 2155.091 0.0078 0 49.02 0.00064 R NENTFLDLTVQQIEHLNK T
1276 806.3793 2416.116 3 2416.11 0.0057 0 32.61 0.025 K TYNTDVPLVLMNSFNTDEDTK K
1279 1217.062 2432.11 2 2432.105 0.0049 0 39.75 0.0044 K TYNTDVPLVLM@NSFNTDEDTK K
1289 854.4107 2560.21 3 2560.2 0.01 1 49.35 0.00055 K TYNTDVPLVLM@NSFNTDEDTK I
1300 902.1216 2703.343 3 2703.335 0.0084 0 55.19 0.00011 K TTSDLLLVM@SNLYSLNAGSLTMSEK R
1301 1360.676 2719.338 2 2719.33 0.0084 0 100.01 4.30E-09 K TTSDLLLVM@SNLYSLNAGSLTM@SEK R
1302 907.4536 2719.339 3 2719.33 0.0092 0 64.46 1.50E-05 K TTSDLLLVM@SNLYSLNAGSLTM@SEK R

Q9D0K2 Succinyl-CoA:3-ketoacid-coenzyme A tr 481 14 12 55953 8.73 31 388.7261 775.4377 2 775.4341 0.0036 0 58.5 0.00025 R AGNVIFR K
406 550.8085 1099.603 2 1099.599 0.004 0 59.44 0.00014 K DGSVAIASKPR E
484 584.8 1167.586 2 1167.581 0.0044 0 39.8 0.012 K FYTDPVEAVK D
571 616.2953 1230.576 2 1230.573 0.0032 0 40.87 0.008 K DEADADLINAGK E
581 620.2907 1238.567 2 1238.564 0.0034 0 47.64 0.0016 K GMGGAMDLVSSSK T
597 628.2875 1254.56 2 1254.558 0.002 0 45.4 0.0021 K GMGGAM@DLVSSSK T
598 628.2881 1254.562 2 1254.558 0.0033 0 57.08 0.00014 K GMGGAM@DLVSSSK T
627 636.2864 1270.558 2 1270.553 0.005 0 48.26 0.00087 K GM@GGAM@DLVSSSK T
874 816.3749 1630.735 2 1630.73 0.0055 0 82.66 2.80E-07 R MISSYVGENAEFER Q
881 824.3719 1646.729 2 1646.725 0.0046 0 89.13 5.10E-08 R M@ISSYVGENAEFER Q
895 558.9493 1673.826 3 1673.823 0.0031 0 47.04 0.0018 R GGHVNLTM@LGAM@QVSK Y

1138 720.3887 2158.144 3 2158.138 0.006 0 70.54 3.00E-06 K DLTAVSNNAGVDNFGLGLLLR S
1139 1080.08 2158.144 2 2158.138 0.0062 0 82.57 1.80E-07 K DLTAVSNNAGVDNFGLGLLLR S
1272 803.0571 2406.15 3 2406.141 0.0082 0 39.27 0.0057 K ETVTVLPGASFFSSDESFAM@IR G

Q1XH17 Tripartite motif-containing protein 72 386 14 13 52783 6.01 269 505.2887 1008.563 2 1008.56 0.0025 0 52.01 0.00052 K ILEAHVEAK E



279 507.2978 1012.581 2 1012.578 0.0033 1 36.55 0.016 R VRGDAGVALR R
323 520.3 1038.586 2 1038.582 0.0034 0 47.89 0.0013 R LLPAAEAQAR L
480 583.7609 1165.507 2 1165.504 0.003 0 45.98 0.0017 K MQLQEAC*MR K
502 591.7582 1181.502 2 1181.499 0.0027 0 49.03 0.00062 K MQLQEAC*M@R K
589 624.3157 1246.617 2 1246.613 0.0041 0 41.32 0.0091 R WALGVMAADASR R
722 684.8474 1367.68 2 1367.676 0.0047 0 65.28 3.00E-05 R M@FLAALESSLDR E
806 751.9112 1501.808 2 1501.803 0.005 0 37.41 0.014 R LDIQLPVISDDFK F
813 758.8742 1515.734 2 1515.729 0.0052 0 63.22 4.50E-05 R TLVC*GVC*ASLGSHR G
826 776.4073 1550.8 2 1550.794 0.006 0 73.39 3.70E-06 R ELSSLNSYLEQLR Q

1047 631.6623 1891.965 3 1891.96 0.0049 0 46.11 0.0017 K VLEEVADKPQTEFLM@K F
1071 651.0233 1950.048 3 1950.042 0.0059 0 54.58 0.00013 K TVAVLEHQLVEVEETVR Q
1072 976.0331 1950.052 2 1950.042 0.0094 0 44.65 0.0014 K TVAVLEHQLVEVEETVR Q
1310 938.8072 2813.4 3 2813.391 0.0092 0 47.42 0.00068 R ALM@PALEELTFDPSSAHPSLVVSSSGR R

Q9EQ20 Methylmalonate-semialdehyde dehydro 158 6 6 57878 8.29 280 508.7951 1015.576 2 1015.574 0.0021 0 52.25 0.0011 R VPGATM@LLAK L
313 515.7815 1029.548 2 1029.546 0.003 0 38.52 0.028 K EGASILLDGR R
518 597.2956 1192.577 2 1192.572 0.0042 0 43.63 0.0059 K TLADAEGDVFR G
564 613.3342 1224.654 2 1224.65 0.0035 0 34.53 0.028 K QGIQFYTQLK T
791 740.3834 1478.752 2 1478.747 0.005 0 42.96 0.0052 R C*M@ALSTAILVGEAK K

1046 944.4691 1886.924 2 1886.916 0.0073 0 74.85 2.70E-06 K AISFVGSNQAGEYIFER G
Q7TQ48 Sarcalumenin 141 4 4 99123 4.39 224 491.7541 981.4937 2 981.492 0.0018 0 51.25 0.0011 K FGQNFLEK L

737 699.8585 1397.703 2 1397.698 0.0045 0 39.62 0.01 K DFFGINPISNFK L
779 730.8938 1459.773 2 1459.767 0.0059 0 60.18 0.0001 R VTFVDTPGIIENR K
921 848.9991 1695.984 2 1695.977 0.0065 0 52.3 8.40E-05 R AITQELPSLLGSIGLGK N

P80314 T-complex protein 1 subunit beta 136 3 3 57441 5.97 682 665.8351 1329.656 2 1329.652 0.0032 0 46.27 0.0026 R GATQQILDEAER S
808 752.4456 1502.877 2 1502.871 0.0059 0 61.38 1.20E-05 R LSSFIGAIAIGDLVK S
822 774.9026 1547.791 2 1547.787 0.0041 0 64.98 3.30E-05 R DAALM@VTNDGATILK N

P97384 Annexin A11 96 3 3 54077 7.53 408 550.8265 1099.639 2 1099.635 0.0036 0 35.65 0.023 R LLISLSQGNR D
676 662.3656 1322.717 2 1322.712 0.0044 0 45.63 0.0016 K TPVLFDVYEIK E
877 819.8922 1637.77 2 1637.764 0.0057 0 34.24 0.029 R EM@SGDLEQGM@LAVVK C

20 Q03265 ATP synthase subunit alpha, mitochond 4411 118 40 59716 9.22 94 423.2598 844.5051 2 844.5018 0.0033 0 54.81 0.00054 R STVAQLVK R
116 430.7566 859.4986 2 859.4949 0.0036 0 43.28 0.008 R QMSLLLR R
140 438.7541 875.4936 2 875.4899 0.0037 0 47.96 0.0027 R QM@SLLLR R
162 446.7496 891.4846 2 891.4814 0.0032 0 39.68 0.019 K LELAQYR E
163 446.7496 891.4847 2 891.4814 0.0033 0 40.17 0.017 K LELAQYR E
178 452.2353 902.4561 2 902.4531 0.003 0 39.14 0.025 R EPMQTGIK A
179 452.2357 902.4569 2 902.4531 0.0038 0 37.77 0.034 R EPMQTGIK A
280 500.7947 999.5748 2 999.5713 0.0035 0 75.47 3.70E-06 R VLSIGDGIAR V
281 500.7947 999.5749 2 999.5713 0.0036 0 35.41 0.037 R VLSIGDGIAR V
284 501.3101 1000.606 2 1000.603 0.0028 1 32.87 0.034 K RSTVAQLVK R
302 510.7621 1019.51 2 1019.507 0.0027 1 35.45 0.05 K RLTDADAMK Y
303 510.7622 1019.51 2 1019.507 0.0028 1 46.29 0.0043 K RLTDADAMK Y
313 513.8022 1025.59 2 1025.587 0.003 0 49.14 0.00071 K AVDSLVPIGR G
316 513.8025 1025.59 2 1025.587 0.0035 0 66.3 1.30E-05 K AVDSLVPIGR G
317 513.8027 1025.591 2 1025.587 0.0038 0 60.88 4.50E-05 K AVDSLVPIGR G
326 518.7596 1035.505 2 1035.502 0.0027 1 36.34 0.039 K RLTDADAM@K Y
468 560.8655 1119.717 2 1119.713 0.0037 1 50.14 5.90E-05 R VGLKAPGIIPR I
561 586.3209 1170.627 2 1170.625 0.0027 0 52.35 0.00067 R VVDALGNAIDGK G
562 586.3211 1170.628 2 1170.625 0.0032 0 81.77 8.30E-07 R VVDALGNAIDGK G
563 586.3212 1170.628 2 1170.625 0.0035 0 51.68 0.00085 R VVDALGNAIDGK G
564 586.3213 1170.628 2 1170.625 0.0037 0 64.15 4.60E-05 R VVDALGNAIDGK G
565 586.3217 1170.629 2 1170.625 0.0043 0 83.05 5.50E-07 R VVDALGNAIDGK G
566 586.3219 1170.629 2 1170.625 0.0048 0 79.29 1.30E-06 R VVDALGNAIDGK G
737 644.3527 1286.691 2 1286.687 0.0037 0 53.44 0.00056 K HALIIYDDLSK Q
738 644.3529 1286.691 2 1286.687 0.0042 0 70.14 1.10E-05 K HALIIYDDLSK Q
739 644.353 1286.692 2 1286.687 0.0045 0 60.61 9.70E-05 K HALIIYDDLSK Q
741 644.3534 1286.692 2 1286.687 0.0052 0 53.8 0.00053 K HALIIYDDLSK Q
742 644.3536 1286.693 2 1286.687 0.0056 0 68.23 2.10E-05 K HALIIYDDLSK Q
783 658.8762 1315.738 2 1315.735 0.0031 0 71.87 5.40E-06 K TSIAIDTIINQK R
785 658.8771 1315.74 2 1315.735 0.0049 0 70.42 5.70E-06 K TSIAIDTIINQK R
786 658.8772 1315.74 2 1315.735 0.0051 0 67.36 1.10E-05 K TSIAIDTIINQK R
787 658.8776 1315.741 2 1315.735 0.006 0 84.58 2.30E-07 K TSIAIDTIINQK R
807 664.3597 1326.705 2 1326.701 0.0042 0 57.36 0.00017 K LYC*IYVAIGQK R
808 664.3599 1326.705 2 1326.701 0.0046 0 40.01 0.0093 K LYC*IYVAIGQK R
809 664.3599 1326.705 2 1326.701 0.0046 0 49.14 0.0011 K LYC*IYVAIGQK R
810 664.3599 1326.705 2 1326.701 0.0046 0 70.35 8.60E-06 K LYC*IYVAIGQK R
812 664.36 1326.706 2 1326.701 0.005 0 60.96 7.50E-05 K LYC*IYVAIGQK R
813 664.3602 1326.706 2 1326.701 0.0052 0 47.51 0.0017 K LYC*IYVAIGQK R
814 664.3604 1326.706 2 1326.701 0.0056 0 43.39 0.0049 K LYC*IYVAIGQK R
826 668.8448 1335.675 2 1335.671 0.0041 0 42.51 0.0065 K EIVTNFLAGFEP -
827 668.8451 1335.676 2 1335.671 0.0046 0 69.7 1.20E-05 K EIVTNFLAGFEP -
829 668.8453 1335.676 2 1335.671 0.0049 0 40.6 0.011 K EIVTNFLAGFEP -
857 679.8785 1357.742 2 1357.739 0.0037 1 56.1 0.00021 R ISVREPMQTGIK A
874 687.8765 1373.738 2 1373.734 0.0047 1 59.49 0.00011 R ISVREPM@QTGIK A
928 712.3428 1422.671 2 1422.666 0.0051 0 68.7 1.10E-05 K TGTAEMSSILEER I
929 712.343 1422.672 2 1422.666 0.0055 0 92.79 4.80E-08 K TGTAEMSSILEER I
944 719.9301 1437.846 2 1437.842 0.0041 0 34.32 0.0075 K GIRPAINVGLSVSR V
945 480.2892 1437.846 3 1437.842 0.0041 0 30.14 0.02 K GIRPAINVGLSVSR V
946 719.9302 1437.846 2 1437.842 0.0043 0 65.36 5.90E-06 K GIRPAINVGLSVSR V
949 719.9308 1437.847 2 1437.842 0.0054 0 41.13 0.0015 K GIRPAINVGLSVSR V
951 480.2897 1437.847 3 1437.842 0.0056 0 38.3 0.0032 K GIRPAINVGLSVSR V
953 719.9312 1437.848 2 1437.842 0.0063 0 57.15 4.00E-05 K GIRPAINVGLSVSR V
956 480.2901 1437.849 3 1437.842 0.0069 0 48.18 0.00025 K GIRPAINVGLSVSR V
957 720.3399 1438.665 2 1438.661 0.0043 0 63.78 3.60E-05 K TGTAEM@SSILEER I
973 728.4076 1454.801 2 1454.796 0.0051 1 76.99 1.30E-06 K KLYC*IYVAIGQK R
990 736.9273 1471.84 2 1471.836 0.0042 1 66.57 7.70E-06 K TSIAIDTIINQKR F

1002 495.2759 1482.806 3 1482.802 0.0041 1 41.4 0.0044 K LYC*IYVAIGQKR S
1003 495.276 1482.806 3 1482.802 0.0046 1 42.35 0.0035 K LYC*IYVAIGQKR S
1005 742.4109 1482.807 2 1482.802 0.0057 1 48.7 0.00092 K LYC*IYVAIGQKR S
1061 518.5862 1552.737 3 1552.731 0.0057 0 48.61 0.0013 R EAYPGDVFYLHSR L
1062 777.3757 1552.737 2 1552.731 0.0058 0 43.86 0.004 R EAYPGDVFYLHSR L
1065 777.3759 1552.737 2 1552.731 0.0062 0 79.87 9.40E-07 R EAYPGDVFYLHSR L
1066 777.376 1552.738 2 1552.731 0.0065 0 58.6 0.00012 R EAYPGDVFYLHSR L
1086 788.3992 1574.784 2 1574.779 0.005 0 79.49 1.00E-06 R ILGADTSVDLEETGR V
1087 788.3993 1574.784 2 1574.779 0.0053 0 126.85 1.90E-11 R ILGADTSVDLEETGR V
1088 788.3999 1574.785 2 1574.779 0.0065 0 76.73 2.00E-06 R ILGADTSVDLEETGR V
1089 788.4 1574.786 2 1574.779 0.0067 0 48.27 0.0014 R ILGADTSVDLEETGR V
1090 788.4006 1574.787 2 1574.779 0.0079 0 88.25 1.40E-07 R ILGADTSVDLEETGR V
1092 789.4346 1576.855 2 1576.85 0.0046 1 39.94 0.0057 K LKEIVTNFLAGFEP -
1093 789.435 1576.855 2 1576.85 0.0054 1 40.3 0.006 K LKEIVTNFLAGFEP -
1094 789.4351 1576.856 2 1576.85 0.0055 1 37.58 0.011 K LKEIVTNFLAGFEP -
1096 789.4355 1576.857 2 1576.85 0.0065 1 61.5 4.30E-05 K LKEIVTNFLAGFEP -
1137 812.9514 1623.888 2 1623.883 0.0051 0 86.32 9.70E-08 R TGAIVDVPVGEELLGR V
1140 812.952 1623.89 2 1623.883 0.0063 0 82.42 2.60E-07 R TGAIVDVPVGEELLGR V
1185 834.403 1666.791 2 1666.787 0.0041 0 87.27 1.70E-07 R NVQAEEMVEFSSGLK G
1186 556.605 1666.793 3 1666.787 0.0061 0 70.16 8.80E-06 R NVQAEEMVEFSSGLK G
1187 834.4041 1666.794 2 1666.787 0.0063 0 83.89 3.80E-07 R NVQAEEMVEFSSGLK G
1188 834.4046 1666.795 2 1666.787 0.0074 0 96.92 1.80E-08 R NVQAEEMVEFSSGLK G
1195 842.4014 1682.788 2 1682.782 0.0062 0 81.59 5.20E-07 R NVQAEEM@VEFSSGLK G
1196 842.4015 1682.788 2 1682.782 0.0063 0 48.92 0.00097 R NVQAEEM@VEFSSGLK G
1197 842.4017 1682.789 2 1682.782 0.0067 0 94.88 2.50E-08 R NVQAEEM@VEFSSGLK G
1198 842.4017 1682.789 2 1682.782 0.0068 0 88.8 1.00E-07 R NVQAEEM@VEFSSGLK G
1199 561.9371 1682.79 3 1682.782 0.0074 0 51.29 0.00056 R NVQAEEM@VEFSSGLK G
1220 570.986 1709.936 3 1709.931 0.0049 1 51.12 0.00026 R VVDALGNAIDGKGPIGSK T
1221 570.986 1709.936 3 1709.931 0.005 1 38.27 0.005 R VVDALGNAIDGKGPIGSK T
1222 855.9761 1709.938 2 1709.931 0.0064 1 70.58 3.30E-06 R VVDALGNAIDGKGPIGSK T
1288 594.3374 1779.99 3 1779.984 0.0061 1 41.34 0.0023 K RTGAIVDVPVGEELLGR V
1422 1052.526 2103.037 2 2103.031 0.0063 0 83.23 2.90E-07 K GMSLNLEPDNVGVVVFGNDK L
1423 1052.526 2103.038 2 2103.031 0.0075 0 89.94 6.00E-08 K GMSLNLEPDNVGVVVFGNDK L
1428 1060.524 2119.033 2 2119.026 0.0072 0 90.31 5.60E-08 K GM@SLNLEPDNVGVVVFGNDK L
1429 1060.524 2119.033 2 2119.026 0.0075 0 89.61 6.60E-08 K GM@SLNLEPDNVGVVVFGNDK L
1546 1155.087 2308.159 2 2308.152 0.0066 0 104.64 1.80E-09 K QGQYSPMAIEEQVAVIYAGVR G
1547 770.3942 2308.161 3 2308.152 0.0087 0 32.06 0.032 K QGQYSPMAIEEQVAVIYAGVR G
1548 770.3945 2308.162 3 2308.152 0.0096 0 59.4 6.40E-05 K QGQYSPMAIEEQVAVIYAGVR G
1561 1163.084 2324.154 2 2324.147 0.0066 0 74.54 1.90E-06 K QGQYSPM@AIEEQVAVIYAGVR G
1562 1163.085 2324.155 2 2324.147 0.0076 0 72.36 2.90E-06 K QGQYSPM@AIEEQVAVIYAGVR G
1564 775.7259 2324.156 3 2324.147 0.0088 0 31.22 0.038 K QGQYSPM@AIEEQVAVIYAGVR G
1565 775.7261 2324.156 3 2324.147 0.0093 0 72.37 3.00E-06 K QGQYSPM@AIEEQVAVIYAGVR G
1572 1169.59 2337.166 2 2337.16 0.006 0 122.15 3.20E-11 R EVAAFAQFGSDLDAATQQLLSR G
1573 780.0629 2337.167 3 2337.16 0.0067 0 36.72 0.012 R EVAAFAQFGSDLDAATQQLLSR G
1575 780.0631 2337.168 3 2337.16 0.0074 0 42.06 0.0033 R EVAAFAQFGSDLDAATQQLLSR G
1576 1169.591 2337.168 2 2337.16 0.0075 0 118.41 7.70E-11 R EVAAFAQFGSDLDAATQQLLSR G
1577 1169.591 2337.168 2 2337.16 0.0077 0 112.91 2.70E-10 R EVAAFAQFGSDLDAATQQLLSR G
1578 780.0635 2337.169 3 2337.16 0.0085 0 30.24 0.048 R EVAAFAQFGSDLDAATQQLLSR G
1580 780.0635 2337.169 3 2337.16 0.0087 0 35.34 0.016 R EVAAFAQFGSDLDAATQQLLSR G
1581 780.0637 2337.169 3 2337.16 0.0093 0 72.96 2.80E-06 R EVAAFAQFGSDLDAATQQLLSR G
1614 603.3229 2409.263 4 2409.255 0.0073 0 37.79 0.0052 K FENAFLSHVISQHQSLLGNIR S
1615 804.0949 2409.263 3 2409.255 0.0076 0 69.65 3.50E-06 K FENAFLSHVISQHQSLLGNIR S
1616 804.095 2409.263 3 2409.255 0.008 0 66.16 7.70E-06 K FENAFLSHVISQHQSLLGNIR S
1618 603.3232 2409.264 4 2409.255 0.0083 0 46.8 0.00067 K FENAFLSHVISQHQSLLGNIR S
1619 804.0952 2409.264 3 2409.255 0.0085 0 57.03 6.30E-05 K FENAFLSHVISQHQSLLGNIR S
1620 804.0952 2409.264 3 2409.255 0.0085 0 41.05 0.0025 K FENAFLSHVISQHQSLLGNIR S
1621 804.0953 2409.264 3 2409.255 0.0089 0 65.73 8.10E-06 K FENAFLSHVISQHQSLLGNIR S
1623 804.0954 2409.264 3 2409.255 0.0091 0 42.57 0.0017 K FENAFLSHVISQHQSLLGNIR S
1624 603.3235 2409.265 4 2409.255 0.0095 0 46.11 0.00074 K FENAFLSHVISQHQSLLGNIR S
1625 804.0956 2409.265 3 2409.255 0.0096 0 70.27 2.80E-06 K FENAFLSHVISQHQSLLGNIR S
1652 820.1083 2457.303 3 2457.294 0.0093 1 32.27 0.018 K GMSLNLEPDNVGVVVFGNDKLIK E
1705 884.1265 2649.358 3 2649.351 0.0065 1 51.47 0.00026 R EVAAFAQFGSDLDAATQQLLSRGVR L

Q91YT0 NADH dehydrogenase [ubiquinone] flav 1356 39 20 50802 8.51 130 435.2495 868.4845 2 868.4807 0.0039 0 35.6 0.026 R AAYIYIR G
180 452.7493 903.484 2 903.4814 0.0026 0 45.44 0.007 R GGAGFPTGLK W
181 452.7497 903.4848 2 903.4814 0.0033 0 50.93 0.0017 R GGAGFPTGLK W
245 492.2704 982.5262 2 982.5236 0.0026 0 54.01 0.00044 R IFTNLYGR H
246 492.2706 982.5266 2 982.5236 0.003 0 47.99 0.0016 R IFTNLYGR H
351 525.7783 1049.542 2 1049.539 0.0028 0 65.27 5.20E-05 R EAYEAGLIGK N
352 525.7784 1049.542 2 1049.539 0.003 0 37.8 0.03 R EAYEAGLIGK N
363 528.2581 1054.502 2 1054.499 0.0032 0 41.33 0.0084 R GGTWFAGFGR E
371 530.2856 1058.557 2 1058.554 0.0023 0 51.82 0.0013 K LVEGC*LVGGR A
372 530.2859 1058.557 2 1058.554 0.0029 0 71.06 1.40E-05 K LVEGC*LVGGR A
509 573.2886 1144.563 2 1144.559 0.004 0 58.96 0.00019 K GPDWILGEMK T
546 581.2857 1160.557 2 1160.554 0.0033 0 47.12 0.0024 K GPDWILGEM@K T
691 627.8027 1253.591 2 1253.589 0.002 1 84.22 3.90E-07 K TSFGSLKDEDR I
692 627.8033 1253.592 2 1253.589 0.0032 1 61.11 8.60E-05 K TSFGSLKDEDR I
693 627.8034 1253.592 2 1253.589 0.0035 1 69.7 1.20E-05 K TSFGSLKDEDR I



694 627.8034 1253.592 2 1253.589 0.0035 1 57.12 0.00021 K TSFGSLKDEDR I
895 696.2687 1390.523 2 1390.518 0.0052 0 47.72 0.00011 K HESC*GQC*TPC*R E

1165 826.3876 1650.761 2 1650.756 0.0047 0 86.59 1.60E-07 K YLVVNADEGEPGTC*K D
1166 826.3879 1650.761 2 1650.756 0.0053 0 91.35 5.30E-08 K YLVVNADEGEPGTC*K D
1167 826.3879 1650.761 2 1650.756 0.0053 0 72.99 3.70E-06 K YLVVNADEGEPGTC*K D
1217 570.9549 1709.843 3 1709.837 0.0056 0 85.15 2.70E-07 R GEFYNEASNLQVAIR E
1218 855.9287 1709.843 2 1709.837 0.0056 0 87.17 1.70E-07 R GEFYNEASNLQVAIR E
1219 855.9291 1709.844 2 1709.837 0.0065 0 91.89 5.40E-08 R GEFYNEASNLQVAIR E
1262 882.3913 1762.768 2 1762.762 0.0059 0 78.67 4.80E-07 K NAC*GSDYDFDVFVVR G
1263 882.3914 1762.768 2 1762.762 0.0062 0 82.37 2.10E-07 K NAC*GSDYDFDVFVVR G
1264 588.597 1762.769 3 1762.762 0.007 0 58.31 5.00E-05 K NAC*GSDYDFDVFVVR G
1289 893.9547 1785.895 2 1785.89 0.0052 0 49.55 0.00096 K GDARPAEIDSLWEISK Q
1345 961.9512 1921.888 2 1921.884 0.0038 1 41.37 0.0041 K YLVVNADEGEPGTC*KDR E
1346 641.6369 1921.889 3 1921.884 0.0049 1 38.47 0.0081 K YLVVNADEGEPGTC*KDR E
1398 690.0039 2066.99 3 2066.983 0.0069 0 56.01 0.00017 R GAGAYIC*GEETALIESIEGK Q
1399 1034.502 2066.99 2 2066.983 0.0071 0 105.78 1.80E-09 R GAGAYIC*GEETALIESIEGK Q
1400 1034.503 2066.991 2 2066.983 0.0078 0 95.75 1.70E-08 R GAGAYIC*GEETALIESIEGK Q
1686 872.1408 2613.401 3 2613.392 0.0091 0 28.98 0.021 K HAGGVTGGWDNLLAVIPGGSSTPLIPK S
1687 872.1411 2613.402 3 2613.392 0.01 0 30.57 0.014 K HAGGVTGGWDNLLAVIPGGSSTPLIPK S
1698 879.7672 2636.28 3 2636.273 0.0071 0 55.3 0.00012 K LFNISGHVNHPC*TVEEEMSVPLK E
1708 885.0992 2652.276 3 2652.268 0.0083 0 42.46 0.0023 K LFNISGHVNHPC*TVEEEM@SVPLK E
1709 885.0997 2652.277 3 2652.268 0.0096 0 38.24 0.0061 K LFNISGHVNHPC*TVEEEM@SVPLK E
1767 811.4006 3241.573 4 3241.567 0.0063 0 54.92 8.80E-05 K SVC*ETVLM@DFDALVQAQTGLGTAAVIVMDR S
1768 1081.532 3241.574 3 3241.567 0.0072 0 76.96 5.90E-07 K SVC*ETVLM@DFDALVQAQTGLGTAAVIVMDR S

Q1XH17 Tripartite motif-containing protein 72 364 17 15 52783 6.01 146 441.7304 881.4463 2 881.4429 0.0034 0 36.1 0.033 K FC*LVTSR L
293 505.289 1008.563 2 1008.56 0.003 0 44.44 0.003 K ILEAHVEAK E
298 507.2974 1012.58 2 1012.578 0.0025 1 41.92 0.005 R VRGDAGVALR R
331 520.3 1038.586 2 1038.582 0.0034 0 40.97 0.0064 R LLPAAEAQAR L
409 542.3312 1082.648 2 1082.645 0.0031 1 30.71 0.033 R LKTQLPQQK M
557 583.7612 1165.508 2 1165.504 0.0037 0 32.31 0.04 K MQLQEAC*MR K
585 591.7587 1181.503 2 1181.499 0.0037 0 45.22 0.0015 K MQLQEAC*M@R K
705 632.3136 1262.613 2 1262.608 0.0049 0 73.13 6.10E-06 R WALGVM@AADASR R
870 684.8476 1367.681 2 1367.676 0.0052 0 45.11 0.0032 R M@FLAALESSLDR E

1030 506.2516 1515.733 3 1515.729 0.0045 0 33.38 0.039 R TLVC*GVC*ASLGSHR G
1031 758.874 1515.734 2 1515.729 0.0049 0 78.35 1.40E-06 R TLVC*GVC*ASLGSHR G
1058 776.4075 1550.801 2 1550.794 0.0065 0 65.26 2.40E-05 R ELSSLNSYLEQLR Q
1331 626.3315 1875.973 3 1875.965 0.0074 0 35.07 0.021 K VLEEVADKPQTEFLMK F
1332 631.6627 1891.966 3 1891.96 0.006 0 36.78 0.015 K VLEEVADKPQTEFLM@K F
1356 976.0306 1950.047 2 1950.042 0.0045 0 39.42 0.0041 K TVAVLEHQLVEVEETVR Q
1357 651.0239 1950.05 3 1950.042 0.0077 0 48.92 0.00045 K TVAVLEHQLVEVEETVR Q
1736 933.4749 2797.403 3 2797.396 0.0073 0 48.05 0.00063 R ALMPALEELTFDPSSAHPSLVVSSSGR R

Q7TQ48 Sarcalumenin 336 12 10 99123 4.39 205 468.7862 935.5578 2 935.5552 0.0026 0 45.14 0.0013 R IHALLVDR Y
706 632.3148 1262.615 2 1262.611 0.0039 0 43.26 0.0057 K ADNLATQMLMR V
729 640.3123 1278.61 2 1278.606 0.0041 0 37.12 0.02 K ADNLATQMLM@R V
758 648.3095 1294.605 2 1294.601 0.0035 0 38.4 0.014 K ADNLATQM@LM@R V
824 667.345 1332.676 2 1332.671 0.0048 0 72.07 8.40E-06 K TIEGIVMAADSAR S
977 730.8937 1459.773 2 1459.767 0.0058 0 61.12 8.00E-05 R VTFVDTPGIIENR K

1142 813.4164 1624.818 2 1624.813 0.0053 0 39.1 0.01 K STMINYLLGLEDTR Y
1146 814.9165 1627.819 2 1627.813 0.0051 1 58.19 0.00012 K DIVEDPDKFYIFK T
1208 566.3342 1695.981 3 1695.977 0.0036 0 28.33 0.024 R AITQELPSLLGSIGLGK N
1209 848.999 1695.984 2 1695.977 0.0064 0 29.73 0.015 R AITQELPSLLGSIGLGK N
1339 638.6671 1912.979 3 1912.974 0.0052 0 34.53 0.024 K EEISLLEDLNQVIENR L
1340 957.4973 1912.98 2 1912.974 0.0058 0 91.37 4.90E-08 K EEISLLEDLNQVIENR L

Q8BGH2 Sorting and assembly machinery compo 279 8 8 51831 6.34 448 554.3025 1106.59 2 1106.587 0.0031 0 39.67 0.013 R WSYGAGVVLR L
579 589.3002 1176.586 2 1176.582 0.0043 0 47.53 0.0026 K VTFQFSYGTK E
754 646.8265 1291.639 2 1291.634 0.0042 0 55.28 0.00038 R IC*DGVQFGAGIR F
791 659.8265 1317.638 2 1317.635 0.0037 0 33.69 0.045 K SSLSHAM@VIDSR N

1284 890.4661 1778.918 2 1778.912 0.0053 1 53.73 0.0003 R TKDDIIIC*EIGEVFK A
1313 911.4377 1820.861 2 1820.855 0.0059 0 53.53 0.00033 R LELNYC*IPMGVQGGDR I
1319 919.4354 1836.856 2 1836.85 0.0063 0 59.23 8.00E-05 R LELNYC*IPM@GVQGGDR I
1421 702.0115 2103.013 3 2103.006 0.0066 0 70.57 5.80E-06 K ETSYGLSFFKPQPGNFER N

P17563 Selenium-binding protein 1 246 7 7 52480 5.87 21 385.744 769.4735 2 769.4698 0.0038 0 32.05 0.05 K VIQVPSK K
390 534.8439 1067.673 2 1067.67 0.0031 0 48.4 0.00024 K LILPGLISSR I
415 544.3047 1086.595 2 1086.592 0.0029 0 65.91 4.70E-05 K VIEASEIQAK C
639 405.5497 1213.627 3 1213.62 0.0069 0 38.45 0.015 K SPQYSQVIHR L
666 617.3295 1232.644 2 1232.64 0.0043 0 66.87 2.60E-05 R IYVVDVGSEPR A
819 665.8981 1329.782 2 1329.777 0.0047 0 57.48 3.40E-05 R LAGQIFLGGSIVR G

1338 953.4611 1904.908 2 1904.9 0.0073 0 76.14 1.80E-06 R NTGTEAPDYLATVDVDPK S
P26443 Glutamate dehydrogenase 1, mitochond 213 8 8 61359 7.66 221 482.2681 962.5216 2 962.5185 0.0031 0 47.11 0.0033 K YNLGLDLR T

297 507.2714 1012.528 2 1012.526 0.002 0 37 0.024 K ALASLM@TYK C
405 540.292 1078.569 2 1078.566 0.0036 0 62.13 9.10E-05 R TAAYVNAIEK V
645 610.3127 1218.611 2 1218.607 0.0041 0 39.03 0.02 K C*AVVDVPFGGAK A

1101 792.4024 1582.79 2 1582.784 0.0064 0 77.42 1.60E-06 K IIAEGANGPTTPEADK I
1254 583.6367 1747.888 3 1747.883 0.0053 0 40.93 0.0074 K TFVVQGFGNVGLHSMR Y
1267 588.9681 1763.883 3 1763.878 0.0048 0 52.91 0.00051 K TFVVQGFGNVGLHSM@R Y
1341 958.4669 1914.919 2 1914.915 0.0047 0 35.45 0.021 K GFIGPGIDVPAPDMSTGER E

P97807 Fumarate hydratase, mitochondrial 151 4 4 54336 9.12 647 610.8149 1219.615 2 1219.612 0.0035 0 45.79 0.0042 R AIEM@LGGELGSK K
1022 752.8702 1503.726 2 1503.721 0.0054 0 52.86 0.00049 R AAAEVNQEYGLDPK I
1265 882.4715 1762.928 2 1762.921 0.0071 0 89.5 7.20E-08 R IYELAAGGTAVGTGLNTR I

P24549 Retinal dehydrogenase 1 143 4 4 54433 7.92 430 547.7973 1093.58 2 1093.577 0.0033 0 68.08 2.10E-05 K VAFTGSTQVGK L
1143 814.4137 1626.813 2 1626.808 0.0053 0 44.53 0.0031 K VFANAYLSDLGGC*IK A
1373 995.477 1988.939 2 1988.93 0.0092 0 72.04 4.30E-06 K GFFVQPTVFSNVTDEM@R I

Q9DC61 Mitochondrial-processing peptidase sub 102 3 3 58242 6.36 256 494.7763 987.538 2 987.5349 0.0031 0 53.19 0.00097 K VTTLDNGLR V
1257 878.4491 1754.884 2 1754.877 0.0062 0 65.21 2.60E-05 K FGQFC*TVGILINSGSR Y
1315 611.3489 1831.025 3 1831.02 0.0046 0 34.02 0.0094 K GLDTVVDLLADVVLHPR L

21 Q03265 ATP synthase subunit alpha, mitochond 5745 157 41 59716 9.22 60 408.2361 814.4576 2 814.4548 0.0028 0 36.03 0.05 R ELIIGDR Q
101 423.2595 844.5044 2 844.5018 0.0025 0 58.98 0.0002 R STVAQLVK R
121 430.756 859.4975 2 859.4949 0.0025 0 40.22 0.018 R QMSLLLR R
122 430.756 859.4975 2 859.4949 0.0026 0 42.52 0.011 R QMSLLLR R
170 446.7485 891.4825 2 891.4814 0.0011 0 39.79 0.016 K LELAQYR E
171 446.7491 891.4837 2 891.4814 0.0024 0 37.77 0.031 K LELAQYR E
172 446.7492 891.4838 2 891.4814 0.0024 0 39.82 0.02 K LELAQYR E
173 446.7492 891.4838 2 891.4814 0.0024 0 37.53 0.033 K LELAQYR E
187 452.2351 902.4556 2 902.4531 0.0025 0 37.04 0.048 R EPMQTGIK A
188 452.2354 902.4562 2 902.4531 0.0031 0 48.36 0.003 R EPMQTGIK A
189 452.2356 902.4566 2 902.4531 0.0034 0 41.24 0.015 R EPMQTGIK A
271 500.7938 999.5731 2 999.5713 0.0018 0 54.62 0.00045 R VLSIGDGIAR V
272 500.7941 999.5736 2 999.5713 0.0024 0 54.35 0.00049 R VLSIGDGIAR V
273 500.7942 999.5738 2 999.5713 0.0025 0 38.68 0.018 R VLSIGDGIAR V
274 500.7943 999.574 2 999.5713 0.0027 0 75.47 3.80E-06 R VLSIGDGIAR V
279 501.3098 1000.605 2 1000.603 0.0022 1 41.67 0.0046 K RSTVAQLVK R
301 510.7621 1019.51 2 1019.507 0.0028 1 40.07 0.018 K RLTDADAMK Y
302 510.7623 1019.51 2 1019.507 0.0031 1 37.02 0.036 K RLTDADAMK Y
309 513.8016 1025.589 2 1025.587 0.0018 0 75.72 1.60E-06 K AVDSLVPIGR G
312 513.8017 1025.589 2 1025.587 0.0019 0 53.5 0.00026 K AVDSLVPIGR G
313 513.8019 1025.589 2 1025.587 0.0023 0 44.89 0.0019 K AVDSLVPIGR G
314 513.8019 1025.589 2 1025.587 0.0023 0 51.83 0.00039 K AVDSLVPIGR G
454 560.865 1119.715 2 1119.713 0.0026 1 40.2 0.00058 R VGLKAPGIIPR I
482 575.312 1148.61 2 1148.608 0.0018 1 34.98 0.046 R GYLDKLEPSK I
483 575.3121 1148.61 2 1148.608 0.0019 1 40.15 0.014 R GYLDKLEPSK I
484 575.3123 1148.61 2 1148.608 0.0024 1 50.58 0.0013 R GYLDKLEPSK I
524 586.3205 1170.626 2 1170.625 0.002 0 55.34 0.00033 R VVDALGNAIDGK G
525 586.3206 1170.627 2 1170.625 0.0021 0 59.19 0.00014 R VVDALGNAIDGK G
526 586.3206 1170.627 2 1170.625 0.0022 0 79.87 1.20E-06 R VVDALGNAIDGK G
527 586.3209 1170.627 2 1170.625 0.0027 0 83.44 5.20E-07 R VVDALGNAIDGK G
528 586.3209 1170.627 2 1170.625 0.0028 0 75.95 3.20E-06 R VVDALGNAIDGK G
529 586.3213 1170.628 2 1170.625 0.0037 0 89.78 1.20E-07 R VVDALGNAIDGK G
675 644.352 1286.689 2 1286.687 0.0024 0 61.67 9.20E-05 K HALIIYDDLSK Q
676 644.3522 1286.69 2 1286.687 0.0028 0 67.17 2.60E-05 K HALIIYDDLSK Q
677 644.3523 1286.69 2 1286.687 0.003 0 47.71 0.0023 K HALIIYDDLSK Q
678 644.3524 1286.69 2 1286.687 0.0031 0 59.41 0.00015 K HALIIYDDLSK Q
679 644.3525 1286.69 2 1286.687 0.0034 0 46.02 0.0033 K HALIIYDDLSK Q
680 644.3525 1286.69 2 1286.687 0.0034 0 59.49 0.00015 K HALIIYDDLSK Q
681 644.3525 1286.69 2 1286.687 0.0034 0 70.38 1.20E-05 K HALIIYDDLSK Q
684 429.9043 1286.691 3 1286.687 0.0041 0 38.77 0.017 K HALIIYDDLSK Q
723 658.8757 1315.737 2 1315.735 0.0022 0 60.28 7.30E-05 K TSIAIDTIINQK R
725 658.876 1315.737 2 1315.735 0.0027 0 71.35 5.80E-06 K TSIAIDTIINQK R
727 658.8765 1315.738 2 1315.735 0.0037 0 66.75 1.50E-05 K TSIAIDTIINQK R
728 658.8767 1315.739 2 1315.735 0.0042 0 74.4 2.50E-06 K TSIAIDTIINQK R
729 658.8768 1315.739 2 1315.735 0.0043 0 50.51 0.00056 K TSIAIDTIINQK R
746 664.3594 1326.704 2 1326.701 0.0036 0 57.88 0.00015 K LYC*IYVAIGQK R
747 664.3594 1326.704 2 1326.701 0.0036 0 55.09 0.00029 K LYC*IYVAIGQK R
748 664.3595 1326.704 2 1326.701 0.0039 0 66.02 2.50E-05 K LYC*IYVAIGQK R
749 664.3595 1326.704 2 1326.701 0.0039 0 63.36 4.50E-05 K LYC*IYVAIGQK R
750 664.3596 1326.705 2 1326.701 0.004 0 62.19 5.90E-05 K LYC*IYVAIGQK R
751 664.3597 1326.705 2 1326.701 0.0042 0 55.78 0.00025 K LYC*IYVAIGQK R
752 664.3598 1326.705 2 1326.701 0.0045 0 68.74 1.20E-05 K LYC*IYVAIGQK R
753 664.3599 1326.705 2 1326.701 0.0046 0 37.65 0.016 K LYC*IYVAIGQK R
755 664.3601 1326.706 2 1326.701 0.0051 0 57.49 0.00017 K LYC*IYVAIGQK R
765 668.8445 1335.674 2 1335.671 0.0033 0 73.57 5.40E-06 K EIVTNFLAGFEP -
766 668.8447 1335.675 2 1335.671 0.0038 0 36.68 0.025 K EIVTNFLAGFEP -
767 668.8448 1335.675 2 1335.671 0.0041 0 87.82 1.90E-07 K EIVTNFLAGFEP -
768 668.845 1335.675 2 1335.671 0.0043 0 78.06 1.70E-06 K EIVTNFLAGFEP -
796 679.878 1357.741 2 1357.739 0.0027 1 45.26 0.0026 R ISVREPMQTGIK A
811 687.8758 1373.737 2 1373.734 0.0034 1 56.42 0.00023 R ISVREPM@QTGIK A
841 712.3421 1422.67 2 1422.666 0.0036 0 104.61 3.00E-09 K TGTAEMSSILEER I
842 712.3422 1422.67 2 1422.666 0.0037 0 85.62 2.40E-07 K TGTAEMSSILEER I
843 712.3422 1422.67 2 1422.666 0.0037 0 55.9 0.00022 K TGTAEMSSILEER I
844 712.3423 1422.67 2 1422.666 0.004 0 86.41 2.00E-07 K TGTAEMSSILEER I
845 712.3424 1422.67 2 1422.666 0.0042 0 70.89 6.70E-06 K TGTAEMSSILEER I
846 712.3429 1422.671 2 1422.666 0.0052 0 46.63 0.0017 K TGTAEMSSILEER I
859 719.929 1437.843 2 1437.842 0.0018 0 62.25 1.10E-05 K GIRPAINVGLSVSR V
860 480.2887 1437.844 3 1437.842 0.0026 0 34.21 0.0071 K GIRPAINVGLSVSR V
861 480.2889 1437.845 3 1437.842 0.0032 0 29.87 0.018 K GIRPAINVGLSVSR V
862 480.2889 1437.845 3 1437.842 0.0032 0 31.13 0.013 K GIRPAINVGLSVSR V
865 719.93 1437.845 2 1437.842 0.0039 0 57.42 3.10E-05 K GIRPAINVGLSVSR V
866 480.2892 1437.846 3 1437.842 0.0043 0 53.42 9.20E-05 K GIRPAINVGLSVSR V
867 719.9302 1437.846 2 1437.842 0.0043 0 55.11 6.30E-05 K GIRPAINVGLSVSR V
869 720.3386 1438.663 2 1438.661 0.0017 0 51.47 0.00057 K TGTAEM@SSILEER I
870 720.3395 1438.664 2 1438.661 0.0035 0 56.77 0.00019 K TGTAEM@SSILEER I
871 720.3396 1438.665 2 1438.661 0.0037 0 72.64 4.90E-06 K TGTAEM@SSILEER I
872 720.3398 1438.665 2 1438.661 0.0042 0 68.39 1.30E-05 K TGTAEM@SSILEER I



873 720.34 1438.666 2 1438.661 0.0046 0 67.86 1.40E-05 K TGTAEM@SSILEER I
883 728.4066 1454.799 2 1454.796 0.0032 1 76.67 1.20E-06 K KLYC*IYVAIGQK R
911 736.9268 1471.839 2 1471.836 0.0033 1 60.38 3.20E-05 K TSIAIDTIINQKR F
912 491.6203 1471.839 3 1471.836 0.0034 1 54.24 0.00013 K TSIAIDTIINQKR F
922 495.2754 1482.804 3 1482.802 0.0028 1 48.49 0.00083 K LYC*IYVAIGQKR S
923 495.2756 1482.805 3 1482.802 0.0033 1 34.14 0.021 K LYC*IYVAIGQKR S
990 518.5853 1552.734 3 1552.731 0.0031 0 43.82 0.0037 R EAYPGDVFYLHSR L
991 518.5853 1552.734 3 1552.731 0.0031 0 35.42 0.026 R EAYPGDVFYLHSR L
992 777.3746 1552.735 2 1552.731 0.0036 0 64.94 3.00E-05 R EAYPGDVFYLHSR L
993 777.3747 1552.735 2 1552.731 0.0038 0 78.03 1.40E-06 R EAYPGDVFYLHSR L
995 777.3749 1552.735 2 1552.731 0.0042 0 72.06 5.80E-06 R EAYPGDVFYLHSR L

1009 788.3986 1574.783 2 1574.779 0.0039 0 116.77 2.10E-10 R ILGADTSVDLEETGR V
1010 788.3988 1574.783 2 1574.779 0.0043 0 86.43 2.10E-07 R ILGADTSVDLEETGR V
1011 788.3989 1574.783 2 1574.779 0.0044 0 84.5 3.30E-07 R ILGADTSVDLEETGR V
1012 788.399 1574.784 2 1574.779 0.0048 0 110.68 7.90E-10 R ILGADTSVDLEETGR V
1013 788.4001 1574.786 2 1574.779 0.0068 0 115.63 2.70E-10 R ILGADTSVDLEETGR V
1015 789.4345 1576.855 2 1576.85 0.0044 1 48.85 0.00067 K LKEIVTNFLAGFEP -
1016 789.4346 1576.855 2 1576.85 0.0045 1 32.17 0.031 K LKEIVTNFLAGFEP -
1017 789.4348 1576.855 2 1576.85 0.0049 1 61.9 3.70E-05 K LKEIVTNFLAGFEP -
1018 789.4354 1576.856 2 1576.85 0.0061 1 63.84 2.50E-05 K LKEIVTNFLAGFEP -
1063 812.951 1623.888 2 1623.883 0.0043 0 62.91 2.20E-05 R TGAIVDVPVGEELLGR V
1064 542.3034 1623.888 3 1623.883 0.0052 0 58.92 5.30E-05 R TGAIVDVPVGEELLGR V
1066 812.9516 1623.889 2 1623.883 0.0054 0 38.11 0.007 R TGAIVDVPVGEELLGR V
1067 812.9518 1623.889 2 1623.883 0.0058 0 77.34 8.20E-07 R TGAIVDVPVGEELLGR V
1111 556.6045 1666.792 3 1666.787 0.0044 0 66.72 1.80E-05 R NVQAEEMVEFSSGLK G
1112 834.4032 1666.792 2 1666.787 0.0046 0 99.63 9.40E-09 R NVQAEEMVEFSSGLK G
1113 834.4034 1666.792 2 1666.787 0.005 0 97.08 1.70E-08 R NVQAEEMVEFSSGLK G
1122 561.9358 1682.786 3 1682.782 0.0034 0 38.66 0.011 R NVQAEEM@VEFSSGLK G
1123 842.4002 1682.786 2 1682.782 0.0037 0 94.28 2.90E-08 R NVQAEEM@VEFSSGLK G
1124 842.4003 1682.786 2 1682.782 0.004 0 107.52 1.40E-09 R NVQAEEM@VEFSSGLK G
1125 561.9361 1682.787 3 1682.782 0.0043 0 52.38 0.00041 R NVQAEEM@VEFSSGLK G
1126 842.4006 1682.787 2 1682.782 0.0045 0 99.8 7.50E-09 R NVQAEEM@VEFSSGLK G
1127 842.4007 1682.787 2 1682.782 0.0047 0 74.13 2.80E-06 R NVQAEEM@VEFSSGLK G
1128 842.4008 1682.787 2 1682.782 0.0049 0 77.51 1.30E-06 R NVQAEEM@VEFSSGLK G
1152 570.9857 1709.935 3 1709.931 0.0039 1 48.12 0.00058 R VVDALGNAIDGKGPIGSK T
1154 570.9858 1709.936 3 1709.931 0.0045 1 35.5 0.0095 R VVDALGNAIDGKGPIGSK T
1155 855.9752 1709.936 2 1709.931 0.0046 1 80.79 2.80E-07 R VVDALGNAIDGKGPIGSK T
1156 855.9754 1709.936 2 1709.931 0.0051 1 65.95 8.50E-06 R VVDALGNAIDGKGPIGSK T
1178 577.6609 1729.961 3 1729.957 0.0034 1 37.63 0.005 R QTGKTSIAIDTIINQK R
1211 594.3369 1779.989 3 1779.984 0.0046 1 43.38 0.0013 K RTGAIVDVPVGEELLGR V
1212 891.0021 1779.99 2 1779.984 0.0053 1 40.29 0.0028 K RTGAIVDVPVGEELLGR V
1344 1052.526 2103.038 2 2103.031 0.007 0 113.52 2.70E-10 K GMSLNLEPDNVGVVVFGNDK L
1345 702.02 2103.038 3 2103.031 0.0074 0 65.07 1.90E-05 K GMSLNLEPDNVGVVVFGNDK L
1346 1052.527 2103.038 2 2103.031 0.0078 0 83.75 2.50E-07 K GMSLNLEPDNVGVVVFGNDK L
1349 1060.523 2119.031 2 2119.026 0.0058 0 81.94 3.80E-07 K GM@SLNLEPDNVGVVVFGNDK L
1351 1060.523 2119.032 2 2119.026 0.0062 0 94.98 1.90E-08 K GM@SLNLEPDNVGVVVFGNDK L
1352 707.3514 2119.032 3 2119.026 0.0067 0 44.99 0.0019 K GM@SLNLEPDNVGVVVFGNDK L
1469 770.3936 2308.159 3 2308.152 0.0069 0 69.39 5.90E-06 K QGQYSPMAIEEQVAVIYAGVR G
1470 1155.087 2308.16 2 2308.152 0.0074 0 89.05 6.40E-08 K QGQYSPMAIEEQVAVIYAGVR G
1491 1163.084 2324.152 2 2324.147 0.0054 0 87.56 9.50E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1492 775.7255 2324.155 3 2324.147 0.0075 0 58.1 8.00E-05 K QGQYSPM@AIEEQVAVIYAGVR G
1493 1163.085 2324.155 2 2324.147 0.0076 0 65.41 1.50E-05 K QGQYSPM@AIEEQVAVIYAGVR G
1494 775.7256 2324.155 3 2324.147 0.0081 0 58.46 7.30E-05 K QGQYSPM@AIEEQVAVIYAGVR G
1495 775.7256 2324.155 3 2324.147 0.0081 0 51.32 0.00038 K QGQYSPM@AIEEQVAVIYAGVR G
1496 775.7258 2324.156 3 2324.147 0.0084 0 108.49 7.00E-10 K QGQYSPM@AIEEQVAVIYAGVR G
1506 1169.59 2337.164 2 2337.16 0.0043 0 113.32 2.30E-10 R EVAAFAQFGSDLDAATQQLLSR G
1509 780.0624 2337.166 3 2337.16 0.0054 0 31.69 0.036 R EVAAFAQFGSDLDAATQQLLSR G
1510 1169.59 2337.166 2 2337.16 0.0055 0 113.34 2.50E-10 R EVAAFAQFGSDLDAATQQLLSR G
1511 780.0627 2337.166 3 2337.16 0.0061 0 69.39 6.10E-06 R EVAAFAQFGSDLDAATQQLLSR G
1512 780.0627 2337.166 3 2337.16 0.0063 0 56.44 0.00012 R EVAAFAQFGSDLDAATQQLLSR G
1513 780.0628 2337.167 3 2337.16 0.0065 0 61.27 4.10E-05 R EVAAFAQFGSDLDAATQQLLSR G
1514 780.0629 2337.167 3 2337.16 0.0067 0 37.96 0.0087 R EVAAFAQFGSDLDAATQQLLSR G
1516 780.0629 2337.167 3 2337.16 0.0069 0 63.53 2.40E-05 R EVAAFAQFGSDLDAATQQLLSR G
1519 1169.592 2337.17 2 2337.16 0.0095 0 94.73 1.90E-08 R EVAAFAQFGSDLDAATQQLLSR G
1558 804.0938 2409.259 3 2409.255 0.0041 0 52.28 0.00021 K FENAFLSHVISQHQSLLGNIR S
1561 603.3225 2409.261 4 2409.255 0.0056 0 35.01 0.011 K FENAFLSHVISQHQSLLGNIR S
1562 603.3225 2409.261 4 2409.255 0.0056 0 32.34 0.02 K FENAFLSHVISQHQSLLGNIR S
1565 1205.638 2409.261 2 2409.255 0.006 0 96.03 8.70E-09 K FENAFLSHVISQHQSLLGNIR S
1566 603.3226 2409.261 4 2409.255 0.0061 0 30.95 0.028 K FENAFLSHVISQHQSLLGNIR S
1567 804.0944 2409.261 3 2409.255 0.0061 0 41.88 0.0022 K FENAFLSHVISQHQSLLGNIR S
1568 804.0945 2409.262 3 2409.255 0.0063 0 51.66 0.00022 K FENAFLSHVISQHQSLLGNIR S
1569 804.0946 2409.262 3 2409.255 0.0067 0 45.5 0.00088 K FENAFLSHVISQHQSLLGNIR S
1570 603.3229 2409.262 4 2409.255 0.0071 0 44.84 0.001 K FENAFLSHVISQHQSLLGNIR S
1574 603.3229 2409.263 4 2409.255 0.0073 0 43.91 0.0013 K FENAFLSHVISQHQSLLGNIR S
1575 804.0948 2409.263 3 2409.255 0.0074 0 69.64 3.40E-06 K FENAFLSHVISQHQSLLGNIR S
1576 804.0949 2409.263 3 2409.255 0.0076 0 68.89 4.10E-06 K FENAFLSHVISQHQSLLGNIR S
1578 804.0956 2409.265 3 2409.255 0.0096 0 75.86 7.70E-07 K FENAFLSHVISQHQSLLGNIR S
1634 825.4396 2473.297 3 2473.289 0.0084 1 39.56 0.0033 K GM@SLNLEPDNVGVVVFGNDKLIK E
1676 688.8802 2751.492 4 2751.482 0.0096 1 35.71 0.0032 K ITKFENAFLSHVISQHQSLLGNIR S

P24549 Retinal dehydrogenase 1 566 18 17 54433 7.92 210 466.2655 930.5165 2 930.5134 0.0031 1 44.28 0.0077 K SVDDVIKR A
254 494.2906 986.5667 2 986.5648 0.002 0 64.19 6.60E-05 K ILDLIESGK K
412 547.797 1093.579 2 1093.577 0.0026 0 53.57 0.00058 K VAFTGSTQVGK L
449 558.3384 1114.662 2 1114.66 0.0026 1 34.68 0.02 K ILDLIESGKK E
552 595.3109 1188.607 2 1188.604 0.0032 0 49.13 0.0016 R QAFQIGSPWR T
759 665.8756 1329.737 2 1329.733 0.0041 0 82.42 4.80E-07 R LLLATMEALNGGK V

1041 802.4007 1602.787 2 1602.782 0.0051 0 48.24 0.0014 R IFVEESVYDEFVK R
1070 814.4131 1626.812 2 1626.808 0.0041 0 68.98 1.10E-05 K VFANAYLSDLGGC*IK A
1071 543.2779 1626.812 3 1626.808 0.0043 0 41.46 0.006 K VFANAYLSDLGGC*IK A
1187 582.9882 1745.943 3 1745.939 0.0043 1 30.66 0.04 R IAKEEIFGPVQQIM@K F
1194 587.3033 1758.888 3 1758.883 0.0052 1 39.5 0.0092 R IFVEESVYDEFVKR S
1270 640.9879 1919.942 3 1919.938 0.004 0 64.43 2.80E-05 K IHGQTIPSDGDIFTYTR R
1290 987.4784 1972.942 2 1972.935 0.0069 0 77.36 1.20E-06 K GFFVQPTVFSNVTDEMR I
1295 995.4763 1988.938 2 1988.93 0.0078 0 71.91 4.00E-06 K GFFVQPTVFSNVTDEM@R I
1309 1012.547 2023.079 2 2023.074 0.0052 0 66.37 9.10E-06 K YVLGNPLTPGINQGPQIDK E
1666 887.7945 2660.362 3 2660.356 0.0058 1 52.69 0.00016 K YVLGNPLTPGINQGPQIDKEQHDK I
1695 1023.841 3068.5 3 3068.491 0.0083 0 40.32 0.0031 K EAGFPPGVVNIVPGYGPTAGAAISSHM@DVDK V
1719 800.4559 3197.794 4 3197.785 0.0098 0 49.77 5.40E-05 K IGPALSC*GNTVVVKPAEQTPLTALHLASLIK E

Q7TQ48 Sarcalumenin 210 6 5 99123 4.39 671 640.3115 1278.608 2 1278.606 0.0024 0 35.24 0.034 K ADNLATQM@LMR V
854 718.8445 1435.675 2 1435.669 0.0052 0 64.52 3.20E-05 K M@TFFSDGELVFK D
890 730.8931 1459.772 2 1459.767 0.0046 0 46.74 0.0021 R VTFVDTPGIIENR K

1140 566.3344 1695.981 3 1695.977 0.0042 0 38.48 0.0022 R AITQELPSLLGSIGLGK N
1141 848.9987 1695.983 2 1695.977 0.0058 0 27.23 0.027 R AITQELPSLLGSIGLGK N
1263 957.4969 1912.979 2 1912.974 0.0052 0 90.52 5.90E-08 K EEISLLEDLNQVIENR L

P26443 Glutamate dehydrogenase 1, mitochond 190 8 8 61473 7.25 228 482.2677 962.5208 2 962.5185 0.0023 0 49.59 0.0019 K YNLGLDLR T
291 507.271 1012.527 2 1012.526 0.0011 0 37.75 0.017 K ALASLM@TYK C
390 540.2919 1078.569 2 1078.566 0.0033 0 64.61 5.50E-05 R TAAYVNAIEK V
607 610.3118 1218.609 2 1218.607 0.0024 0 37.95 0.027 K C*AVVDVPFGGAK A
939 503.2462 1506.717 3 1506.714 0.0031 0 34.52 0.034 K DIVHSGLAYTM@ER S

1021 792.402 1582.79 2 1582.784 0.0057 0 61.84 5.70E-05 K IIAEGANGPTTPEADK I
1200 588.9678 1763.882 3 1763.878 0.0037 0 36.95 0.019 K TFVVQGFGNVGLHSM@R Y
1260 632.0311 1893.072 3 1893.066 0.0057 0 28.65 0.022 R IIKPC*NHVLSLSFPIR R

Q91ZJ5 UTP--glucose-1-phosphate uridylyltrans 150 4 4 56944 7.18 761 666.8506 1331.687 2 1331.683 0.0033 0 61.88 9.20E-05 K SFENSLGINVPR S
1132 845.4715 1688.928 2 1688.925 0.0035 0 37.36 0.007 K IFNTNNLWISLGAVK R
1292 992.0633 1982.112 2 1982.105 0.0072 0 75.9 4.30E-07 K TLDGGLNVIQLETAVGAAIK S

Q1XH17 Tripartite motif-containing protein 72 116 6 6 52783 6.01 287 505.2889 1008.563 2 1008.56 0.0028 0 33.73 0.035 K ILEAHVEAK E
332 520.2999 1038.585 2 1038.582 0.0032 0 34.83 0.026 R LLPAAEAQAR L
932 751.9111 1501.808 2 1501.803 0.0048 0 40.71 0.0065 R LDIQLPVISDDFK F
947 506.2511 1515.732 3 1515.729 0.0028 0 36 0.021 R TLVC*GVC*ASLGSHR G

1259 631.6619 1891.964 3 1891.96 0.0037 0 45.61 0.0021 K VLEEVADKPQTEFLM@K F
1682 938.8074 2813.4 3 2813.391 0.0097 0 35.71 0.01 R ALM@PALEELTFDPSSAHPSLVVSSSGR R

Q8BGH2 Sorting and assembly machinery compo 107 3 3 51831 6.34 537 589.2991 1176.584 2 1176.582 0.0021 0 46.22 0.0039 K VTFQFSYGTK E
692 646.8262 1291.638 2 1291.634 0.0035 0 65.97 3.20E-05 R IC*DGVQFGAGIR F

1222 899.4579 1796.901 2 1796.895 0.0069 0 38.5 0.011 K VNQELAGYTGGDVSFIK E

22 Q03265 ATP synthase subunit alpha, mitochond 6216 175 49 59716 9.22 53 408.2362 814.4579 2 814.4548 0.003 0 44.23 0.0082 R ELIIGDR Q
55 408.2363 814.4581 2 814.4548 0.0033 0 46.37 0.005 R ELIIGDR Q
93 423.2598 844.505 2 844.5018 0.0032 0 66.83 3.40E-05 R STVAQLVK R
94 423.2598 844.505 2 844.5018 0.0032 0 55.2 0.00049 R STVAQLVK R
95 423.2598 844.505 2 844.5018 0.0032 0 70.75 1.40E-05 R STVAQLVK R

116 430.7561 859.4977 2 859.4949 0.0027 0 41.94 0.011 R QMSLLLR R
118 430.7565 859.4985 2 859.4949 0.0036 0 42.51 0.0096 R QMSLLLR R
121 432.7118 863.4091 2 863.4059 0.0032 0 43.14 0.011 R LTDADAMK Y
122 432.7119 863.4092 2 863.4059 0.0033 0 41.15 0.018 R LTDADAMK Y
134 438.7534 875.4923 2 875.4899 0.0025 0 36.52 0.038 R QM@SLLLR R
135 438.7536 875.4927 2 875.4899 0.0029 0 40.89 0.014 R QM@SLLLR R
136 438.7536 875.4927 2 875.4899 0.0029 0 43.56 0.0075 R QM@SLLLR R
164 446.7496 891.4847 2 891.4814 0.0033 0 43.31 0.0083 K LELAQYR E
165 446.7497 891.4848 2 891.4814 0.0034 0 43.04 0.0088 K LELAQYR E
181 452.2354 902.4563 2 902.4531 0.0032 0 45.38 0.0059 R EPMQTGIK A
183 452.2355 902.4564 2 902.4531 0.0033 0 39.75 0.022 R EPMQTGIK A
270 500.7937 999.5729 2 999.5713 0.0016 0 48.24 0.002 R VLSIGDGIAR V
271 500.794 999.5735 2 999.5713 0.0022 0 61.02 0.00011 R VLSIGDGIAR V
272 500.7941 999.5736 2 999.5713 0.0024 0 40.96 0.011 R VLSIGDGIAR V
273 500.7942 999.5739 2 999.5713 0.0027 0 62.11 8.20E-05 R VLSIGDGIAR V
279 501.3101 1000.606 2 1000.603 0.0027 1 37.06 0.013 K RSTVAQLVK R
280 501.3102 1000.606 2 1000.603 0.003 1 34.08 0.026 K RSTVAQLVK R
297 510.762 1019.509 2 1019.507 0.0025 1 39.11 0.023 K RLTDADAMK Y
300 510.7622 1019.51 2 1019.507 0.003 1 44.32 0.0067 K RLTDADAMK Y
301 510.7629 1019.511 2 1019.507 0.0044 1 40.06 0.017 K RLTDADAMK Y
310 513.8018 1025.589 2 1025.587 0.0021 0 45.58 0.0016 K AVDSLVPIGR G
311 513.8019 1025.589 2 1025.587 0.0023 0 53.38 0.00027 K AVDSLVPIGR G
312 513.8019 1025.589 2 1025.587 0.0024 0 58.4 8.60E-05 K AVDSLVPIGR G
313 513.8022 1025.59 2 1025.587 0.0029 0 59.4 6.70E-05 K AVDSLVPIGR G
327 518.7591 1035.504 2 1035.502 0.0018 1 35.22 0.048 K RLTDADAM@K Y
436 560.8652 1119.716 2 1119.713 0.003 1 40.35 0.00056 R VGLKAPGIIPR I
475 575.3116 1148.609 2 1148.608 0.0009 1 47.51 0.0021 R GYLDKLEPSK I
508 586.3209 1170.627 2 1170.625 0.0027 0 60.84 9.50E-05 R VVDALGNAIDGK G
510 586.3212 1170.628 2 1170.625 0.0033 0 78.58 1.70E-06 R VVDALGNAIDGK G
511 586.3213 1170.628 2 1170.625 0.0036 0 64.67 4.00E-05 R VVDALGNAIDGK G
512 586.3213 1170.628 2 1170.625 0.0036 0 83.49 5.30E-07 R VVDALGNAIDGK G
513 586.3214 1170.628 2 1170.625 0.0038 0 84.59 4.10E-07 R VVDALGNAIDGK G
514 586.3215 1170.628 2 1170.625 0.0039 0 60.96 9.50E-05 R VVDALGNAIDGK G
661 644.3522 1286.69 2 1286.687 0.0029 0 58.32 0.0002 K HALIIYDDLSK Q



663 644.3524 1286.69 2 1286.687 0.0033 0 70.3 1.20E-05 K HALIIYDDLSK Q
665 644.3525 1286.691 2 1286.687 0.0035 0 35.76 0.034 K HALIIYDDLSK Q
666 644.3525 1286.691 2 1286.687 0.0035 0 65.05 3.90E-05 K HALIIYDDLSK Q
667 644.3526 1286.691 2 1286.687 0.0036 0 34.42 0.045 K HALIIYDDLSK Q
670 644.3527 1286.691 2 1286.687 0.0039 0 45.59 0.0034 K HALIIYDDLSK Q
672 644.3528 1286.691 2 1286.687 0.0041 0 49.71 0.0013 K HALIIYDDLSK Q
673 644.3528 1286.691 2 1286.687 0.0041 0 38.31 0.018 K HALIIYDDLSK Q
675 644.353 1286.691 2 1286.687 0.0044 0 49.62 0.0012 K HALIIYDDLSK Q
676 644.353 1286.691 2 1286.687 0.0044 0 61.71 7.60E-05 K HALIIYDDLSK Q
677 429.9044 1286.691 3 1286.687 0.0044 0 37.99 0.018 K HALIIYDDLSK Q
678 644.353 1286.692 2 1286.687 0.0045 0 40.65 0.0097 K HALIIYDDLSK Q
718 658.8765 1315.738 2 1315.735 0.0037 0 35.56 0.02 K TSIAIDTIINQK R
720 658.8766 1315.739 2 1315.735 0.004 0 74.23 2.70E-06 K TSIAIDTIINQK R
721 658.8768 1315.739 2 1315.735 0.0043 0 84.68 2.10E-07 K TSIAIDTIINQK R
722 658.8768 1315.739 2 1315.735 0.0043 0 68.35 9.20E-06 K TSIAIDTIINQK R
723 658.8771 1315.74 2 1315.735 0.0049 0 58.88 8.10E-05 K TSIAIDTIINQK R
724 658.8771 1315.74 2 1315.735 0.0049 0 94.07 2.50E-08 K TSIAIDTIINQK R
744 664.3586 1326.703 2 1326.701 0.0022 0 47.09 0.0019 K LYC*IYVAIGQK R
745 664.3593 1326.704 2 1326.701 0.0035 0 34.33 0.034 K LYC*IYVAIGQK R
746 664.3595 1326.704 2 1326.701 0.0039 0 47.88 0.0016 K LYC*IYVAIGQK R
747 664.3595 1326.704 2 1326.701 0.0039 0 65.88 2.50E-05 K LYC*IYVAIGQK R
748 664.3595 1326.704 2 1326.701 0.0039 0 68.96 1.20E-05 K LYC*IYVAIGQK R
749 664.3596 1326.705 2 1326.701 0.004 0 50.83 0.00081 K LYC*IYVAIGQK R
750 664.3596 1326.705 2 1326.701 0.0041 0 39.81 0.01 K LYC*IYVAIGQK R
751 664.3597 1326.705 2 1326.701 0.0042 0 48.65 0.0013 K LYC*IYVAIGQK R
752 664.3597 1326.705 2 1326.701 0.0042 0 44.49 0.0033 K LYC*IYVAIGQK R
753 664.3597 1326.705 2 1326.701 0.0042 0 50.86 0.00076 K LYC*IYVAIGQK R
755 443.2424 1326.706 3 1326.701 0.0049 0 45.37 0.0027 K LYC*IYVAIGQK R
768 668.842 1335.669 2 1335.671 -0.0017 0 41.09 0.011 K EIVTNFLAGFEP -
769 668.8447 1335.675 2 1335.671 0.0038 0 53.71 0.00049 K EIVTNFLAGFEP -
770 668.8447 1335.675 2 1335.671 0.0038 0 96.07 2.90E-08 K EIVTNFLAGFEP -
771 668.845 1335.675 2 1335.671 0.0043 0 42.44 0.0064 K EIVTNFLAGFEP -
799 679.879 1357.743 2 1357.739 0.0046 1 48.93 0.0011 R ISVREPMQTGIK A
817 687.8764 1373.738 2 1373.734 0.0046 1 41.85 0.0059 R ISVREPM@QTGIK A
850 712.342 1422.669 2 1422.666 0.0034 0 91.41 6.30E-08 K TGTAEMSSILEER I
851 712.3422 1422.67 2 1422.666 0.0039 0 85.62 2.40E-07 K TGTAEMSSILEER I
852 712.3427 1422.671 2 1422.666 0.0047 0 86.84 1.70E-07 K TGTAEMSSILEER I
853 712.3427 1422.671 2 1422.666 0.0048 0 81.68 5.60E-07 K TGTAEMSSILEER I
854 712.3428 1422.671 2 1422.666 0.005 0 74.24 3.00E-06 K TGTAEMSSILEER I
855 712.3428 1422.671 2 1422.666 0.0051 0 69.12 9.70E-06 K TGTAEMSSILEER I
856 712.343 1422.671 2 1422.666 0.0053 0 89.85 9.50E-08 K TGTAEMSSILEER I
872 480.2888 1437.844 3 1437.842 0.0029 0 41.26 0.0013 K GIRPAINVGLSVSR V
873 719.9297 1437.845 2 1437.842 0.0034 0 65.83 4.50E-06 K GIRPAINVGLSVSR V
875 480.2891 1437.846 3 1437.842 0.0039 0 35.05 0.0053 K GIRPAINVGLSVSR V
878 719.9301 1437.846 2 1437.842 0.004 0 41.82 0.0013 K GIRPAINVGLSVSR V
879 719.9303 1437.846 2 1437.842 0.0045 0 54.61 7.00E-05 K GIRPAINVGLSVSR V
880 719.9305 1437.846 2 1437.842 0.0048 0 62.76 1.10E-05 K GIRPAINVGLSVSR V
881 480.2895 1437.847 3 1437.842 0.0052 0 33.46 0.0091 K GIRPAINVGLSVSR V
882 480.2896 1437.847 3 1437.842 0.0054 0 53.44 9.10E-05 K GIRPAINVGLSVSR V
884 719.9308 1437.847 2 1437.842 0.0056 0 59.28 2.60E-05 K GIRPAINVGLSVSR V
885 720.3398 1438.665 2 1438.661 0.0041 0 57.95 0.00014 K TGTAEM@SSILEER I
886 720.3398 1438.665 2 1438.661 0.0041 0 74.93 2.90E-06 K TGTAEM@SSILEER I
887 720.3401 1438.666 2 1438.661 0.0048 0 82.65 4.60E-07 K TGTAEM@SSILEER I
888 720.3405 1438.666 2 1438.661 0.0054 0 73.59 4.10E-06 K TGTAEM@SSILEER I
889 720.3405 1438.667 2 1438.661 0.0055 0 63.32 4.30E-05 K TGTAEM@SSILEER I
906 728.408 1454.802 2 1454.796 0.006 1 86.16 1.60E-07 K KLYC*IYVAIGQK R
935 736.9275 1471.84 2 1471.836 0.0046 1 77.27 6.40E-07 K TSIAIDTIINQKR F
945 495.2757 1482.805 3 1482.802 0.0036 1 44.52 0.0019 K LYC*IYVAIGQKR S
948 742.4102 1482.806 2 1482.802 0.0041 1 51.1 0.00047 K LYC*IYVAIGQKR S
949 495.2767 1482.808 3 1482.802 0.0066 1 41.74 0.0043 K LYC*IYVAIGQKR S

1019 777.3748 1552.735 2 1552.731 0.0039 0 45.47 0.0026 R EAYPGDVFYLHSR L
1024 777.3755 1552.736 2 1552.731 0.0054 0 69.49 1.10E-05 R EAYPGDVFYLHSR L
1025 777.376 1552.738 2 1552.731 0.0065 0 65.66 2.40E-05 R EAYPGDVFYLHSR L
1042 788.3987 1574.783 2 1574.779 0.004 0 69.95 9.90E-06 R ILGADTSVDLEETGR V
1043 788.3989 1574.783 2 1574.779 0.0044 0 112.44 5.20E-10 R ILGADTSVDLEETGR V
1044 788.3991 1574.784 2 1574.779 0.0049 0 94.76 3.00E-08 R ILGADTSVDLEETGR V
1045 788.3993 1574.784 2 1574.779 0.0053 0 80.52 8.00E-07 R ILGADTSVDLEETGR V
1046 788.3994 1574.784 2 1574.779 0.0055 0 118.8 1.20E-10 R ILGADTSVDLEETGR V
1047 788.3997 1574.785 2 1574.779 0.006 0 130.6 7.80E-12 R ILGADTSVDLEETGR V
1050 789.4346 1576.855 2 1576.85 0.0046 1 42.15 0.0034 K LKEIVTNFLAGFEP -
1053 789.4353 1576.856 2 1576.85 0.006 1 51.04 0.00049 K LKEIVTNFLAGFEP -
1098 536.6246 1606.852 3 1606.85 0.002 1 40.29 0.0068 K QVAGTMKLELAQYR E
1099 804.4351 1606.856 2 1606.85 0.0055 1 42.37 0.0037 K QVAGTMKLELAQYR E
1114 812.4321 1622.85 2 1622.845 0.0047 1 39.34 0.008 K QVAGTM@KLELAQYR E
1116 812.9514 1623.888 2 1623.883 0.0051 0 53.99 0.00017 R TGAIVDVPVGEELLGR V
1117 812.9515 1623.889 2 1623.883 0.0053 0 76.44 1.00E-06 R TGAIVDVPVGEELLGR V
1120 542.3039 1623.89 3 1623.883 0.0067 0 31.48 0.032 R TGAIVDVPVGEELLGR V
1166 556.6046 1666.792 3 1666.787 0.0046 0 61.96 5.50E-05 R NVQAEEMVEFSSGLK G
1167 834.4034 1666.792 2 1666.787 0.005 0 36.33 0.02 R NVQAEEMVEFSSGLK G
1168 834.4034 1666.792 2 1666.787 0.0051 0 99.09 1.10E-08 R NVQAEEMVEFSSGLK G
1169 834.404 1666.793 2 1666.787 0.0062 0 95.09 2.90E-08 R NVQAEEMVEFSSGLK G
1176 842.4003 1682.786 2 1682.782 0.0038 0 50.03 0.00076 R NVQAEEM@VEFSSGLK G
1177 842.4006 1682.787 2 1682.782 0.0045 0 91.48 5.10E-08 R NVQAEEM@VEFSSGLK G
1178 842.4007 1682.787 2 1682.782 0.0047 0 50.73 0.00061 R NVQAEEM@VEFSSGLK G
1179 842.4008 1682.787 2 1682.782 0.0048 0 99.89 7.40E-09 R NVQAEEM@VEFSSGLK G
1180 561.9363 1682.787 3 1682.782 0.0049 0 51.91 0.00046 R NVQAEEM@VEFSSGLK G
1181 842.4012 1682.788 2 1682.782 0.0057 0 111.08 5.70E-10 R NVQAEEM@VEFSSGLK G
1182 842.4012 1682.788 2 1682.782 0.0058 0 94.08 2.80E-08 R NVQAEEM@VEFSSGLK G
1183 842.4016 1682.789 2 1682.782 0.0065 0 79.72 8.00E-07 R NVQAEEM@VEFSSGLK G
1206 570.9858 1709.936 3 1709.931 0.0045 1 51.02 0.00027 R VVDALGNAIDGKGPIGSK T
1207 855.9755 1709.937 2 1709.931 0.0053 1 73.71 1.60E-06 R VVDALGNAIDGKGPIGSK T
1232 577.6614 1729.962 3 1729.957 0.0049 1 43.55 0.0012 R QTGKTSIAIDTIINQK R
1263 594.3372 1779.99 3 1779.984 0.0055 1 36.93 0.0062 K RTGAIVDVPVGEELLGR V
1375 1052.526 2103.037 2 2103.031 0.0065 0 61.36 4.40E-05 K GMSLNLEPDNVGVVVFGNDK L
1376 1052.527 2103.04 2 2103.031 0.009 0 85.91 1.50E-07 K GMSLNLEPDNVGVVVFGNDK L
1377 702.0206 2103.04 3 2103.031 0.0092 0 72.05 3.70E-06 K GMSLNLEPDNVGVVVFGNDK L
1380 1060.523 2119.03 2 2119.026 0.0048 0 34.74 0.019 K GM@SLNLEPDNVGVVVFGNDK L
1381 1060.523 2119.031 2 2119.026 0.0058 0 98.94 7.50E-09 K GM@SLNLEPDNVGVVVFGNDK L
1382 1060.523 2119.032 2 2119.026 0.0065 0 87.99 9.60E-08 K GM@SLNLEPDNVGVVVFGNDK L
1384 1060.524 2119.034 2 2119.026 0.0082 0 83.95 2.40E-07 K GM@SLNLEPDNVGVVVFGNDK L
1386 707.3522 2119.035 3 2119.026 0.0091 0 50.72 0.00051 K GM@SLNLEPDNVGVVVFGNDK L
1419 553.0699 2208.25 4 2208.245 0.0053 1 28.75 0.015 K GIRPAINVGLSVSRVGSAAQTR A
1491 1155.086 2308.158 2 2308.152 0.0059 0 89.7 5.80E-08 K QGQYSPMAIEEQVAVIYAGVR G
1492 770.394 2308.16 3 2308.152 0.008 0 76.38 1.20E-06 K QGQYSPMAIEEQVAVIYAGVR G
1504 1163.083 2324.152 2 2324.147 0.0051 0 77.15 9.80E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1505 775.7254 2324.154 3 2324.147 0.0073 0 58.01 8.20E-05 K QGQYSPM@AIEEQVAVIYAGVR G
1506 1163.085 2324.155 2 2324.147 0.0078 0 93.78 2.10E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1507 775.7261 2324.156 3 2324.147 0.0093 0 86.97 1.10E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1508 775.7261 2324.157 3 2324.147 0.0095 0 86.87 1.10E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1515 1169.588 2337.162 2 2337.16 0.0021 0 116.24 1.20E-10 R EVAAFAQFGSDLDAATQQLLSR G
1516 780.0626 2337.166 3 2337.16 0.0058 0 48.65 0.00072 R EVAAFAQFGSDLDAATQQLLSR G
1517 780.0627 2337.166 3 2337.16 0.0061 0 52.04 0.00033 R EVAAFAQFGSDLDAATQQLLSR G
1518 780.0627 2337.166 3 2337.16 0.0063 0 65.91 1.40E-05 R EVAAFAQFGSDLDAATQQLLSR G
1519 780.0628 2337.167 3 2337.16 0.0065 0 44.46 0.0019 R EVAAFAQFGSDLDAATQQLLSR G
1520 1169.591 2337.167 2 2337.16 0.0065 0 91.5 3.90E-08 R EVAAFAQFGSDLDAATQQLLSR G
1521 780.063 2337.167 3 2337.16 0.0072 0 39.58 0.0061 R EVAAFAQFGSDLDAATQQLLSR G
1523 780.0635 2337.169 3 2337.16 0.0087 0 56.46 0.00012 R EVAAFAQFGSDLDAATQQLLSR G
1560 603.3225 2409.261 4 2409.255 0.0056 0 29.07 0.043 K FENAFLSHVISQHQSLLGNIR S
1561 804.0943 2409.261 3 2409.255 0.0058 0 65.63 9.60E-06 K FENAFLSHVISQHQSLLGNIR S
1563 804.0945 2409.262 3 2409.255 0.0063 0 64.88 1.00E-05 K FENAFLSHVISQHQSLLGNIR S
1564 804.0945 2409.262 3 2409.255 0.0063 0 46.81 0.00067 K FENAFLSHVISQHQSLLGNIR S
1565 603.3227 2409.262 4 2409.255 0.0064 0 32.29 0.019 K FENAFLSHVISQHQSLLGNIR S
1566 603.3227 2409.262 4 2409.255 0.0064 0 34.19 0.012 K FENAFLSHVISQHQSLLGNIR S
1568 603.3228 2409.262 4 2409.255 0.0068 0 46.35 0.00073 K FENAFLSHVISQHQSLLGNIR S
1570 1205.639 2409.263 2 2409.255 0.0072 0 136.58 6.70E-13 K FENAFLSHVISQHQSLLGNIR S
1571 603.3229 2409.263 4 2409.255 0.0073 0 43.38 0.0014 K FENAFLSHVISQHQSLLGNIR S
1573 804.0949 2409.263 3 2409.255 0.0076 0 64.38 1.20E-05 K FENAFLSHVISQHQSLLGNIR S
1575 804.0951 2409.264 3 2409.255 0.0081 0 75.68 9.00E-07 K FENAFLSHVISQHQSLLGNIR S
1576 804.0953 2409.264 3 2409.255 0.0087 0 54.86 0.0001 K FENAFLSHVISQHQSLLGNIR S
1577 804.0955 2409.265 3 2409.255 0.0092 0 72.55 1.70E-06 K FENAFLSHVISQHQSLLGNIR S
1578 804.0955 2409.265 3 2409.255 0.0092 0 45.8 0.0008 K FENAFLSHVISQHQSLLGNIR S
1579 804.0956 2409.265 3 2409.255 0.0096 0 50.21 0.00028 K FENAFLSHVISQHQSLLGNIR S
1616 820.1074 2457.3 3 2457.294 0.0067 1 39.48 0.0035 K GMSLNLEPDNVGVVVFGNDKLIK E
1620 825.4396 2473.297 3 2473.289 0.0082 1 43.22 0.0014 K GM@SLNLEPDNVGVVVFGNDKLIK E
1628 853.1219 2556.344 3 2556.34 0.0045 1 52.03 0.00016 R ILGADTSVDLEETGRVLSIGDGIAR V
1641 688.8799 2751.49 4 2751.482 0.0084 1 45.97 0.00028 K ITKFENAFLSHVISQHQSLLGNIR S

P54071 Isocitrate dehydrogenase [NADP], mitoc 278 7 7 50874 8.88 335 522.2793 1042.544 2 1042.541 0.0033 0 46.68 0.0031 K LDGNQDLIR F
622 622.8511 1243.688 2 1243.685 0.0031 0 56.98 0.00021 R LIDDMVAQVLK S
634 630.8492 1259.684 2 1259.68 0.0043 0 45.55 0.0027 R LIDDM@VAQVLK S
793 678.3522 1354.69 2 1354.684 0.0057 0 39.98 0.011 K TIEAEAAHGTVTR H
838 705.3444 1408.674 2 1408.669 0.0051 0 87.91 1.50E-07 K VC*VQTVESGAMTK D
859 713.3419 1424.669 2 1424.664 0.0052 0 78.64 1.20E-06 K VC*VQTVESGAM@TK D

1298 640.997 1919.969 3 1919.963 0.0063 0 73.91 3.30E-06 K LNEHFLNTTDFLDTIK S
Q1XH17 Tripartite motif-containing protein 72 171 6 6 52783 6.01 288 505.2887 1008.563 2 1008.56 0.0025 0 43.19 0.0039 K ILEAHVEAK E

331 520.3 1038.585 2 1038.582 0.0033 0 42.43 0.0045 R LLPAAEAQAR L
527 591.7581 1181.502 2 1181.499 0.0024 0 30.57 0.046 K M@QLQEAC*MR K
813 684.8473 1367.68 2 1367.676 0.0045 0 39.81 0.011 R M@FLAALESSLDR E
973 506.2518 1515.734 3 1515.729 0.0049 0 33.46 0.042 R TLVC*GVC*ASLGSHR G

1015 776.4062 1550.798 2 1550.794 0.004 0 92.15 5.00E-08 R ELSSLNSYLEQLR Q
P26443 Glutamate dehydrogenase 1, mitochond 132 3 3 61473 7.25 224 482.2679 962.5213 2 962.5185 0.0028 0 59.23 0.00021 K YNLGLDLR T

1060 792.4018 1582.789 2 1582.784 0.0052 0 65.72 2.20E-05 K IIAEGANGPTTPEADK I
1248 588.9685 1763.884 3 1763.878 0.0059 0 45.82 0.0026 K TFVVQGFGNVGLHSM@R Y

Q91ZJ5 UTP--glucose-1-phosphate uridylyltrans 104 3 2 56868 7.68 267 498.8088 995.6031 2 995.6015 0.0016 0 29.22 0.041 R LVEIAQVPK A
1324 661.7107 1982.11 3 1982.105 0.0055 0 39.41 0.0018 K TLDGGLNVIQLETAVGAAIK S
1325 992.0635 1982.112 2 1982.105 0.0076 0 76.53 3.60E-07 K TLDGGLNVIQLETAVGAAIK S

23 Q03265 ATP synthase subunit alpha, mitochond 6631 179 44 59716 9.22 67 408.2358 814.4571 2 814.4548 0.0023 0 36.56 0.047 R ELIIGDR Q
68 408.2359 814.4572 2 814.4548 0.0023 0 41.1 0.016 R ELIIGDR Q

109 423.259 844.5035 2 844.5018 0.0016 0 63.84 6.70E-05 R STVAQLVK R
110 423.2591 844.5036 2 844.5018 0.0018 0 42.97 0.0081 R STVAQLVK R
112 423.2595 844.5044 2 844.5018 0.0025 0 44 0.0064 R STVAQLVK R
132 430.7558 859.4971 2 859.4949 0.0022 0 41.95 0.012 R QMSLLLR R
133 430.7559 859.4972 2 859.4949 0.0023 0 42.47 0.011 R QMSLLLR R



151 438.7533 875.4921 2 875.4899 0.0023 0 44.18 0.0066 R QM@SLLLR R
152 438.7534 875.4922 2 875.4899 0.0023 0 40.12 0.017 R QM@SLLLR R
153 438.7535 875.4925 2 875.4899 0.0027 0 38.29 0.025 R QM@SLLLR R
179 446.7481 891.4817 2 891.4814 0.0003 0 39.85 0.017 K LELAQYR E
180 446.749 891.4834 2 891.4814 0.002 0 40.06 0.02 K LELAQYR E
183 446.7491 891.4837 2 891.4814 0.0023 0 39.67 0.02 K LELAQYR E
199 452.2348 902.455 2 902.4531 0.0019 0 37.98 0.032 R EPMQTGIK A
200 452.2348 902.4551 2 902.4531 0.0019 0 45.5 0.006 R EPMQTGIK A
287 500.7928 999.571 2 999.5713 -0.0003 0 35.06 0.039 R VLSIGDGIAR V
291 500.7939 999.5733 2 999.5713 0.002 0 62.07 8.10E-05 R VLSIGDGIAR V
293 500.8061 999.5977 2 999.5964 0.0013 1 39.27 0.012 K LIKEGDVVK R
297 501.3094 1000.604 2 1000.603 0.0012 1 37.24 0.012 K RSTVAQLVK R
299 501.3097 1000.605 2 1000.603 0.0019 1 33.58 0.029 K RSTVAQLVK R
314 510.7613 1019.508 2 1019.507 0.0011 1 35.99 0.042 K RLTDADAMK Y
316 510.7614 1019.508 2 1019.507 0.0014 1 37.21 0.033 K RLTDADAMK Y
318 510.7617 1019.509 2 1019.507 0.0019 1 37.45 0.031 K RLTDADAMK Y
327 513.8015 1025.588 2 1025.587 0.0014 0 55.79 0.00015 K AVDSLVPIGR G
328 513.8016 1025.589 2 1025.587 0.0016 0 41.62 0.004 K AVDSLVPIGR G
329 513.8016 1025.589 2 1025.587 0.0016 0 60.27 5.50E-05 K AVDSLVPIGR G
330 513.8017 1025.589 2 1025.587 0.0019 0 32.57 0.032 K AVDSLVPIGR G
331 513.8017 1025.589 2 1025.587 0.0019 0 55.99 0.00015 K AVDSLVPIGR G
346 518.7593 1035.504 2 1035.502 0.0022 1 42.3 0.0099 K RLTDADAM@K Y
467 560.8647 1119.715 2 1119.713 0.0021 1 48.55 8.50E-05 R VGLKAPGIIPR I
516 575.3116 1148.609 2 1148.608 0.001 1 50.84 0.00097 R GYLDKLEPSK I
517 575.3119 1148.609 2 1148.608 0.0016 1 38.08 0.023 R GYLDKLEPSK I
522 383.8778 1148.612 3 1148.608 0.0038 1 43.26 0.0069 R GYLDKLEPSK I
564 586.3196 1170.625 2 1170.625 0.0003 0 92.31 5.40E-08 R VVDALGNAIDGK G
565 586.3204 1170.626 2 1170.625 0.0017 0 66.5 2.50E-05 R VVDALGNAIDGK G
566 586.3204 1170.626 2 1170.625 0.0017 0 68.43 1.60E-05 R VVDALGNAIDGK G
568 586.3206 1170.627 2 1170.625 0.0022 0 57.56 0.0002 R VVDALGNAIDGK G
569 586.3207 1170.627 2 1170.625 0.0024 0 46.25 0.0027 R VVDALGNAIDGK G
570 586.3209 1170.627 2 1170.625 0.0027 0 97.94 1.90E-08 R VVDALGNAIDGK G
571 586.321 1170.627 2 1170.625 0.003 0 76.24 3.00E-06 R VVDALGNAIDGK G
725 644.3517 1286.689 2 1286.687 0.0018 0 66.44 3.10E-05 K HALIIYDDLSK Q
726 644.3518 1286.689 2 1286.687 0.002 0 65.25 4.00E-05 K HALIIYDDLSK Q
729 644.3519 1286.689 2 1286.687 0.0023 0 70.36 1.20E-05 K HALIIYDDLSK Q
731 644.3522 1286.69 2 1286.687 0.0028 0 50.93 0.0011 K HALIIYDDLSK Q
732 644.3522 1286.69 2 1286.687 0.0029 0 53.98 0.00053 K HALIIYDDLSK Q
733 644.3522 1286.69 2 1286.687 0.0029 0 35.35 0.039 K HALIIYDDLSK Q
734 644.3523 1286.69 2 1286.687 0.003 0 63.01 6.70E-05 K HALIIYDDLSK Q
735 644.3524 1286.69 2 1286.687 0.0031 0 45.17 0.0041 K HALIIYDDLSK Q
736 644.3525 1286.69 2 1286.687 0.0034 0 50.15 0.0013 K HALIIYDDLSK Q
737 644.3525 1286.69 2 1286.687 0.0034 0 61.5 9.50E-05 K HALIIYDDLSK Q
738 644.3526 1286.691 2 1286.687 0.0036 0 48.94 0.0016 K HALIIYDDLSK Q
743 429.9044 1286.691 3 1286.687 0.0043 0 41.12 0.0087 K HALIIYDDLSK Q
787 658.8759 1315.737 2 1315.735 0.0024 0 79.15 9.50E-07 K TSIAIDTIINQK R
788 658.8759 1315.737 2 1315.735 0.0024 0 87.12 1.50E-07 K TSIAIDTIINQK R
789 658.8763 1315.738 2 1315.735 0.0033 0 71.51 5.80E-06 K TSIAIDTIINQK R
790 658.8764 1315.738 2 1315.735 0.0035 0 76.34 1.60E-06 K TSIAIDTIINQK R
791 658.8764 1315.738 2 1315.735 0.0035 0 91.55 4.90E-08 K TSIAIDTIINQK R
793 658.8767 1315.739 2 1315.735 0.0042 0 99.03 8.60E-09 K TSIAIDTIINQK R
812 664.3586 1326.703 2 1326.701 0.0022 0 39.12 0.012 K LYC*IYVAIGQK R
814 664.3588 1326.703 2 1326.701 0.0025 0 51.05 0.00078 K LYC*IYVAIGQK R
815 664.3588 1326.703 2 1326.701 0.0025 0 53.68 0.00043 K LYC*IYVAIGQK R
816 664.3589 1326.703 2 1326.701 0.0026 0 66.49 2.10E-05 K LYC*IYVAIGQK R
817 664.3589 1326.703 2 1326.701 0.0026 0 58.21 0.00014 K LYC*IYVAIGQK R
819 664.359 1326.704 2 1326.701 0.0029 0 50.5 0.00083 K LYC*IYVAIGQK R
820 664.359 1326.704 2 1326.701 0.0029 0 56.78 0.0002 K LYC*IYVAIGQK R
821 664.3591 1326.704 2 1326.701 0.0031 0 46.41 0.0021 K LYC*IYVAIGQK R
822 664.3594 1326.704 2 1326.701 0.0037 0 45.16 0.003 K LYC*IYVAIGQK R
823 664.3595 1326.704 2 1326.701 0.0039 0 74.98 3.10E-06 K LYC*IYVAIGQK R
824 664.36 1326.706 2 1326.701 0.005 0 38.17 0.014 K LYC*IYVAIGQK R
834 668.8444 1335.674 2 1335.671 0.0032 0 81.4 9.00E-07 K EIVTNFLAGFEP -
835 668.8445 1335.674 2 1335.671 0.0033 0 79.97 1.20E-06 K EIVTNFLAGFEP -
836 668.8445 1335.675 2 1335.671 0.0035 0 50.2 0.0012 K EIVTNFLAGFEP -
874 679.8776 1357.741 2 1357.739 0.0018 1 44.53 0.0029 R ISVREPMQTGIK A
890 687.8749 1373.735 2 1373.734 0.0015 1 42.92 0.0049 R ISVREPM@QTGIK A
931 712.3417 1422.669 2 1422.666 0.0028 0 100.77 6.90E-09 K TGTAEMSSILEER I
932 712.3419 1422.669 2 1422.666 0.0031 0 86.8 1.80E-07 K TGTAEMSSILEER I
933 712.342 1422.669 2 1422.666 0.0034 0 76.78 1.80E-06 K TGTAEMSSILEER I
934 712.342 1422.67 2 1422.666 0.0035 0 98.88 1.10E-08 K TGTAEMSSILEER I
936 712.3426 1422.671 2 1422.666 0.0046 0 46.23 0.002 K TGTAEMSSILEER I
950 719.9283 1437.842 2 1437.842 0.0006 0 68.06 2.90E-06 K GIRPAINVGLSVSR V
953 480.2885 1437.844 3 1437.842 0.0022 0 28.33 0.028 K GIRPAINVGLSVSR V
954 719.9293 1437.844 2 1437.842 0.0025 0 40.98 0.0015 K GIRPAINVGLSVSR V
955 480.2887 1437.844 3 1437.842 0.0027 0 32.32 0.011 K GIRPAINVGLSVSR V
956 719.9294 1437.844 2 1437.842 0.0028 0 55.89 4.80E-05 K GIRPAINVGLSVSR V
957 719.9294 1437.844 2 1437.842 0.0028 0 52.31 0.00011 K GIRPAINVGLSVSR V
958 480.289 1437.845 3 1437.842 0.0035 0 56.61 3.70E-05 K GIRPAINVGLSVSR V
959 480.289 1437.845 3 1437.842 0.0036 0 46.58 0.00037 K GIRPAINVGLSVSR V
961 720.3384 1438.662 2 1438.661 0.0014 0 70.18 8.00E-06 K TGTAEM@SSILEER I
962 720.3387 1438.663 2 1438.661 0.002 0 86.88 1.70E-07 K TGTAEM@SSILEER I
963 720.339 1438.664 2 1438.661 0.0026 0 74.73 2.80E-06 K TGTAEM@SSILEER I
971 485.94 1454.798 3 1454.796 0.0026 1 42.26 0.0037 K KLYC*IYVAIGQK R
973 728.4064 1454.798 2 1454.796 0.0028 1 97.57 9.70E-09 K KLYC*IYVAIGQK R

1003 736.9268 1471.839 2 1471.836 0.0033 1 38.28 0.0052 K TSIAIDTIINQKR F
1005 491.6205 1471.84 3 1471.836 0.004 1 46.36 0.00081 K TSIAIDTIINQKR F
1014 495.2753 1482.804 3 1482.802 0.0023 1 38.77 0.0085 K LYC*IYVAIGQKR S
1015 742.4093 1482.804 2 1482.802 0.0024 1 54.56 0.00023 K LYC*IYVAIGQKR S
1016 495.2754 1482.804 3 1482.802 0.0026 1 42.62 0.0035 K LYC*IYVAIGQKR S
1083 518.5847 1552.732 3 1552.731 0.0011 0 35.94 0.025 R EAYPGDVFYLHSR L
1084 777.3738 1552.733 2 1552.731 0.002 0 77.84 1.60E-06 R EAYPGDVFYLHSR L
1085 777.3738 1552.733 2 1552.731 0.002 0 74.78 3.30E-06 R EAYPGDVFYLHSR L
1089 777.3743 1552.734 2 1552.731 0.003 0 79.88 9.40E-07 R EAYPGDVFYLHSR L
1113 788.3979 1574.781 2 1574.779 0.0024 0 95.17 2.90E-08 R ILGADTSVDLEETGR V
1114 788.3984 1574.782 2 1574.779 0.0034 0 110.93 8.40E-10 R ILGADTSVDLEETGR V
1115 788.3984 1574.782 2 1574.779 0.0034 0 108.69 1.40E-09 R ILGADTSVDLEETGR V
1117 788.3986 1574.783 2 1574.779 0.0038 0 131.85 6.40E-12 R ILGADTSVDLEETGR V
1118 788.3987 1574.783 2 1574.779 0.004 0 75.79 2.60E-06 R ILGADTSVDLEETGR V
1119 788.3999 1574.785 2 1574.779 0.0065 0 113.12 4.50E-10 R ILGADTSVDLEETGR V
1123 789.4333 1576.852 2 1576.85 0.0019 1 57.33 9.90E-05 K LKEIVTNFLAGFEP -
1125 789.4338 1576.853 2 1576.85 0.0029 1 32.91 0.03 K LKEIVTNFLAGFEP -
1127 789.4346 1576.855 2 1576.85 0.0046 1 58.33 8.30E-05 K LKEIVTNFLAGFEP -
1192 541.956 1622.846 3 1622.845 0.0012 1 31.24 0.049 K QVAGTM@KLELAQYR E
1193 812.4308 1622.847 2 1622.845 0.002 1 50.15 0.00072 K QVAGTM@KLELAQYR E
1195 812.9506 1623.887 2 1623.883 0.0034 0 89.52 5.70E-08 R TGAIVDVPVGEELLGR V
1198 812.9512 1623.888 2 1623.883 0.0046 0 55.34 0.00012 R TGAIVDVPVGEELLGR V
1256 834.4025 1666.791 2 1666.787 0.0033 0 35.08 0.03 R NVQAEEMVEFSSGLK G
1257 556.6043 1666.791 3 1666.787 0.0039 0 60.07 9.10E-05 R NVQAEEMVEFSSGLK G
1258 834.4031 1666.792 2 1666.787 0.0044 0 122.29 5.00E-11 R NVQAEEMVEFSSGLK G
1259 834.4034 1666.792 2 1666.787 0.005 0 78.36 1.20E-06 R NVQAEEMVEFSSGLK G
1270 842.3991 1682.784 2 1682.782 0.0015 0 94.99 2.40E-08 R NVQAEEM@VEFSSGLK G
1271 842.3996 1682.785 2 1682.782 0.0025 0 103.44 3.50E-09 R NVQAEEM@VEFSSGLK G
1272 842.3998 1682.785 2 1682.782 0.0029 0 100.35 7.50E-09 R NVQAEEM@VEFSSGLK G
1274 842.3998 1682.785 2 1682.782 0.003 0 81.34 6.00E-07 R NVQAEEM@VEFSSGLK G
1275 842.4003 1682.786 2 1682.782 0.0038 0 86.33 1.80E-07 R NVQAEEM@VEFSSGLK G
1276 842.4004 1682.786 2 1682.782 0.0041 0 107.48 1.40E-09 R NVQAEEM@VEFSSGLK G
1277 561.9362 1682.787 3 1682.782 0.0045 0 51.9 0.00046 R NVQAEEM@VEFSSGLK G
1295 570.9852 1709.934 3 1709.931 0.0027 1 57.17 7.60E-05 R VVDALGNAIDGKGPIGSK T
1296 855.9744 1709.934 2 1709.931 0.003 1 64.71 1.30E-05 R VVDALGNAIDGKGPIGSK T
1297 855.9746 1709.935 2 1709.931 0.0035 1 68.47 5.40E-06 R VVDALGNAIDGKGPIGSK T
1298 570.9855 1709.935 3 1709.931 0.0036 1 35.12 0.012 R VVDALGNAIDGKGPIGSK T
1320 577.6611 1729.961 3 1729.957 0.004 1 41.65 0.002 R QTGKTSIAIDTIINQK R
1353 891.0012 1779.988 2 1779.984 0.0036 1 53.92 0.00012 K RTGAIVDVPVGEELLGR V
1354 594.3367 1779.988 3 1779.984 0.0041 1 42.5 0.0017 K RTGAIVDVPVGEELLGR V
1474 1052.524 2103.033 2 2103.031 0.0019 0 41.77 0.0039 K GMSLNLEPDNVGVVVFGNDK L
1475 702.0195 2103.037 3 2103.031 0.0059 0 66.35 1.40E-05 K GMSLNLEPDNVGVVVFGNDK L
1476 1052.526 2103.037 2 2103.031 0.006 0 87.95 9.60E-08 K GMSLNLEPDNVGVVVFGNDK L
1478 1060.522 2119.029 2 2119.026 0.0031 0 80.17 5.70E-07 K GM@SLNLEPDNVGVVVFGNDK L
1479 1060.523 2119.031 2 2119.026 0.0053 0 95.4 1.70E-08 K GM@SLNLEPDNVGVVVFGNDK L
1480 707.351 2119.031 3 2119.026 0.0056 0 68.12 9.10E-06 K GM@SLNLEPDNVGVVVFGNDK L
1481 1060.523 2119.031 2 2119.026 0.0058 0 78.1 9.10E-07 K GM@SLNLEPDNVGVVVFGNDK L
1606 1155.086 2308.157 2 2308.152 0.0047 0 94.46 1.80E-08 K QGQYSPMAIEEQVAVIYAGVR G
1607 770.3934 2308.158 3 2308.152 0.0061 0 76.3 1.30E-06 K QGQYSPMAIEEQVAVIYAGVR G
1630 1163.084 2324.153 2 2324.147 0.0059 0 92.18 3.30E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1631 1163.084 2324.153 2 2324.147 0.0059 0 83.5 2.40E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1632 775.7251 2324.154 3 2324.147 0.0064 0 79.28 6.20E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1633 775.7252 2324.154 3 2324.147 0.0066 0 46.42 0.0012 K QGQYSPM@AIEEQVAVIYAGVR G
1635 775.7258 2324.156 3 2324.147 0.0086 0 82.74 2.60E-07 K QGQYSPM@AIEEQVAVIYAGVR G
1644 780.0618 2337.164 3 2337.16 0.0034 0 50.52 0.00047 R EVAAFAQFGSDLDAATQQLLSR G
1645 1169.589 2337.164 2 2337.16 0.0036 0 125.82 1.40E-11 R EVAAFAQFGSDLDAATQQLLSR G
1646 780.062 2337.164 3 2337.16 0.0039 0 48.68 0.00068 R EVAAFAQFGSDLDAATQQLLSR G
1647 1169.589 2337.164 2 2337.16 0.0041 0 135.65 1.40E-12 R EVAAFAQFGSDLDAATQQLLSR G
1648 780.0621 2337.165 3 2337.16 0.0045 0 41.65 0.0034 R EVAAFAQFGSDLDAATQQLLSR G
1650 1169.59 2337.165 2 2337.16 0.0051 0 96.94 1.10E-08 R EVAAFAQFGSDLDAATQQLLSR G
1651 780.0624 2337.166 3 2337.16 0.0054 0 34.07 0.021 R EVAAFAQFGSDLDAATQQLLSR G
1652 780.0624 2337.166 3 2337.16 0.0054 0 75.79 1.40E-06 R EVAAFAQFGSDLDAATQQLLSR G
1654 780.0629 2337.167 3 2337.16 0.0069 0 61.65 3.80E-05 R EVAAFAQFGSDLDAATQQLLSR G
1707 804.0938 2409.26 3 2409.255 0.0043 0 73.59 1.50E-06 K FENAFLSHVISQHQSLLGNIR S
1709 1205.637 2409.26 2 2409.255 0.0046 0 92.89 1.80E-08 K FENAFLSHVISQHQSLLGNIR S
1711 804.0939 2409.26 3 2409.255 0.0047 0 36.15 0.0085 K FENAFLSHVISQHQSLLGNIR S
1713 804.0941 2409.26 3 2409.255 0.005 0 34.27 0.013 K FENAFLSHVISQHQSLLGNIR S
1714 603.3224 2409.26 4 2409.255 0.0051 0 33.18 0.017 K FENAFLSHVISQHQSLLGNIR S
1716 804.0941 2409.261 3 2409.255 0.0052 0 85.28 1.00E-07 K FENAFLSHVISQHQSLLGNIR S
1718 804.0942 2409.261 3 2409.255 0.0056 0 37.73 0.0059 K FENAFLSHVISQHQSLLGNIR S
1721 804.0944 2409.261 3 2409.255 0.0059 0 80.14 3.40E-07 K FENAFLSHVISQHQSLLGNIR S
1723 804.0945 2409.262 3 2409.255 0.0065 0 65.38 9.10E-06 K FENAFLSHVISQHQSLLGNIR S
1724 804.0945 2409.262 3 2409.255 0.0065 0 59.87 3.20E-05 K FENAFLSHVISQHQSLLGNIR S
1725 603.3228 2409.262 4 2409.255 0.0066 0 50.48 0.00028 K FENAFLSHVISQHQSLLGNIR S
1726 603.3228 2409.262 4 2409.255 0.0066 0 32.98 0.016 K FENAFLSHVISQHQSLLGNIR S
1727 804.0947 2409.262 3 2409.255 0.007 0 66.28 7.20E-06 K FENAFLSHVISQHQSLLGNIR S
1728 804.0947 2409.262 3 2409.255 0.007 0 80.64 2.60E-07 K FENAFLSHVISQHQSLLGNIR S
1729 603.3229 2409.262 4 2409.255 0.0071 0 30.86 0.025 K FENAFLSHVISQHQSLLGNIR S



1730 603.3229 2409.262 4 2409.255 0.0071 0 41.78 0.002 K FENAFLSHVISQHQSLLGNIR S
1731 603.323 2409.263 4 2409.255 0.0076 0 48.25 0.00048 K FENAFLSHVISQHQSLLGNIR S
1732 603.3231 2409.263 4 2409.255 0.0081 0 36.16 0.008 K FENAFLSHVISQHQSLLGNIR S
1733 804.0951 2409.264 3 2409.255 0.0081 0 71.92 2.10E-06 K FENAFLSHVISQHQSLLGNIR S
1734 804.0953 2409.264 3 2409.255 0.0087 0 33.62 0.013 K FENAFLSHVISQHQSLLGNIR S
1735 804.0957 2409.265 3 2409.255 0.01 0 87.51 5.20E-08 K FENAFLSHVISQHQSLLGNIR S
1833 918.1702 2751.489 3 2751.482 0.0068 1 97.88 1.80E-09 K ITKFENAFLSHVISQHQSLLGNIR S
1834 688.8798 2751.49 4 2751.482 0.0079 1 54.1 4.20E-05 K ITKFENAFLSHVISQHQSLLGNIR S
1836 688.88 2751.491 4 2751.482 0.0089 1 52.73 6.10E-05 K ITKFENAFLSHVISQHQSLLGNIR S

P54071 Isocitrate dehydrogenase [NADP], mitoc 311 7 7 50874 8.88 684 622.8512 1243.688 2 1243.685 0.0032 0 69.46 1.20E-05 R LIDDMVAQVLK S
698 630.8484 1259.682 2 1259.68 0.0027 0 52.3 0.00066 R LIDDM@VAQVLK S
864 678.3506 1354.687 2 1354.684 0.0027 0 37.16 0.02 K TIEAEAAHGTVTR H
916 705.3436 1408.673 2 1408.669 0.0037 0 94.95 3.20E-08 K VC*VQTVESGAMTK D
940 713.3408 1424.667 2 1424.664 0.0031 0 70.25 9.20E-06 K VC*VQTVESGAM@TK D

1382 924.4545 1846.894 2 1846.891 0.0035 0 86.28 1.80E-07 R DQTNDQVTIDSALATQK Y
1398 640.9971 1919.969 3 1919.963 0.0065 0 50.49 0.00072 K LNEHFLNTTDFLDTIK S

Q91YT0 NADH dehydrogenase [ubiquinone] flav 105 2 2 50620 8.37 1294 855.9277 1709.841 2 1709.837 0.0035 0 68.75 1.20E-05 R GEFYNEASNLQVAIR E
1459 1034.502 2066.988 2 2066.983 0.0054 0 65.04 2.00E-05 R GAGAYIC*GEETALIESIEGK Q

24 Q03265 ATP synthase subunit alpha, mitochond 4616 121 40 59716 9.22 57 408.2361 814.4576 2 814.4548 0.0028 0 36.38 0.049 R ELIIGDR Q
97 423.2598 844.505 2 844.5018 0.0032 0 59.14 0.0002 R STVAQLVK R

116 430.7565 859.4985 2 859.4949 0.0036 0 39.25 0.02 R QMSLLLR R
134 438.7537 875.4928 2 875.4899 0.003 0 43.88 0.0069 R QM@SLLLR R
160 446.7495 891.4844 2 891.4814 0.003 0 40.62 0.015 K LELAQYR E
161 446.7496 891.4846 2 891.4814 0.0032 0 39.53 0.02 K LELAQYR E
175 452.2354 902.4562 2 902.4531 0.0031 0 46.19 0.0049 R EPMQTGIK A
260 500.7947 999.5748 2 999.5713 0.0035 0 62.2 7.80E-05 R VLSIGDGIAR V
261 500.7947 999.5749 2 999.5713 0.0036 0 50.63 0.0011 R VLSIGDGIAR V
263 501.31 1000.605 2 1000.603 0.0025 1 37.18 0.013 K RSTVAQLVK R
279 510.7622 1019.51 2 1019.507 0.0028 1 36.98 0.036 K RLTDADAMK Y
287 513.8018 1025.589 2 1025.587 0.0021 0 53.35 0.00027 K AVDSLVPIGR G
288 513.8019 1025.589 2 1025.587 0.0023 0 50.28 0.00056 K AVDSLVPIGR G
289 513.8019 1025.589 2 1025.587 0.0024 0 34.21 0.022 K AVDSLVPIGR G
290 513.8021 1025.59 2 1025.587 0.0026 0 49.46 0.00067 K AVDSLVPIGR G
420 560.8653 1119.716 2 1119.713 0.0032 1 40.48 0.00055 R VGLKAPGIIPR I
507 586.3207 1170.627 2 1170.625 0.0024 0 37.88 0.019 R VVDALGNAIDGK G
508 586.321 1170.627 2 1170.625 0.003 0 74.44 4.50E-06 R VVDALGNAIDGK G
509 586.3211 1170.628 2 1170.625 0.0032 0 64.47 4.50E-05 R VVDALGNAIDGK G
510 586.3212 1170.628 2 1170.625 0.0033 0 57.08 0.00024 R VVDALGNAIDGK G
511 586.3212 1170.628 2 1170.625 0.0033 0 98.11 1.90E-08 R VVDALGNAIDGK G
512 586.3212 1170.628 2 1170.625 0.0035 0 70.72 1.10E-05 R VVDALGNAIDGK G
639 644.3524 1286.69 2 1286.687 0.0031 0 56.99 0.00027 K HALIIYDDLSK Q
640 644.3524 1286.69 2 1286.687 0.0033 0 58.4 0.00019 K HALIIYDDLSK Q
641 644.3525 1286.691 2 1286.687 0.0035 0 44.17 0.0048 K HALIIYDDLSK Q
642 644.3527 1286.691 2 1286.687 0.0039 0 61.34 9.10E-05 K HALIIYDDLSK Q
643 644.3528 1286.691 2 1286.687 0.004 0 65.11 3.80E-05 K HALIIYDDLSK Q
644 429.9044 1286.691 3 1286.687 0.0042 0 37.36 0.021 K HALIIYDDLSK Q
679 658.8763 1315.738 2 1315.735 0.0033 0 81.53 5.80E-07 K TSIAIDTIINQK R
680 658.8763 1315.738 2 1315.735 0.0034 0 77.89 1.30E-06 K TSIAIDTIINQK R
682 658.8777 1315.741 2 1315.735 0.0061 0 72.67 3.50E-06 K TSIAIDTIINQK R
698 664.3597 1326.705 2 1326.701 0.0042 0 63.8 3.90E-05 K LYC*IYVAIGQK R
699 664.3599 1326.705 2 1326.701 0.0047 0 43.65 0.004 K LYC*IYVAIGQK R
700 664.3599 1326.705 2 1326.701 0.0047 0 48.27 0.0014 K LYC*IYVAIGQK R
701 664.36 1326.705 2 1326.701 0.0048 0 56.67 0.0002 K LYC*IYVAIGQK R
702 664.36 1326.706 2 1326.701 0.005 0 44.84 0.0031 K LYC*IYVAIGQK R
712 668.8449 1335.675 2 1335.671 0.0042 0 70.92 9.10E-06 K EIVTNFLAGFEP -
713 668.8449 1335.675 2 1335.671 0.0042 0 70.97 9.00E-06 K EIVTNFLAGFEP -
741 679.8788 1357.743 2 1357.739 0.0044 1 42.47 0.0047 R ISVREPMQTGIK A
752 687.8758 1373.737 2 1373.734 0.0034 1 37.5 0.018 R ISVREPM@QTGIK A
785 712.3421 1422.67 2 1422.666 0.0036 0 64.49 3.10E-05 K TGTAEMSSILEER I
786 712.3422 1422.67 2 1422.666 0.0037 0 86.5 1.90E-07 K TGTAEMSSILEER I
787 712.3426 1422.671 2 1422.666 0.0046 0 107.21 1.60E-09 K TGTAEMSSILEER I
788 712.3426 1422.671 2 1422.666 0.0046 0 92.26 4.90E-08 K TGTAEMSSILEER I
789 712.3433 1422.672 2 1422.666 0.0059 0 68.3 1.30E-05 K TGTAEMSSILEER I
803 480.289 1437.845 3 1437.842 0.0036 0 50.24 0.00016 K GIRPAINVGLSVSR V
804 480.289 1437.845 3 1437.842 0.0037 0 32.18 0.01 K GIRPAINVGLSVSR V
805 719.93 1437.845 2 1437.842 0.0039 0 65.51 4.80E-06 K GIRPAINVGLSVSR V
807 719.9304 1437.846 2 1437.842 0.0047 0 44.77 0.00067 K GIRPAINVGLSVSR V
808 480.2895 1437.847 3 1437.842 0.0051 0 54.64 6.90E-05 K GIRPAINVGLSVSR V
809 719.9309 1437.847 2 1437.842 0.0057 0 62.29 1.30E-05 K GIRPAINVGLSVSR V
810 720.3399 1438.665 2 1438.661 0.0043 0 73.42 3.90E-06 K TGTAEM@SSILEER I
811 720.34 1438.665 2 1438.661 0.0044 0 61.47 6.10E-05 K TGTAEM@SSILEER I
813 720.3404 1438.666 2 1438.661 0.0053 0 65.2 2.80E-05 K TGTAEM@SSILEER I
820 728.4067 1454.799 2 1454.796 0.0033 1 83.55 2.40E-07 K KLYC*IYVAIGQK R
843 736.9268 1471.839 2 1471.836 0.0033 1 63.19 1.70E-05 K TSIAIDTIINQKR F
898 518.5856 1552.735 3 1552.731 0.004 0 38.01 0.015 R EAYPGDVFYLHSR L
899 777.3751 1552.736 2 1552.731 0.0045 0 42.46 0.0053 R EAYPGDVFYLHSR L
900 518.586 1552.736 3 1552.731 0.0051 0 50.27 0.0009 R EAYPGDVFYLHSR L
901 777.3755 1552.736 2 1552.731 0.0054 0 42.08 0.006 R EAYPGDVFYLHSR L
902 777.3758 1552.737 2 1552.731 0.006 0 98.68 1.30E-08 R EAYPGDVFYLHSR L
915 788.3986 1574.783 2 1574.779 0.0039 0 108.12 1.50E-09 R ILGADTSVDLEETGR V
916 788.3991 1574.784 2 1574.779 0.0049 0 111.88 5.90E-10 R ILGADTSVDLEETGR V
917 525.9352 1574.784 3 1574.779 0.0051 0 33.23 0.042 R ILGADTSVDLEETGR V
918 788.3993 1574.784 2 1574.779 0.0053 0 99.74 9.60E-09 R ILGADTSVDLEETGR V
919 788.3996 1574.785 2 1574.779 0.0059 0 75.58 2.50E-06 R ILGADTSVDLEETGR V
920 788.4 1574.786 2 1574.779 0.0067 0 116.97 1.90E-10 R ILGADTSVDLEETGR V
925 789.4353 1576.856 2 1576.85 0.006 1 54.53 0.00022 K LKEIVTNFLAGFEP -
926 789.4355 1576.856 2 1576.85 0.0063 1 39.13 0.0074 K LKEIVTNFLAGFEP -
961 812.9512 1623.888 2 1623.883 0.0046 0 79.47 4.70E-07 R TGAIVDVPVGEELLGR V
962 812.9514 1623.888 2 1623.883 0.005 0 55.11 0.00013 R TGAIVDVPVGEELLGR V
963 542.3033 1623.888 3 1623.883 0.005 0 68.05 6.50E-06 R TGAIVDVPVGEELLGR V

1001 556.6049 1666.793 3 1666.787 0.0055 0 56.41 0.00021 R NVQAEEMVEFSSGLK G
1002 834.4037 1666.793 2 1666.787 0.0056 0 86.18 2.20E-07 R NVQAEEMVEFSSGLK G
1003 834.4041 1666.794 2 1666.787 0.0065 0 115.02 2.90E-10 R NVQAEEMVEFSSGLK G
1013 842.4001 1682.786 2 1682.782 0.0036 0 43.1 0.0038 R NVQAEEM@VEFSSGLK G
1014 842.4005 1682.786 2 1682.782 0.0042 0 94.17 2.80E-08 R NVQAEEM@VEFSSGLK G
1016 561.9363 1682.787 3 1682.782 0.0051 0 59.24 8.60E-05 R NVQAEEM@VEFSSGLK G
1017 842.4009 1682.787 2 1682.782 0.0052 0 43.46 0.0032 R NVQAEEM@VEFSSGLK G
1018 842.4011 1682.788 2 1682.782 0.0056 0 102.72 3.90E-09 R NVQAEEM@VEFSSGLK G
1019 842.4012 1682.788 2 1682.782 0.0057 0 77.07 1.40E-06 R NVQAEEM@VEFSSGLK G
1020 842.402 1682.789 2 1682.782 0.0073 0 94.41 2.80E-08 R NVQAEEM@VEFSSGLK G
1033 570.9855 1709.935 3 1709.931 0.0036 1 56.55 8.40E-05 R VVDALGNAIDGKGPIGSK T
1034 855.975 1709.936 2 1709.931 0.0043 1 65.66 9.40E-06 R VVDALGNAIDGKGPIGSK T
1035 570.986 1709.936 3 1709.931 0.005 1 35.47 0.0095 R VVDALGNAIDGKGPIGSK T
1036 855.9755 1709.937 2 1709.931 0.0053 1 73.79 1.50E-06 R VVDALGNAIDGKGPIGSK T
1055 577.6613 1729.962 3 1729.957 0.0045 1 30.71 0.023 R QTGKTSIAIDTIINQK R
1074 594.3373 1779.99 3 1779.984 0.0057 1 38.73 0.0041 K RTGAIVDVPVGEELLGR V
1163 1052.527 2103.039 2 2103.031 0.008 0 72 3.70E-06 K GMSLNLEPDNVGVVVFGNDK L
1164 1052.527 2103.039 2 2103.031 0.0082 0 47.1 0.0011 K GMSLNLEPDNVGVVVFGNDK L
1171 707.3513 2119.032 3 2119.026 0.0064 0 63.43 2.80E-05 K GM@SLNLEPDNVGVVVFGNDK L
1284 770.3939 2308.16 3 2308.152 0.0078 0 52.05 0.00033 K QGQYSPMAIEEQVAVIYAGVR G
1286 1155.088 2308.161 2 2308.152 0.0086 0 95.08 1.60E-08 K QGQYSPMAIEEQVAVIYAGVR G
1309 1163.084 2324.154 2 2324.147 0.0071 0 90.63 4.50E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1310 1163.085 2324.154 2 2324.147 0.0073 0 90.75 4.40E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1311 775.7255 2324.155 3 2324.147 0.0075 0 40.43 0.0047 K QGQYSPM@AIEEQVAVIYAGVR G
1312 775.7257 2324.155 3 2324.147 0.0082 0 46.26 0.0012 K QGQYSPM@AIEEQVAVIYAGVR G
1313 775.7258 2324.156 3 2324.147 0.0086 0 35.97 0.013 K QGQYSPM@AIEEQVAVIYAGVR G
1314 775.726 2324.156 3 2324.147 0.009 0 88.15 7.70E-08 K QGQYSPM@AIEEQVAVIYAGVR G
1323 1169.589 2337.163 2 2337.16 0.0029 0 125.59 1.50E-11 R EVAAFAQFGSDLDAATQQLLSR G
1325 780.0626 2337.166 3 2337.16 0.0058 0 59.73 5.60E-05 R EVAAFAQFGSDLDAATQQLLSR G
1326 780.0627 2337.166 3 2337.16 0.0061 0 44.83 0.0017 R EVAAFAQFGSDLDAATQQLLSR G
1327 780.0628 2337.167 3 2337.16 0.0065 0 59.73 5.80E-05 R EVAAFAQFGSDLDAATQQLLSR G
1329 780.0631 2337.168 3 2337.16 0.0074 0 54.4 0.00019 R EVAAFAQFGSDLDAATQQLLSR G
1330 780.0633 2337.168 3 2337.16 0.008 0 61.46 3.70E-05 R EVAAFAQFGSDLDAATQQLLSR G
1331 780.0637 2337.169 3 2337.16 0.0093 0 53.52 0.00024 R EVAAFAQFGSDLDAATQQLLSR G
1369 603.3226 2409.261 4 2409.255 0.0059 0 28.57 0.049 K FENAFLSHVISQHQSLLGNIR S
1371 804.0944 2409.261 3 2409.255 0.0061 0 56.22 8.20E-05 K FENAFLSHVISQHQSLLGNIR S
1372 804.0945 2409.262 3 2409.255 0.0065 0 42.18 0.0019 K FENAFLSHVISQHQSLLGNIR S
1373 603.3228 2409.262 4 2409.255 0.0068 0 28.08 0.049 K FENAFLSHVISQHQSLLGNIR S
1374 603.3229 2409.262 4 2409.255 0.0071 0 32.92 0.016 K FENAFLSHVISQHQSLLGNIR S
1376 804.0948 2409.263 3 2409.255 0.0072 0 68.57 4.20E-06 K FENAFLSHVISQHQSLLGNIR S
1377 603.323 2409.263 4 2409.255 0.0076 0 33.28 0.015 K FENAFLSHVISQHQSLLGNIR S
1378 804.095 2409.263 3 2409.255 0.008 0 64.42 1.10E-05 K FENAFLSHVISQHQSLLGNIR S
1379 1205.639 2409.263 2 2409.255 0.008 0 136.22 7.70E-13 K FENAFLSHVISQHQSLLGNIR S
1380 804.0952 2409.264 3 2409.255 0.0083 0 53.27 0.00015 K FENAFLSHVISQHQSLLGNIR S
1381 804.0954 2409.264 3 2409.255 0.0091 0 77.45 5.50E-07 K FENAFLSHVISQHQSLLGNIR S
1382 804.0955 2409.265 3 2409.255 0.0094 0 76.64 6.70E-07 K FENAFLSHVISQHQSLLGNIR S
1457 688.8801 2751.491 4 2751.482 0.0094 1 53.93 4.70E-05 K ITKFENAFLSHVISQHQSLLGNIR S
1535 1130.203 3387.587 3 3387.579 0.008 0 51.66 0.00018 K YTIVVSATASDAAPLQYLAPYSGC*SMGEYFR D
1542 1135.535 3403.584 3 3403.574 0.0099 0 83.03 1.30E-07 K YTIVVSATASDAAPLQYLAPYSGC*SM@GEYFR D

P54071 Isocitrate dehydrogenase [NADP], mitoc 340 9 9 50874 8.88 312 522.2791 1042.544 2 1042.541 0.0028 0 46.76 0.003 K LDGNQDLIR F
381 547.7864 1093.558 2 1093.556 0.0027 0 43.35 0.0065 K YFDLGLPNR D
605 622.8514 1243.688 2 1243.685 0.0036 0 54.35 0.00038 R LIDDMVAQVLK S
618 630.8488 1259.683 2 1259.68 0.0036 0 44.82 0.0038 R LIDDM@VAQVLK S
730 678.3514 1354.688 2 1354.684 0.0041 0 67.1 1.90E-05 K TIEAEAAHGTVTR H
775 705.3442 1408.674 2 1408.669 0.0049 0 56.6 0.0002 K VC*VQTVESGAMTK D
793 713.3412 1424.668 2 1424.664 0.004 0 63.08 4.70E-05 K VC*VQTVESGAM@TK D

1102 924.4558 1846.897 2 1846.891 0.0062 0 96.01 1.80E-08 R DQTNDQVTIDSALATQK Y
1112 640.9971 1919.97 3 1919.963 0.0067 0 57.11 0.00016 K LNEHFLNTTDFLDTIK S

25 P14206 40S ribosomal protein SA 1430 39 16 32863 4.8 180 456.7804 911.5462 2 911.544 0.0022 0 38.09 0.0073 R LLVVTDPR A
181 456.7806 911.5466 2 911.544 0.0026 0 29.89 0.049 R LLVVTDPR A
400 552.2927 1102.571 2 1102.569 0.0015 0 57.98 0.00028 M #SGALDVLQMK E
428 560.2904 1118.566 2 1118.564 0.0021 0 45.29 0.0058 M #SGALDVLQM@K E
452 568.3221 1134.63 2 1134.628 0.0012 0 67.13 1.50E-05 K SDGIYIINLK R
454 568.3224 1134.63 2 1134.628 0.0019 0 48.9 0.0012 K SDGIYIINLK R
455 568.3224 1134.63 2 1134.628 0.0019 0 74.98 3.00E-06 K SDGIYIINLK R
535 602.3281 1202.642 2 1202.641 0.0009 0 44.25 0.0052 K FAAATGATPIAGR F
536 602.3286 1202.643 2 1202.641 0.0018 0 58.9 0.00021 K FAAATGATPIAGR F
537 602.3287 1202.643 2 1202.641 0.002 0 76.09 3.90E-06 K FAAATGATPIAGR F
538 602.3288 1202.643 2 1202.641 0.0023 0 49.7 0.0015 K FAAATGATPIAGR F
539 602.3288 1202.643 2 1202.641 0.0023 0 76.35 3.30E-06 K FAAATGATPIAGR F
596 632.3697 1262.725 2 1262.723 0.0014 1 75.68 1.20E-06 R KSDGIYIINLK R



631 653.8279 1305.641 2 1305.639 0.0026 0 47.5 0.0025 R YVDIAIPC*NNK G
769 566.9594 1697.856 3 1697.853 0.0038 0 54.78 0.00026 R FTPGTFTNQIQAAFR E
770 566.9595 1697.857 3 1697.853 0.004 0 40.69 0.0069 R FTPGTFTNQIQAAFR E
771 849.9357 1697.857 2 1697.853 0.0042 0 79.92 8.30E-07 R FTPGTFTNQIQAAFR E
772 849.9358 1697.857 2 1697.853 0.0045 0 72.75 4.30E-06 R FTPGTFTNQIQAAFR E
773 849.9362 1697.858 2 1697.853 0.0053 0 86.72 1.90E-07 R FTPGTFTNQIQAAFR E
785 572.6046 1714.792 3 1714.79 0.0023 1 37.58 0.011 R DPEEIEKEEQAAAEK A
787 858.4046 1714.795 2 1714.79 0.005 1 34.68 0.023 R DPEEIEKEEQAAAEK A
801 580.9887 1739.944 3 1739.942 0.0026 0 40.84 0.0036 R AIVAIENPADVSVISSR N
802 580.989 1739.945 3 1739.942 0.0035 0 73.49 2.00E-06 R AIVAIENPADVSVISSR N
803 870.98 1739.946 2 1739.942 0.0038 0 86.59 9.60E-08 R AIVAIENPADVSVISSR N
804 870.98 1739.946 2 1739.942 0.0038 0 128.77 5.80E-12 R AIVAIENPADVSVISSR N
806 870.9802 1739.946 2 1739.942 0.0042 0 36.17 0.01 R AIVAIENPADVSVISSR N
807 870.9803 1739.946 2 1739.942 0.0043 0 71.29 3.10E-06 R AIVAIENPADVSVISSR N
808 870.9805 1739.947 2 1739.942 0.0048 0 63.79 1.70E-05 R AIVAIENPADVSVISSR N
851 908.9742 1815.934 2 1815.929 0.005 1 85.97 1.60E-07 M #SGALDVLQMKEEDVLK F
857 916.9705 1831.927 2 1831.924 0.0028 1 69.59 8.20E-06 M #SGALDVLQM@KEEDVLK F
858 916.9713 1831.928 2 1831.924 0.0042 1 83.99 2.80E-07 M #SGALDVLQM@KEEDVLK F
867 633.2922 1896.855 3 1896.851 0.0044 0 33.02 0.022 R EHPWEVM@PDLYFYR D

1054 873.0986 2616.274 3 2616.268 0.0058 0 63.62 1.80E-05 K FLAAGTHLGGTNLDFQMEQYIYK R
1055 878.4293 2632.266 3 2632.263 0.003 0 39.98 0.0042 K FLAAGTHLGGTNLDFQM@EQYIYK R
1056 1317.141 2632.268 2 2632.263 0.0045 0 44.34 0.0015 K FLAAGTHLGGTNLDFQM@EQYIYK R
1057 878.4304 2632.269 3 2632.263 0.0061 0 66.71 8.90E-06 K FLAAGTHLGGTNLDFQM@EQYIYK R
1058 878.4305 2632.27 3 2632.263 0.0066 0 57.32 7.70E-05 K FLAAGTHLGGTNLDFQM@EQYIYK R
1077 999.4999 2995.478 3 2995.471 0.0069 0 64.43 1.30E-05 R ADHQPLTEASYVNLPTIALC*NTDSPLR Y
1078 999.5001 2995.479 3 2995.471 0.0076 0 51.82 0.00022 R ADHQPLTEASYVNLPTIALC*NTDSPLR Y

Q61646 Haptoglobin 101 2 2 38727 5.88 643 660.8751 1319.736 2 1319.734 0.0019 0 37.64 0.012 K DITPTLTLYVGK N
674 687.3306 1372.647 2 1372.645 0.0021 0 76.72 2.00E-06 K SC*AVAEYGVYVR A

P01898 H-2 class I histocompatibility antigen, Q 84 3 3 37227 5.13 312 519.2309 1036.447 2 1036.446 0.0011 0 48.45 0.00077 R FDSDAETPR M
541 603.2839 1204.553 2 1204.551 0.002 0 34.84 0.026 R GYLQYAYDGR D
767 565.6228 1693.847 3 1693.842 0.0042 0 36.57 0.02 R YFETSVSRPGLGEPR F

26 Q8VDQ1 Prostaglandin reductase 2 244 9 7 37991 5.27 249 485.2962 968.5778 2 968.5767 0.0011 0 54.47 0.00014 R VVLNSRPGK N
266 494.2659 986.5172 2 986.5145 0.0027 0 75.98 4.10E-06 K TGNVAEQLR E
318 515.2827 1028.551 2 1028.55 0.0006 0 48.62 0.0016 K AILDGNGLEK V
545 625.801 1249.587 2 1249.586 0.0014 0 56.36 0.00031 K QIVC*ISEDSSL -
791 1015.516 2029.017 2 2029.012 0.0051 0 68.28 1.00E-05 R VEEFSLPDALNEGQVQVR T
811 1030.468 2058.921 2 2058.917 0.0039 0 30.04 0.037 K GLENM@GVAFQSM@MTGGNVGK Q
814 1030.468 2058.922 2 2058.917 0.0049 0 39.45 0.0045 K GLENM@GVAFQSM@MTGGNVGK Q
816 1038.465 2074.914 2 2074.912 0.0022 0 38.4 0.0053 K GLENM@GVAFQSM@M@TGGNVGK Q
817 692.646 2074.916 3 2074.912 0.004 0 38.2 0.0054 K GLENM@GVAFQSM@M@TGGNVGK Q

Q9D6R2 Isocitrate dehydrogenase [NAD] subunit 216 6 6 39566 6.47 314 514.7619 1027.509 2 1027.509 0.0006 0 36.58 0.023 K APIQWEER N
336 521.2889 1040.563 2 1040.562 0.0019 0 37.75 0.016 R NVTAIQGPGGK W
429 562.2953 1122.576 2 1122.574 0.0017 0 49.05 0.0018 R IEAAC*FATIK D
525 608.8047 1215.595 2 1215.592 0.0024 0 68.56 1.50E-05 R IAEFAFEYAR N
588 658.7666 1315.519 2 1315.517 0.0014 0 51 0.00015 K C*SDFTEEIC*R R
614 696.3815 1390.748 2 1390.746 0.0027 0 69.8 9.60E-06 K TPYTDVNIVTIR E

P60710 Actin, cytoplasmic 1 156 5 5 41722 5.22 56 398.2413 794.4681 2 794.465 0.003 0 33.58 0.029 K IIAPPER K
254 488.7289 975.4433 2 975.441 0.0023 0 49.82 0.0011 K AGFAGDDAPR A
294 507.7451 1013.476 2 1013.474 0.0017 0 40.58 0.0072 R DLTDYLM@K I
442 566.7684 1131.522 2 1131.52 0.0025 0 49.88 0.00094 R GYSFTTTAER E
723 895.951 1789.888 2 1789.885 0.0029 0 86.8 1.90E-07 K SYELPDGQVITIGNER F

Q9R062 Glycogenin-1 135 5 4 37378 5.06 228 472.7932 943.5719 2 943.5702 0.0017 0 32.76 0.041 K GALVLGSSLK Q
437 564.3435 1126.673 2 1126.671 0.0015 0 35.98 0.012 K RPELGITLTK L
438 376.5655 1126.675 3 1126.671 0.0037 0 32.96 0.023 K RPELGITLTK L
661 791.386 1580.757 2 1580.754 0.0036 0 51.63 0.00068 R M@VVLTSPQVSDSM@R K
736 900.9384 1799.862 2 1799.858 0.0045 0 78.6 9.20E-07 M #TDQAFVTLTTNDAYAK G

Q9CQM9 Glutaredoxin-3 110 4 4 37754 5.42 383 543.3148 1084.615 2 1084.613 0.0021 0 56.46 0.00023 R GDLVGGLDIVK E
416 556.3221 1110.63 2 1110.628 0.0012 0 37.98 0.0072 K DNGELLPILK G
579 650.8369 1299.659 2 1299.656 0.0034 0 49 0.0015 K LEAEAVPEVSEK Y
677 817.3863 1632.758 2 1632.755 0.0028 0 44.09 0.0025 K ELEASEELDTIC*PK A

27 Q9CQM9 Glutaredoxin-3 400 11 9 37754 5.42 237 471.7438 941.4731 2 941.4714 0.0017 0 33.52 0.05 K ASVMLFM@K G
238 471.7439 941.4732 2 941.4714 0.0017 0 63.16 5.60E-05 K ASVMLFM@K G
250 479.7408 957.4671 2 957.4664 0.0007 0 48.42 0.0016 K ASVM@LFM@K G
306 499.2795 996.5445 2 996.5426 0.0018 0 34.74 0.03 K QMVEILHK H
427 543.3145 1084.615 2 1084.613 0.0016 0 65.91 2.70E-05 R GDLVGGLDIVK E
464 556.3222 1110.63 2 1110.628 0.0014 0 48.44 0.0008 K DNGELLPILK G
648 650.8364 1299.658 2 1299.656 0.0024 0 54.59 0.00037 K LEAEAVPEVSEK Y
755 789.4178 1576.821 2 1576.818 0.0034 0 43.24 0.0045 K YEISSVPTFLFFK N
776 817.3865 1632.759 2 1632.755 0.0033 0 72.41 3.90E-06 K ELEASEELDTIC*PK A
777 817.3865 1632.759 2 1632.755 0.0033 0 78.73 9.00E-07 K ELEASEELDTIC*PK A

1058 929.1363 2784.387 3 2784.393 -0.0059 0 61.48 2.30E-05 M #AAGAAEAGEAAVAVVEVGSAQQFEELLR L
Q8BGK2 Protein ADP-ribosylarginine hydrolase-l 283 7 6 39860 5.62 440 547.8018 1093.589 2 1093.588 0.0011 0 61.59 7.30E-05 R LEDLGAALHR L

628 636.353 1270.691 2 1270.688 0.0033 0 40.07 0.011 K TGGLDSLVLSPGR W
718 728.3245 1454.635 2 1454.631 0.0031 0 67.65 9.10E-06 K VTFPDNYDAEER D
754 787.4081 1572.802 2 1572.8 0.0022 0 67 1.80E-05 R ENSVLGSIQEELQK T
899 651.9897 1952.947 3 1952.945 0.0026 0 47.35 0.0012 K AAM@LLGSVGDALGYGNIC*R E
900 977.4814 1952.948 2 1952.945 0.0035 0 85.99 1.60E-07 K AAM@LLGSVGDALGYGNIC*R E
944 714.9763 2141.907 3 2141.903 0.0044 1 51.91 0.00014 R EDAEDKVTFPDNYDAEER D

Q9D051 Pyruvate dehydrogenase E1 componen 242 5 5 38912 6.41 593 614.3336 1226.653 2 1226.651 0.002 0 42.97 0.005 K VLEDNSVPQVK D
817 882.4442 1762.874 2 1762.871 0.0025 0 81.51 6.80E-07 R IM@EGPAFNFLDAPAVR V
845 901.4559 1800.897 2 1800.893 0.0038 0 84.99 2.30E-07 K VFLLGEEVAQYDGAYK V
872 612.647 1834.919 3 1834.917 0.0024 0 44.3 0.0029 R TIRPM@DIEAIEASVM@K T
875 929.4835 1856.953 2 1856.95 0.003 0 73.29 3.00E-06 K TYYM@SAGLQPVPIVFR G

Q9D6R2 Isocitrate dehydrogenase [NAD] subunit 221 7 7 39566 6.47 345 514.7615 1027.508 2 1027.509 -0.0003 0 36.33 0.025 K APIQWEER N
397 527.7662 1053.518 2 1053.517 0.0014 0 39.7 0.014 R M@SDGLFLQK C
479 562.2958 1122.577 2 1122.574 0.0027 0 50.3 0.0014 R IEAAC*FATIK D
583 608.8045 1215.595 2 1215.592 0.0021 0 68.82 1.40E-05 R IAEFAFEYAR N
662 658.7665 1315.519 2 1315.517 0.0012 0 49.5 0.00021 K C*SDFTEEIC*R R
693 696.3815 1390.748 2 1390.746 0.0027 0 79.4 1.10E-06 K TPYTDVNIVTIR E
767 536.2968 1605.869 3 1605.866 0.0025 0 38.34 0.0087 K TPIAAGHPSM@NLLLR K

Q9Z0S1 3'(2'),5'-bisphosphate nucleotidase 1 188 5 5 33175 5.54 211 457.2902 912.5658 2 912.5644 0.0014 0 42.02 0.0033 K IIQLIEGK A
505 575.8268 1149.639 2 1149.639 -0.0003 0 54.48 0.00029 R LVASAYSIAQK A
688 690.853 1379.691 2 1379.69 0.0013 0 59.75 0.00011 R LVQM@SIC*SSLAR K
694 701.3754 1400.736 2 1400.733 0.003 0 99.9 1.00E-08 R C*VIAEGDLGIVQK T
729 496.2604 1485.76 3 1485.758 0.0019 0 32.71 0.05 K LTDIHGNALQYNK E

Q99LC3 NADH dehydrogenase [ubiquinone] 1 a 171 4 4 40578 7.63 325 509.2735 1016.532 2 1016.532 -0.0001 0 39.63 0.021 K EIAQQLGMK H
362 517.2718 1032.529 2 1032.527 0.0017 0 44.97 0.0066 K EIAQQLGM@K H
494 567.3325 1132.651 2 1132.649 0.0013 0 53.05 0.00029 R YGLLAAILGDK T
769 807.9057 1613.797 2 1613.794 0.0032 0 89.36 1.20E-07 K VTSAYLQDIENAYK K

Q9CQT1 Methylthioribose-1-phosphate isomeras 131 3 3 39386 5.6 548 588.8538 1175.693 2 1175.691 0.0017 0 59.56 3.60E-05 K IGTYQLAIVAK H
641 643.8218 1285.629 2 1285.626 0.0028 0 60.82 0.0001 R DLGQVAAQEAER E
702 713.9136 1425.813 2 1425.809 0.0035 0 58.84 5.10E-05 R AGAGGPGLAALVAFVR D

Q9WVJ2 26S proteasome non-ATPase regulatory 82 3 3 42782 5.46 247 478.7933 955.5721 2 955.5702 0.0018 0 32.83 0.039 R VLDLQQIK G
476 561.2801 1120.546 2 1120.543 0.0022 0 45.54 0.005 K SSDEAVILC*K T
770 811.9096 1621.805 2 1621.802 0.0025 0 54.11 0.0004 R QM@TDPNVALTFLEK T

28 Q8BFR5 Elongation factor Tu, mitochondrial 590 23 16 49477 7.23 51 412.2566 822.4986 2 822.4963 0.0023 0 34.77 0.013 R EHLLLAK Q
169 460.2773 918.54 2 918.5386 0.0014 0 34.64 0.023 K TTLTAAITK I
287 516.7886 1031.563 2 1031.561 0.0016 0 49.61 0.0019 R GTVVTGTLER G
365 550.2881 1098.562 2 1098.56 0.002 0 34.31 0.05 R ELLTEFGYK G
426 575.33 1148.645 2 1148.644 0.0013 0 51.28 0.00056 K VEAQVYILSK E
427 575.33 1148.646 2 1148.644 0.0014 0 55.01 0.00024 K VEAQVYILSK E
478 593.3156 1184.617 2 1184.615 0.0017 0 50.17 0.00091 R AEAGDNLGALVR G
479 593.3158 1184.617 2 1184.615 0.0021 0 102.67 5.10E-09 R AEAGDNLGALVR G
557 636.2883 1270.562 2 1270.561 0.0008 0 38.55 0.009 K GDEC*ELLGHNK N
562 639.3326 1276.651 2 1276.649 0.0022 0 36.91 0.033 R TVVTGIEM@FHK S
610 682.8027 1363.591 2 1363.589 0.0018 0 61.36 3.50E-05 K YEEIDNAPEER A
631 467.2269 1398.659 3 1398.656 0.0026 1 38.51 0.013 K KGDEC*ELLGHNK N
672 495.2809 1482.821 3 1482.82 0.0013 0 39.77 0.006 K QIGVEHVVVYVNK A
673 742.4182 1482.822 2 1482.82 0.0024 0 50.56 0.00051 K QIGVEHVVVYVNK A
698 786.936 1571.858 2 1571.856 0.0016 0 61.44 4.60E-05 K LLDAVDTYIPVPTR D
701 786.9374 1571.86 2 1571.856 0.0044 0 36.19 0.013 K LLDAVDTYIPVPTR D
735 558.6258 1672.856 3 1672.853 0.0023 0 46.34 0.0022 R GITINAAHVEYSTAAR H
736 837.4352 1672.856 2 1672.853 0.0027 0 62.98 4.70E-05 R GITINAAHVEYSTAAR H
816 946.9629 1891.911 2 1891.909 0.0027 0 42.44 0.0045 K TIGTGLVTDVPAM@TEEDK N
825 964.9921 1927.97 2 1927.967 0.0023 0 32.32 0.041 K GEETPVIVGSALC*ALEQR D
867 688.0067 2060.998 3 2060.994 0.0047 0 36.97 0.013 K ADAVQDSEM@VELVELEIR E
868 1031.507 2060.999 2 2060.994 0.0055 0 60.72 5.50E-05 K ADAVQDSEM@VELVELEIR E
922 948.7962 2843.367 3 2843.362 0.0052 0 58.45 6.70E-05 K NM@ITGTAPLDGC*ILVVAANDGPM@PQTR E

P35486 Pyruvate dehydrogenase E1 componen 277 7 6 43204 8.49 184 472.2828 942.5511 2 942.5498 0.0013 0 52.38 0.0008 R AILAELTGR R
240 500.2328 998.451 2 998.4491 0.0018 0 56.09 0.0002 R YGMGTSVER A
485 597.287 1192.559 2 1192.558 0.0014 0 76.79 2.60E-06 R VDGM@DILC*VR E
595 668.8513 1335.688 2 1335.686 0.0024 0 64.62 4.40E-05 K GPILM@ELQTYR Y
635 706.3942 1410.774 2 1410.772 0.0021 0 64.02 2.60E-05 R LEEGPPVTTVLTR E
636 706.395 1410.776 2 1410.772 0.0036 0 47.71 0.0011 R LEEGPPVTTVLTR E
649 718.346 1434.678 2 1434.675 0.0027 0 60.72 7.40E-05 K LPC*IFIC*ENNR Y

P50247 Adenosylhomocysteinase 246 8 8 47657 6.08 147 446.743 891.4715 2 891.4702 0.0014 1 38.02 0.031 M #SDKLPYK V
313 523.804 1045.594 2 1045.592 0.0015 0 45.68 0.0036 K YPQLLSGIR G
406 564.8124 1127.61 2 1127.609 0.0015 0 42.51 0.0081 K VADIGLAAWGR K
542 628.8469 1255.679 2 1255.677 0.0021 0 53.54 0.0004 K VPAINVNDSVTK S
617 460.9218 1379.743 3 1379.741 0.0026 1 39.01 0.01 K KLDEAVAEAHLGK L
702 788.3807 1574.747 2 1574.743 0.0037 0 45.8 0.002 K ALDIAENEM@PGLMR M
706 796.3776 1590.741 2 1590.738 0.0026 0 59.98 7.90E-05 K ALDIAENEM@PGLM@R M
725 824.9141 1647.814 2 1647.81 0.0033 0 57.28 0.0002 R GISEETTTGVHNLYK M

Q9JHI5 Isovaleryl-CoA dehydrogenase, mitocho 214 6 6 46296 8.53 459 583.306 1164.597 2 1164.596 0.0013 0 37.12 0.027 K IGQFQLM@QGK M
529 621.839 1241.663 2 1241.662 0.0019 0 64.81 3.40E-05 K VPAANVLSQESK G
575 647.8365 1293.659 2 1293.657 0.0021 0 51.7 0.00082 K LYEIGAGTSEVR R
582 654.8085 1307.602 2 1307.599 0.003 0 53.77 0.00043 K AQEIDQTNDFK N
663 734.3815 1466.749 2 1466.744 0.0046 0 44.21 0.0037 K GVYVLM@SGLDLER L
695 779.8308 1557.647 2 1557.644 0.0031 0 67.12 4.60E-06 R GSNTC*ELVFEDC*K V

P51174 Long-chain specific acyl-CoA dehydroge 184 6 6 47877 8.53 28 387.2305 772.4464 2 772.4443 0.0021 0 45.67 0.0081 K LTDVGIR R
447 578.3412 1154.668 2 1154.666 0.0021 0 40.01 0.0064 K QGLLGINIAEK H
555 634.8466 1267.679 2 1267.677 0.0015 0 55.61 0.00022 R LPANALLGEENK G
684 770.8688 1539.723 2 1539.721 0.0026 0 72.39 5.20E-06 K AQDTAELFFEDVR L
749 572.6315 1714.873 3 1714.871 0.0014 0 34.99 0.028 R SPAHGISLFLVENGM@K G
845 1009.987 2017.96 2 2017.956 0.0042 0 59.33 6.60E-05 K C*IGAIAM@TEPGAGSDLQGVR T

Q91WD5 NADH dehydrogenase [ubiquinone] iron 174 6 6 52592 6.52 282 516.2679 1030.521 2 1030.52 0.0016 0 46.59 0.0046 R GSGIQWDLR K
291 519.2241 1036.434 2 1036.432 0.0012 0 41.1 0.0034 K M@FEFYER V
315 524.3198 1046.625 2 1046.624 0.0015 0 29.18 0.039 K LLNIQPPPR A
546 631.3454 1260.676 2 1260.675 0.0015 0 47.78 0.002 R LVLELSGEM@VR K
658 731.8478 1461.681 2 1461.677 0.0042 0 51.2 0.00059 R IDEVEEMLTNNR I



898 749.7211 2246.141 3 2246.138 0.0035 0 57.02 8.90E-05 K AVTNM@TLNFGPQHPAAHGVLR L
Q8BFP9 Pyruvate dehydrogenase [lipoamide] kin 129 2 2 48895 8.09 601 673.3444 1344.674 2 1344.671 0.0029 0 71.99 6.90E-06 R LYAQYFQGDLK L

679 759.4283 1516.842 2 1516.84 0.0019 0 76.55 1.10E-06 R AVPLAGFGYGLPISR L
Q04447 Creatine kinase B-type 101 2 2 42686 5.4 709 801.9218 1601.829 2 1601.826 0.0029 0 40.52 0.008 K LAVEALSSLDGDLSGR Y

840 982.9703 1963.926 2 1963.924 0.0024 0 82.06 4.60E-07 R GTGGVDTAAVGGVFDVSNADR L
P68033 Actin, alpha cardiac muscle 1 101 3 3 42024 5.23 211 488.7286 975.4427 2 975.441 0.0017 0 58.87 0.00014 K AGFAGDDAPR A

256 507.7447 1013.475 2 1013.474 0.0009 0 32.56 0.044 R DLTDYLM@K I
407 565.7787 1129.543 2 1129.54 0.0024 0 52.02 0.00068 R GYSFVTTAER E

P29758 Ornithine aminotransferase, mitochondr 85 2 2 48324 6.19 206 484.817 967.6194 2 967.6178 0.0015 0 63.3 8.80E-06 K GLLNAIVIR E
340 536.8039 1071.593 2 1071.592 0.0008 0 48.56 0.0018 K LPSDVVTSVR G

P50136 2-oxoisovalerate dehydrogenase subun 84 1 1 50339 8.14 678 756.8718 1511.729 2 1511.726 0.0033 0 59.05 0.00012 R VDGNDVFAVYNATK E

29 Q9QYR9 Acyl-coenzyme A thioesterase 2, mitoch 894 30 15 49621 6.91 222 448.7594 895.5043 2 895.5028 0.0015 0 37.01 0.017 R HFLAPGVR R
227 448.7597 895.5048 2 895.5028 0.002 0 41.21 0.0063 R HFLAPGVR R
386 506.3138 1010.613 2 1010.612 0.0006 0 56.43 5.40E-05 K GPGIGLLGISK G
387 506.3139 1010.613 2 1010.612 0.0008 0 53.53 0.0001 K GPGIGLLGISK G
388 506.3141 1010.614 2 1010.612 0.0013 0 33.39 0.014 K GPGIGLLGISK G
389 506.3143 1010.614 2 1010.612 0.0016 0 36.42 0.0069 K GPGIGLLGISK G
500 543.7808 1085.547 2 1085.547 0.0005 0 52.45 0.00059 R ADAGGELNLAR A
501 543.7811 1085.548 2 1085.547 0.0011 0 90.99 8.20E-08 R ADAGGELNLAR A
502 543.7816 1085.549 2 1085.547 0.0022 0 86.61 2.70E-07 R ADAGGELNLAR A
685 590.8386 1179.663 2 1179.661 0.0015 0 31.15 0.044 R GLAPEQPVTLR S
686 590.839 1179.663 2 1179.661 0.0023 0 61.79 3.90E-05 R GLAPEQPVTLR S
699 594.7753 1187.536 2 1187.535 0.0015 0 37.24 0.011 K SEFYADEISK R
700 594.7754 1187.536 2 1187.535 0.0016 0 43.92 0.0023 K SEFYADEISK R
834 647.3484 1292.682 2 1292.68 0.0025 0 46.08 0.0034 K GGELGLAMASFLK G
835 647.3486 1292.683 2 1292.68 0.0028 0 67.36 2.30E-05 K GGELGLAMASFLK G
849 655.3456 1308.677 2 1308.675 0.002 0 84.72 4.10E-07 K GGELGLAM@ASFLK G
850 655.346 1308.678 2 1308.675 0.0027 0 68.78 1.50E-05 K GGELGLAM@ASFLK G
931 703.3637 1404.713 2 1404.711 0.0019 1 34.64 0.042 R YRADAGGELNLAR A
932 469.2451 1404.714 3 1404.711 0.0026 1 44.63 0.0039 R YRADAGGELNLAR A
946 716.8497 1431.685 2 1431.682 0.0031 0 48.56 0.0014 R SC*WDEPLSIAVR G

1132 905.9946 1809.975 2 1809.972 0.0023 0 69.79 4.60E-06 K DGLLDVVEALQSPLVDK K
1133 604.3326 1809.976 3 1809.972 0.0035 0 56.35 0.0001 K DGLLDVVEALQSPLVDK K
1173 647.0307 1938.07 3 1938.067 0.0029 1 54.61 7.90E-05 K DGLLDVVEALQSPLVDKK S
1176 970.0431 1938.072 2 1938.067 0.0043 1 73.58 8.00E-07 K DGLLDVVEALQSPLVDKK S
1189 983.9685 1965.923 2 1965.918 0.0042 0 74.11 2.20E-06 K GFAVM@ALAYYNYDDLPK S
1190 656.3148 1965.923 3 1965.918 0.0044 0 55.41 0.00017 K GFAVM@ALAYYNYDDLPK S
1288 557.0378 2224.122 4 2224.118 0.0045 0 36.13 0.013 R AHAVAQVDAWQQLQTFFHK Q
1289 742.3815 2224.123 3 2224.118 0.005 0 41.68 0.0035 R AHAVAQVDAWQQLQTFFHK Q
1331 765.3429 2293.007 3 2293.003 0.0038 0 45.18 0.0008 K SIETM@HM@EYFEEAVNYLR S
1388 850.7562 2549.247 3 2549.24 0.007 0 31.47 0.032 R DVQTPFLVELEVLDGHEPDGGQR L

P35486 Pyruvate dehydrogenase E1 componen 688 28 12 43204 8.49 151 430.2307 858.4469 2 858.4447 0.0022 0 42.52 0.011 K EIDVEVR K
239 451.7335 901.4525 2 901.4505 0.002 0 38.58 0.025 R EEIQEVR S
289 472.2828 942.5511 2 942.5498 0.0013 0 41.52 0.0097 R AILAELTGR R
290 472.283 942.5514 2 942.5498 0.0016 0 68.74 1.80E-05 R AILAELTGR R
368 500.2324 998.4503 2 998.4491 0.0012 0 51.59 0.00048 R YGMGTSVER A
393 508.2297 1014.445 2 1014.444 0.0009 0 43.96 0.002 R YGM@GTSVER A
604 573.2836 1144.553 2 1144.551 0.0013 1 67.38 2.10E-05 R AAASTDYYKR G
640 580.3082 1158.602 2 1158.599 0.0025 1 39.83 0.017 R TREEIQEVR S
674 589.2888 1176.563 2 1176.563 0 0 51.22 0.00098 R VDGMDILC*VR E
709 597.2873 1192.56 2 1192.558 0.002 0 76.41 3.20E-06 R VDGM@DILC*VR E
710 597.2874 1192.56 2 1192.558 0.0021 0 77.82 2.30E-06 R VDGM@DILC*VR E
875 668.8511 1335.688 2 1335.686 0.0019 0 78.33 1.90E-06 K GPILM@ELQTYR Y
876 668.852 1335.69 2 1335.686 0.0039 0 65.54 3.10E-05 K GPILM@ELQTYR Y
933 706.3942 1410.774 2 1410.772 0.0019 0 35.62 0.018 R LEEGPPVTTVLTR E
934 706.3944 1410.774 2 1410.772 0.0024 0 42.75 0.0035 R LEEGPPVTTVLTR E
935 706.3948 1410.775 2 1410.772 0.0033 0 80.81 5.70E-07 R LEEGPPVTTVLTR E
949 717.3702 1432.726 2 1432.723 0.0028 0 39.67 0.012 R MVNSNLASVEELK E
956 718.8464 1435.678 2 1434.675 1.0034 0 36.96 0.021 K LPC*IFIC*ENNR Y

1330 764.059 2289.155 3 2289.152 0.003 1 73.36 2.30E-06 R M@VNSNLASVEELKEIDVEVR K
1368 783.0804 2346.219 3 2346.215 0.0039 0 77.38 7.80E-07 K NFYGGNGIVGAQVPLGAGIALAC*K Y
1369 1174.117 2346.22 2 2346.215 0.0041 0 58.31 6.30E-05 K NFYGGNGIVGAQVPLGAGIALAC*K Y

P61164 Alpha-centractin 682 17 8 42587 6.19 373 502.2648 1002.515 2 1002.513 0.0016 0 59.82 0.00021 K AGFAGDQIPK Y
507 545.2745 1088.535 2 1088.533 0.0021 0 35.68 0.046 R YPM@EHGIVK D

1001 511.9382 1532.793 3 1532.791 0.0018 0 60.86 8.50E-05 R VM@AGALEGDIFIGPK A
1063 842.4705 1682.927 2 1682.924 0.0022 0 44.9 0.0013 R TLFSNIVLSGGSTLFK G
1064 561.9828 1682.927 3 1682.924 0.0022 0 52.67 0.00022 R TLFSNIVLSGGSTLFK G
1065 561.983 1682.927 3 1682.924 0.0029 0 32.29 0.026 R TLFSNIVLSGGSTLFK G
1066 842.4713 1682.928 2 1682.924 0.0037 0 104.26 1.60E-09 R TLFSNIVLSGGSTLFK G
1067 842.4714 1682.928 2 1682.924 0.004 0 103.69 1.80E-09 R TLFSNIVLSGGSTLFK G
1157 933.9667 1865.919 2 1865.916 0.003 0 88.02 1.40E-07 K AQYYLPDGSTIEIGPSR F
1158 933.9669 1865.919 2 1865.916 0.0034 0 58.88 0.00011 K AQYYLPDGSTIEIGPSR F
1159 933.967 1865.919 2 1865.916 0.0035 0 74.59 2.90E-06 K AQYYLPDGSTIEIGPSR F
1160 622.9806 1865.92 3 1865.916 0.004 0 51.22 0.00061 K AQYYLPDGSTIEIGPSR F
1249 1070.018 2138.022 2 2138.02 0.0022 1 39.91 0.0061 R AC*YLSINPQKDETLETEK A
1250 713.6815 2138.023 3 2138.02 0.0026 1 39.88 0.0062 R AC*YLSINPQKDETLETEK A
1379 1203.598 2405.182 2 2405.178 0.0031 0 42.26 0.0034 - #M@ESYDVIANQPVVIDNGSGVIK A
1380 802.7347 2405.182 3 2405.178 0.0038 0 84.27 2.20E-07 - #M@ESYDVIANQPVVIDNGSGVIK A
1386 845.4365 2533.288 3 2533.281 0.0063 0 50.36 0.00034 K DQLQTFSEEHPVLLTEAPLNPR K

P51174 Long-chain specific acyl-CoA dehydroge 528 17 15 47877 8.53 238 451.2778 900.5411 2 900.5393 0.0018 1 43.5 0.0041 K KLTDVGIR R
567 561.7828 1121.551 2 1121.55 0.0012 1 43.82 0.0066 K RLDSGSASMAK Y
635 578.3408 1154.667 2 1154.666 0.0012 0 34.7 0.016 K QGLLGINIAEK H
645 582.289 1162.564 2 1162.562 0.0016 0 58.94 0.0002 R SGSDWILNGSK V
784 625.8129 1249.611 2 1249.609 0.0022 0 49.17 0.0017 R IFSSEHDIFR E
796 631.355 1260.696 2 1260.694 0.0017 0 33.99 0.039 K TVAHIQTVQHK L
809 634.8465 1267.678 2 1267.677 0.0013 0 56.5 0.00018 R LPANALLGEENK G
963 725.3749 1448.735 2 1448.733 0.002 0 71.07 1.00E-05 R VQPIYGGTNEIMK E
976 733.3724 1464.73 2 1464.728 0.0019 0 72.44 6.30E-06 R VQPIYGGTNEIM@K E

1004 514.2482 1539.723 3 1539.721 0.0021 0 39.61 0.0098 K AQDTAELFFEDVR L
1005 770.8687 1539.723 2 1539.721 0.0023 0 97.58 1.60E-08 K AQDTAELFFEDVR L
1011 774.3807 1546.747 2 1546.745 0.0019 0 62.11 6.60E-05 R AFVDSC*LQLHETK R
1059 837.4041 1672.794 2 1672.792 0.0018 0 46.94 0.0015 K GFYYLMQELPQER L
1071 845.4018 1688.789 2 1688.787 0.0022 0 66.67 1.50E-05 K GFYYLM@QELPQER L
1083 572.6317 1714.873 3 1714.871 0.0021 0 33.74 0.041 R SPAHGISLFLVENGM@K G
1084 858.4442 1714.874 2 1714.871 0.0026 0 40.57 0.008 R SPAHGISLFLVENGM@K G
1211 1009.987 2017.96 2 2017.956 0.0038 0 96.12 1.40E-08 K C*IGAIAM@TEPGAGSDLQGVR T

Q9Z2I9 Succinyl-CoA ligase [ADP-forming] subu 425 10 10 50082 6.57 321 487.3006 972.5867 2 972.5855 0.0012 0 51.75 0.00051 K LSEIVTLAK E
457 524.7769 1047.539 2 1047.538 0.001 0 61.21 0.00013 K AVSSQMIGQK L
464 527.756 1053.497 2 1053.498 -0.0004 0 79.14 1.70E-06 K SSDEAYAIAK K
695 593.7783 1185.542 2 1185.541 0.0007 0 56.15 0.00018 K INFDSNSAYR Q
829 645.8193 1289.624 2 1289.622 0.002 0 67.79 1.90E-05 R IC*NQVLVC*ER K
874 667.3194 1332.624 2 1332.623 0.0011 0 61.2 7.70E-05 K ILAC*DDLDEAAK M
936 710.3716 1418.729 2 1418.726 0.0026 0 74.52 4.70E-06 R C*DVIAQGIVM@AVK D

1010 773.9432 1545.872 2 1545.87 0.0017 0 50.44 0.00029 K VQAILVNIFGGIM@R C
1227 1023.438 2044.861 2 2044.861 0.0009 0 65.69 4.30E-06 K YDATM@VEINPM@VEDSDGK V
1391 872.1157 2613.325 3 2613.319 0.0064 0 53.33 0.0002 K LHGGTPANFLDVGGGATVQQVTEAFK L

P68033 Actin, alpha cardiac muscle 1 341 13 10 42024 5.23 62 396.1903 790.3661 2 790.3643 0.0017 0 38.68 0.023 K C*DIDIR K
324 488.7282 975.4418 2 975.441 0.0008 0 36.32 0.022 K AGFAGDDAPR A
325 488.7283 975.442 2 975.441 0.001 0 41.06 0.0075 K AGFAGDDAPR A
391 507.745 1013.475 2 1013.474 0.0014 0 38.43 0.012 R DLTDYLM@K I
579 565.7783 1129.542 2 1129.54 0.0016 0 68.06 1.70E-05 R GYSFVTTAER E
675 589.3111 1176.608 2 1176.606 0.0016 0 42.69 0.0084 K EITALAPSTM@K I
724 599.7659 1197.517 2 1197.515 0.0022 0 40.44 0.0054 K DSYVGDEAQSK R
894 677.8163 1353.618 2 1353.616 0.002 1 47.2 0.0017 K DSYVGDEAQSKR G
990 750.8585 1499.703 2 1499.701 0.002 0 45.66 0.0025 K QEYDEAGPSIVHR K
991 500.9082 1499.703 3 1499.701 0.0022 0 42.5 0.0051 K QEYDEAGPSIVHR K

1116 895.951 1789.887 2 1789.885 0.0028 0 91.31 6.70E-08 K SYELPDGQVITIGNER F
1117 895.9512 1789.888 2 1789.885 0.0032 0 61.04 7.20E-05 K SYELPDGQVITIGNER F
1184 978.5271 1955.04 2 1955.036 0.0033 0 53.76 0.00021 R VAPEEHPTLLTEAPLNPK A

Q9JHI5 Isovaleryl-CoA dehydrogenase, mitocho 236 6 6 46296 8.53 651 583.3058 1164.597 2 1164.596 0.001 0 36.16 0.032 K IGQFQLM@QGK M
778 621.839 1241.663 2 1241.662 0.0019 0 66.99 2.10E-05 K VPAANVLSQESK G
836 647.8366 1293.659 2 1293.657 0.0022 0 67.52 2.10E-05 K LYEIGAGTSEVR R
977 734.3811 1466.748 2 1466.744 0.0037 0 66.3 2.50E-05 K GVYVLM@SGLDLER L

1016 779.8307 1557.647 2 1557.644 0.0029 0 60.36 2.20E-05 R GSNTC*ELVFEDC*K V
1390 852.4189 2554.235 3 2554.23 0.0055 0 54.32 0.0002 K LISGEFIGALAM@SEPNAGSDVVSM@K L

P07310 Creatine kinase M-type 221 6 5 43018 6.58 763 616.3206 1230.627 2 1230.625 0.0021 0 48.71 0.0021 K DLFDPIIQDR H
857 659.8199 1317.625 2 1317.624 0.0019 0 44.02 0.0041 K GQSIDDM@IPAQK -
994 754.3563 1506.698 2 1506.695 0.0029 0 55.51 0.00022 K GGDDLDPNYVLSSR V
995 754.4058 1506.797 2 1506.793 0.004 0 55.33 0.00024 K LSVEALNSLTGEFK G

1195 664.9928 1991.957 3 1991.955 0.0017 0 34.08 0.027 R GTGGVDTAAVGAVFDISNADR L
1196 996.9861 1991.958 2 1991.955 0.0029 0 102.09 4.40E-09 R GTGGVDTAAVGAVFDISNADR L

P45952 Medium-chain specific acyl-CoA dehydr 217 8 6 46452 8.6 217 448.7195 895.4245 2 895.4222 0.0024 0 54.54 0.00051 K IAM@GAFDR T
245 453.7387 905.4629 2 905.4607 0.0022 0 39.32 0.027 R GIAFEDVR V
765 617.3287 1232.643 2 1232.64 0.0027 0 48.53 0.002 K ENVLIGEGAGFK I
786 625.8235 1249.633 2 1249.63 0.0023 1 47.2 0.0027 K KGDEYVINGQK M
978 489.9518 1466.834 3 1466.832 0.0018 0 39.55 0.0033 R TRPTVAAGAVGLAQR A
979 734.4243 1466.834 2 1466.832 0.0022 0 41.14 0.0025 R TRPTVAAGAVGLAQR A

1022 528.2798 1581.818 3 1581.815 0.0024 0 46.42 0.0016 K IYQIYEGTAQIQR L
1023 791.9164 1581.818 2 1581.815 0.0033 0 91.05 5.70E-08 K IYQIYEGTAQIQR L

Q99LC3 NADH dehydrogenase [ubiquinone] 1 a 208 6 5 40578 7.63 540 554.3008 1106.587 2 1106.586 0.0011 0 45.75 0.0033 K VVEDIEYLK Y
590 567.3323 1132.65 2 1132.649 0.0008 0 44.31 0.0018 R YGLLAAILGDK T
591 567.3324 1132.65 2 1132.649 0.0011 0 43 0.0024 R YGLLAAILGDK T
802 631.8249 1261.635 2 1261.634 0.0016 0 43.48 0.006 R VITVDGNIC*SGK N
825 642.2997 1282.585 2 1282.583 0.0019 0 42.99 0.0039 K YAPGYNAEVGDK W

1030 807.9047 1613.795 2 1613.794 0.0012 0 88.45 1.40E-07 K VTSAYLQDIENAYK K
Q8BFR5 Elongation factor Tu, mitochondrial 176 5 5 49477 7.23 615 575.33 1148.646 2 1148.644 0.0014 0 51.77 0.0005 K VEAQVYILSK E

694 593.3159 1184.617 2 1184.615 0.0024 0 102.09 6.30E-09 R AEAGDNLGALVR G
985 495.2812 1482.822 3 1482.82 0.0022 0 46.65 0.0013 K QIGVEHVVVYVNK A

1164 946.964 1891.913 2 1891.909 0.0049 0 45.42 0.0022 K TIGTGLVTDVPAM@TEEDK N
1312 750.0522 2247.135 3 2247.13 0.0045 1 34.51 0.018 K TIGTGLVTDVPAM@TEEDKNIK W

P09411 Phosphoglycerate kinase 1 167 4 4 44534 8.02 497 542.3065 1082.598 2 1082.597 0.0012 0 41.64 0.0054 K VLPGVDALSNV -
1043 545.6032 1633.788 3 1633.785 0.0029 0 69.27 1.10E-05 K LGDVYVNDAFGTAHR A
1098 877.8985 1753.782 2 1753.78 0.0027 0 56.79 0.0001 R GC*ITIIGGGDTATC*C*AK W
1200 999.9713 1997.928 2 1997.925 0.0029 0 70.93 4.80E-06 K VLNNM@EIGTSLYDEEGAK I

Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial 159 5 5 41831 8.33 568 562.3118 1122.609 2 1122.607 0.0018 0 37.11 0.019 R TPFGAYGGLLK D
909 689.8403 1377.666 2 1377.663 0.0028 0 43.2 0.0057 K LPM@GM@TAENLAAK Y
943 714.3974 1426.78 2 1426.778 0.0022 0 87.31 1.30E-07 R VGVPTETGALTLNR L

1128 603.3192 1806.936 3 1806.934 0.0021 0 50.99 0.00051 K TNVSGGAIALGHPLGGSGSR I
1199 999.9614 1997.908 2 1997.904 0.0042 0 32.81 0.025 K AANEAGYFNEEM@APIEVK T

P55264 Adenosine kinase 141 4 3 40123 5.84 839 650.3253 1298.636 2 1298.633 0.003 0 61.82 6.50E-05 K AATFFGC*IGIDK F
922 697.8599 1393.705 2 1393.702 0.0028 0 72.99 6.20E-06 R SLVANLAAANC*YK K

1041 817.4263 1632.838 2 1632.836 0.0022 0 34.03 0.035 K YSLKPNDQILAEDK H



1042 545.2867 1632.838 3 1632.836 0.0025 0 49.32 0.001 K YSLKPNDQILAEDK H
Q8C5H8 NAD kinase 2, mitochondrial 110 5 5 50827 8.31 524 549.3201 1096.626 2 1096.624 0.0017 0 31.48 0.035 R QGNLTLPLNK D

721 598.7883 1195.562 2 1195.561 0.0012 0 34.59 0.033 R YAELSEEDLK Q
790 627.3468 1252.679 2 1252.678 0.0015 0 41.38 0.0057 R SEASGPQLLPVR A
821 641.3102 1280.606 2 1280.603 0.0029 0 49.61 0.0012 K SSGLNLC*TGTGSK A

1209 1006.481 2010.948 2 2010.942 0.0053 0 37.5 0.011 K VTNEYNESLLYSPEEPK I

30 P05201 Aspartate aminotransferase, cytoplasmi 963 32 17 46202 6.68 116 424.7359 847.4572 2 847.4552 0.002 0 62.57 0.00016 R IGADFLGR W
117 424.736 847.4574 2 847.4552 0.0022 0 57.39 0.00046 R IGADFLGR W
191 443.7725 885.5304 2 885.5284 0.002 0 70.85 1.20E-05 R VGNLTVVGK E
192 443.7726 885.5307 2 885.5284 0.0023 0 70.51 1.30E-05 R VGNLTVVGK E
221 458.7561 915.4977 2 915.496 0.0017 0 51.37 0.0015 K QIAAVMQR R
252 474.7674 947.5202 2 947.5189 0.0014 0 36.5 0.036 K VNLGVGAYR T
253 474.7674 947.5203 2 947.5189 0.0014 0 50.81 0.0013 K VNLGVGAYR T
385 519.2597 1036.505 2 1036.505 0.0003 0 53.13 0.00076 R INMC*GLTTK N
416 527.2577 1052.501 2 1052.5 0.0014 0 37.13 0.025 R INM@C*GLTTK N
418 527.258 1052.501 2 1052.5 0.002 0 40.68 0.012 R INM@C*GLTTK N
459 538.8149 1075.615 2 1075.614 0.0014 1 43.51 0.0035 R KVNLGVGAYR T
517 561.2958 1120.577 2 1120.576 0.0006 0 41.56 0.0095 K QVEYLVNEK H
518 561.2959 1120.577 2 1120.576 0.0008 0 35.09 0.042 K QVEYLVNEK H
576 577.8307 1153.647 2 1153.646 0.0013 0 70.68 5.00E-06 R LVLGDNSPAIR E
577 577.8308 1153.647 2 1153.646 0.0016 0 55.02 0.00019 R LVLGDNSPAIR E
717 636.3577 1270.701 2 1270.699 0.0015 0 43.13 0.0044 R VGGVQSLGGTGALR I
718 636.3579 1270.701 2 1270.699 0.0019 0 63.4 4.20E-05 R VGGVQSLGGTGALR I
719 636.358 1270.701 2 1270.699 0.002 0 42.61 0.005 R VGGVQSLGGTGALR I
742 649.3368 1296.659 2 1296.658 0.0016 0 68.47 1.80E-05 R ITWSNPPAQGAR I
816 702.3944 1402.774 2 1402.771 0.0035 0 82.23 4.20E-07 R IVAATLSDPELFK E
817 702.3945 1402.774 2 1402.771 0.0036 0 65.63 1.90E-05 R IVAATLSDPELFK E
818 702.3945 1402.775 2 1402.771 0.0037 0 61.35 5.10E-05 R IVAATLSDPELFK E
889 763.4057 1524.797 2 1524.794 0.0032 0 72.53 5.10E-06 R TDESQPWVLPVVR K
937 830.9316 1659.849 2 1659.847 0.0019 0 95.78 2.20E-08 K NLDYVATSIHEAVTK I
938 554.2904 1659.849 3 1659.847 0.0026 0 38.35 0.012 K NLDYVATSIHEAVTK I
939 830.9327 1659.851 2 1659.847 0.0041 0 44.38 0.0029 K NLDYVATSIHEAVTK I

1054 996.5712 1991.128 2 1991.124 0.0035 0 55.56 3.30E-05 M APPSVFAQVPQAPPVLVFK L
1055 664.7166 1991.128 3 1991.124 0.0036 0 50.96 9.10E-05 M APPSVFAQVPQAPPVLVFK L
1056 664.7172 1991.13 3 1991.124 0.0054 0 40.18 0.0012 M APPSVFAQVPQAPPVLVFK L
1057 996.5724 1991.13 2 1991.124 0.0059 0 44.35 0.00046 M APPSVFAQVPQAPPVLVFK L
1195 800.4182 2398.233 3 2398.228 0.0046 0 30.7 0.031 K IANDNSLNHEYLPILGLAEFR S
1215 879.7651 2636.274 3 2636.266 0.0076 0 42.46 0.0023 K NTPIYVSSPTWENHNAVFSAAGFK D

P35486 Pyruvate dehydrogenase E1 componen 458 13 12 43204 8.49 138 429.7011 857.3877 2 857.3854 0.0023 0 36.25 0.013 K FAAAYC*R S
248 472.283 942.5515 2 942.5498 0.0017 0 58.37 0.0002 R AILAELTGR R
324 500.2327 998.4508 2 998.4491 0.0017 0 52.37 0.00047 R YGMGTSVER A
345 508.2297 1014.445 2 1014.444 0.0009 0 44.76 0.0016 R YGM@GTSVER A
585 580.3082 1158.602 2 1158.599 0.0025 1 39.19 0.019 R TREEIQEVR S
634 597.2872 1192.56 2 1192.558 0.0017 0 92.21 7.50E-08 R VDGM@DILC*VR E
785 668.8519 1335.689 2 1335.686 0.0037 0 64.96 3.50E-05 K GPILM@ELQTYR Y
827 706.3937 1410.773 2 1410.772 0.001 0 69.7 6.60E-06 R LEEGPPVTTVLTR E
828 706.3943 1410.774 2 1410.772 0.0022 0 61 5.20E-05 R LEEGPPVTTVLTR E
843 717.3699 1432.725 2 1432.723 0.0022 0 62.45 6.40E-05 R MVNSNLASVEELK E
847 718.346 1434.678 2 1434.675 0.0027 0 60.13 8.50E-05 K LPC*IFIC*ENNR Y

1153 764.0594 2289.157 3 2289.152 0.0043 1 48.49 0.00067 R M@VNSNLASVEELKEIDVEVR K
1187 783.0809 2346.221 3 2346.215 0.0055 0 64.61 1.50E-05 K NFYGGNGIVGAQVPLGAGIALAC*K Y

Q07417 Short-chain specific acyl-CoA dehydrog 323 8 8 44918 8.96 306 496.325 990.6354 2 990.6338 0.0015 0 50.91 4.70E-05 R LVIAGHLLR S
540 568.2843 1134.554 2 1134.553 0.0015 0 56.05 0.00037 K IAMQTLDMGR I
599 584.2797 1166.545 2 1166.542 0.0025 0 43.17 0.0051 K IAM@QTLDM@GR I
699 630.8356 1259.657 2 1259.654 0.0024 0 53.65 0.00062 K LADMALALESAR L
722 638.8331 1275.652 2 1275.649 0.0023 0 80.75 1.20E-06 K LADM@ALALESAR L
892 769.8901 1537.766 2 1537.762 0.0033 0 111.84 7.30E-10 R ITEIYEGTSEIQR L

1014 908.0101 1814.006 2 1814.001 0.0045 0 28.22 0.048 K GISAFLVPM@PTPGLTLGK K
1179 775.4054 2323.194 3 2323.192 0.0028 0 46.45 0.00098 R AC*ASTGVIM@SVNNSLYLGPILK F

P51174 Long-chain specific acyl-CoA dehydroge 250 6 6 47877 8.53 580 578.3411 1154.668 2 1154.666 0.0017 0 35.36 0.019 K QGLLGINIAEK H
587 582.2892 1162.564 2 1162.562 0.0021 0 57.99 0.00025 R SGSDWILNGSK V
690 625.8126 1249.611 2 1249.609 0.0016 0 36.98 0.028 R IFSSEHDIFR E
712 634.8464 1267.678 2 1267.677 0.001 0 62.04 4.70E-05 R LPANALLGEENK G
893 770.8687 1539.723 2 1539.721 0.0023 0 96.51 2.00E-08 K AQDTAELFFEDVR L

1066 1009.988 2017.961 2 2017.956 0.0048 0 80.81 4.80E-07 K C*IGAIAM@TEPGAGSDLQGVR T
P05202 Aspartate aminotransferase, mitochond 181 5 5 47381 9.13 165 439.2491 876.4837 2 876.4818 0.0019 0 59.96 0.00021 R VGASFLQR F

287 490.766 979.5174 2 979.5161 0.0013 0 68.46 2.00E-05 R VGAFTVVC*K D
715 635.8727 1269.731 2 1269.729 0.0016 0 71.56 4.10E-06 R IAATILTSPDLR K
857 725.4084 1448.802 2 1448.799 0.0036 0 60.22 5.60E-05 R FVTVQTISGTGALR V
931 823.8735 1645.732 2 1645.729 0.003 0 36.61 0.0099 K TC*GFDFSGALEDISK I

Q9JHI5 Isovaleryl-CoA dehydrogenase, mitocho 178 6 6 46296 8.53 294 492.7619 983.5092 2 983.5076 0.0016 0 37.47 0.02 R QYVYNVAK A
592 583.3057 1164.597 2 1164.596 0.0006 0 39.35 0.016 K IGQFQLM@QGK M
687 621.8389 1241.663 2 1241.662 0.0018 0 52.54 0.00057 K VPAANVLSQESK G
739 647.8364 1293.658 2 1293.657 0.0017 0 53.87 0.0005 K LYEIGAGTSEVR R
904 779.8308 1557.647 2 1557.644 0.0031 0 57.25 4.50E-05 R GSNTC*ELVFEDC*K V

1203 852.4185 2554.234 3 2554.23 0.0042 0 41.54 0.0037 K LISGEFIGALAM@SEPNAGSDVVSM@K L
P05064 Fructose-bisphosphate aldolase A 165 4 4 39331 8.31 533 566.7936 1131.573 2 1131.571 0.002 0 59.66 0.00017 R ALANSLAC*QGK Y

782 666.8545 1331.694 2 1331.693 0.0012 0 58.66 0.00017 K GILAADESTGSIAK R
874 745.8593 1489.704 2 1489.701 0.0032 0 54.13 0.00034 R LQSIGTENTEENR R
941 834.9185 1667.823 2 1667.819 0.0036 0 49.32 0.00095 K FSNEEIAM@ATVTALR R

P45952 Medium-chain specific acyl-CoA dehydr 117 2 2 46452 8.6 867 489.9518 1466.834 3 1466.832 0.0018 0 36.73 0.0064 R TRPTVAAGAVGLAQR A
911 791.9164 1581.818 2 1581.815 0.0031 0 95.42 2.10E-08 K IYQIYEGTAQIQR L

Q8QZT1 Acetyl-CoA acetyltransferase, mitochon 110 2 2 44787 8.71 607 586.3387 1170.663 2 1170.661 0.002 0 65.84 2.30E-05 K LGTAAIQGAIEK A
942 837.9583 1673.902 2 1673.899 0.0032 0 69.38 6.80E-06 R TPIGSFLGSLASQPATK L

P50752 Troponin T, cardiac muscle 108 3 3 35804 4.98 347 508.7442 1015.474 2 1015.472 0.0015 0 55.98 0.00022 R VDFDDIHR K
605 586.3317 1170.649 2 1170.647 0.0018 0 36.05 0.025 R LFM@PNLVPPK I
886 754.3981 1506.782 2 1506.779 0.0026 0 58.86 0.00012 K ALAIDHLNEDQLR E

31 Q64442 Sorbitol dehydrogenase 605 21 13 38225 6.56 211 469.2783 936.542 2 936.5393 0.0027 0 46.4 0.0013 R VAIEPGVPR E
237 483.2514 964.4883 2 964.4865 0.0017 0 40.57 0.016 K AVEAFETAK K
238 483.2516 964.4887 2 964.4865 0.0021 0 38.43 0.026 K AVEAFETAK K
375 527.7257 1053.437 2 1053.434 0.0031 0 42.91 0.0024 K HNADFC*YK L
625 632.3347 1262.655 2 1262.651 0.0041 0 46.52 0.0028 K EVGADFTIQVGK E
644 426.596 1276.766 3 1276.762 0.0046 0 43.65 0.00075 K TLNVKPLVTHR F
757 518.9494 1553.826 3 1553.824 0.0028 0 46.47 0.0016 K KPM@VLGHEAAGTVTK V
759 777.9218 1553.829 2 1553.824 0.0055 0 36.98 0.013 K KPM@VLGHEAAGTVTK V
762 781.9193 1561.824 2 1561.821 0.0028 0 43.04 0.0041 K GENLSLVVHGPGDIR L
763 521.6155 1561.825 3 1561.821 0.0033 0 37.83 0.013 K GENLSLVVHGPGDIR L
773 788.4137 1574.813 2 1574.809 0.0042 0 71.6 6.60E-06 K AMGAAQVVVTDLSASR L
782 531.2764 1590.808 3 1590.804 0.0039 0 61.99 7.50E-05 K AM@GAAQVVVTDLSASR L
783 796.4112 1590.808 2 1590.804 0.0043 0 120.42 1.00E-10 K AM@GAAQVVVTDLSASR L
848 892.5142 1783.014 2 1783.01 0.0038 0 57.74 2.30E-05 K VLVC*GAGPVGMVTLLVAK A
861 600.6766 1799.008 3 1799.005 0.0031 0 50 0.00026 K VLVC*GAGPVGM@VTLLVAK A
862 900.5117 1799.009 2 1799.005 0.004 0 72.18 1.40E-06 K VLVC*GAGPVGM@VTLLVAK A
863 900.5123 1799.01 2 1799.005 0.0052 0 31.31 0.017 K VLVC*GAGPVGM@VTLLVAK A
864 900.5125 1799.01 2 1799.005 0.0054 0 52.83 0.00012 K VLVC*GAGPVGM@VTLLVAK A
914 962.5266 1923.039 2 1923.035 0.0034 0 36.85 0.0083 R LENYPIPELGPNDVLLK M
916 962.5275 1923.04 2 1923.035 0.0051 0 32.31 0.021 R LENYPIPELGPNDVLLK M

1124 1236.573 2471.132 2 2471.125 0.0067 0 62.64 1.80E-05 R YNLTPTIFFC*ATPPDDGNLC*R F
Q07417 Short-chain specific acyl-CoA dehydrog 535 15 13 44918 8.96 276 496.3257 990.6369 2 990.6338 0.0031 0 72.91 3.00E-07 R LVIAGHLLR S

477 568.2853 1134.556 2 1134.553 0.0036 0 37.31 0.027 K IAMQTLDMGR I
492 576.2824 1150.55 2 1150.548 0.0028 0 52.06 0.00085 K IAM@QTLDMGR I
493 576.2825 1150.551 2 1150.548 0.0031 0 62.6 7.50E-05 K IAM@QTLDMGR I
524 584.28 1166.546 2 1166.542 0.0031 0 64.37 3.90E-05 K IAM@QTLDM@GR I
617 630.8361 1259.658 2 1259.654 0.0032 0 93.74 5.70E-08 K LADMALALESAR L
641 638.8333 1275.652 2 1275.649 0.0028 0 65.59 4.00E-05 K LADM@ALALESAR L
683 667.8167 1333.619 2 1333.615 0.0039 0 51.93 0.00058 R EEGDSWVLNGTK A
750 769.8909 1537.767 2 1537.762 0.0049 0 94.29 3.40E-08 R ITEIYEGTSEIQR L
877 605.6761 1814.006 3 1814.001 0.0052 0 28.93 0.041 K GISAFLVPM@PTPGLTLGK K
933 662.6953 1985.064 3 1985.062 0.0026 0 37.44 0.008 R IGIASQALGIAQASLDC*AVK Y
985 550.0338 2196.106 4 2196.1 0.0062 0 31.6 0.041 R LHTVYQSVELPETHQM@LR Q
986 733.0429 2196.107 3 2196.1 0.0072 0 41.59 0.004 R LHTVYQSVELPETHQM@LR Q
990 1105.513 2209.012 2 2209.007 0.0046 0 93.25 2.10E-08 K IGC*FALSEPGNGSDAGAASTTAR E

1089 1162.606 2323.198 2 2323.192 0.0065 0 45.06 0.0013 R AC*ASTGVIM@SVNNSLYLGPILK F
P63085 Mitogen-activated protein kinase 1 421 14 13 41249 6.5 221 476.2406 950.4667 2 950.4644 0.0023 0 45.64 0.0052 K IC*DFGLAR V

296 501.7688 1001.523 2 1001.522 0.0015 0 41.31 0.014 R APEIMLNSK G
314 509.7667 1017.519 2 1017.516 0.0024 0 38.04 0.038 R APEIM@LNSK G
402 542.8123 1083.61 2 1083.608 0.0024 0 37.71 0.013 R NYLLSLPHK N
429 554.2891 1106.564 2 1106.561 0.0029 0 38.58 0.027 K ELIFEETAR F
509 578.7938 1155.573 2 1155.571 0.0025 0 60.97 9.20E-05 M #AAAAAAGPEMVR G
576 403.8894 1208.646 3 1208.641 0.0049 0 39.75 0.01 K YIHSANVLHR D
590 611.7874 1221.56 2 1221.559 0.0014 0 56.73 0.00019 K FDMELDDLPK E
600 619.7859 1237.557 2 1237.554 0.0036 0 69.57 8.80E-06 K FDM@ELDDLPK E
892 922.9553 1843.896 2 1843.891 0.0047 0 60.94 6.30E-05 K DVYIVQDLMETDLYK L
893 922.9952 1843.976 2 1843.971 0.0045 0 58.34 8.20E-05 R DLKPSNLLLNTTC*DLK I
894 615.6659 1843.976 3 1843.971 0.0045 0 47.48 0.001 R DLKPSNLLLNTTC*DLK I
900 930.9534 1859.892 2 1859.886 0.006 0 76.76 1.60E-06 K DVYIVQDLM@ETDLYK L
979 715.3422 2143.005 3 2142.997 0.0076 0 48.58 0.00067 R VADPDHDHTGFLTEYVATR W

P28474 Alcohol dehydrogenase class-3 367 7 4 39522 6.97 811 851.3774 1700.74 2 1700.735 0.005 0 67.52 6.80E-06 K EFGASEC*ISPQDFSK S
812 851.3777 1700.741 2 1700.735 0.0056 0 59.04 5.00E-05 K EFGASEC*ISPQDFSK S
913 960.9661 1919.918 2 1919.912 0.0056 0 57.6 0.00012 K AGDTVIPLYIPQC*GEC*K F
943 1006.503 2010.992 2 2010.987 0.0049 0 116.12 1.50E-10 K VC*LLGC*GISTGYGAAVNTAK V
944 671.3382 2010.993 3 2010.987 0.0061 0 66.53 1.50E-05 K VC*LLGC*GISTGYGAAVNTAK V

1112 1198.097 2394.179 2 2394.175 0.0042 0 64.51 1.70E-05 K VEPGSTC*AVFGLGGVGLAVIM@GC*K V
1113 799.0673 2394.18 3 2394.175 0.0055 0 63.17 2.30E-05 K VEPGSTC*AVFGLGGVGLAVIM@GC*K V

Q9D7B6 Isobutyryl-CoA dehydrogenase, mitocho 284 9 9 44990 8.46 168 448.7361 895.4577 2 895.4552 0.0025 0 38.89 0.022 K VAFDFAAR E
548 595.2703 1188.526 2 1188.523 0.0026 0 39.35 0.0061 K DYAVQQYM@R D
599 619.3395 1236.665 2 1236.662 0.003 0 56.43 0.00019 K AAQLGFGGVYVR T
700 690.8654 1379.716 2 1379.712 0.0044 0 48.43 0.0014 R IGTEGQGFLIAM@K G
746 509.9258 1526.756 3 1526.751 0.0046 0 47.99 0.0013 R VHQILEGSNEVM@R M
760 780.8981 1559.782 2 1559.777 0.005 0 49.12 0.0014 R AVIFEDC*AVPVANR I
799 830.4083 1658.802 2 1658.797 0.0046 0 108.04 1.30E-09 R SQYLQFQLADM@ATK L
905 938.9341 1875.854 2 1875.85 0.0042 0 30.61 0.039 K AFISGGGESDIYVVM@C*R T

1119 605.5753 2418.272 4 2418.269 0.0033 0 36.02 0.0076 R INVASC*SLGAAHASVILTQEHLK V
P51174 Long-chain specific acyl-CoA dehydroge 274 7 7 47877 8.53 508 578.3417 1154.669 2 1154.666 0.003 0 36.41 0.015 K QGLLGINIAEK H

514 582.2899 1162.565 2 1162.562 0.0034 0 51.22 0.0011 R SGSDWILNGSK V
608 625.813 1249.612 2 1249.609 0.0024 0 37.42 0.025 R IFSSEHDIFR E
634 634.8474 1267.68 2 1267.677 0.0031 0 50.26 0.00083 R LPANALLGEENK G
733 733.3737 1464.733 2 1464.728 0.0046 0 42.04 0.006 R VQPIYGGTNEIM@K E
751 770.8696 1539.725 2 1539.721 0.0042 0 97.35 1.60E-08 K AQDTAELFFEDVR L
946 1009.989 2017.963 2 2017.956 0.0069 0 60.56 5.40E-05 K C*IGAIAM@TEPGAGSDLQGVR T

Q99LC3 NADH dehydrogenase [ubiquinone] 1 a 218 6 5 40578 7.63 341 517.2723 1032.53 2 1032.527 0.0028 0 56.55 0.00047 K EIAQQLGM@K H



430 554.3016 1106.589 2 1106.586 0.0027 0 40.16 0.013 K VVEDIEYLK Y
475 567.3319 1132.649 2 1132.649 0.0001 0 61.97 3.40E-05 R YGLLAAILGDK T
476 567.3324 1132.65 2 1132.649 0.0011 0 40.09 0.0047 R YGLLAAILGDK T
623 631.8256 1261.637 2 1261.634 0.003 0 38.71 0.019 R VITVDGNIC*SGK N
787 807.9058 1613.797 2 1613.794 0.0034 0 91.32 7.70E-08 K VTSAYLQDIENAYK K

Q8BGC4 Zinc-binding alcohol dehydrogenase do 209 5 4 40503 7.01 615 630.3153 1258.616 2 1258.614 0.0026 0 41.69 0.0075 R GFFLNHYFSK Y
776 792.3965 1582.779 2 1582.774 0.0046 0 76.92 1.70E-06 R FVGINASDINYSAGR Y
790 811.9161 1621.818 2 1621.813 0.0042 0 42.07 0.0052 R DC*PVPLPGDGDLLVR N
970 697.4027 2089.186 3 2089.182 0.004 0 68.92 1.10E-06 R LIVIGFISGYQSPTGLSPIK A
971 1045.601 2089.187 2 2089.182 0.0045 0 73.45 4.00E-07 R LIVIGFISGYQSPTGLSPIK A

P60335 Poly(rC)-binding protein 1 197 6 6 37474 6.66 305 507.7715 1013.528 2 1013.525 0.003 0 69.94 1.10E-05 R QGANINEIR Q
403 543.7818 1085.549 2 1085.547 0.0025 0 42.03 0.0078 K IANPVEGSSGR Q
652 644.8027 1287.591 2 1287.588 0.0031 0 66.5 1.70E-05 R INISEGNC*PER I
705 694.9132 1387.812 2 1387.808 0.0044 0 41.66 0.0017 R IITLTGPTNAIFK A
980 726.4044 2176.191 3 2176.185 0.0063 0 38.07 0.004 R QVTITGSAASISLAQYLINAR L

1130 836.398 2506.172 3 2506.166 0.0067 0 31.17 0.029 R VM@TIPYQPM@PASSPVIC*AGGQDR C
Q91WM2 Cat eye syndrome critical region protein 139 4 4 46277 7.75 306 507.7893 1013.564 2 1013.562 0.0022 0 38.49 0.016 K LVNSQGQLR V

769 787.9324 1573.85 2 1573.846 0.0038 0 91.79 4.20E-08 R ALGFQNVVTIDELR L
870 906.5011 1810.988 2 1810.983 0.0047 0 31.95 0.022 R SDFPAIEGVLLLGEPVR W
899 617.3492 1849.026 3 1849.021 0.0047 0 49.81 0.00025 R VPVVFVTNAGNILQHNK A

Q60866 Phosphotriesterase-related protein 88 2 2 39193 6.18 482 572.8154 1143.616 2 1143.614 0.0027 0 52.96 0.00077 R ILQEAGADISK T
718 716.8756 1431.737 2 1431.732 0.0049 0 62.24 6.50E-05 K GGGALVENTTTGLSR D

32 O88844 Isocitrate dehydrogenase [NADP] cytop 859 22 17 46630 6.48 265 475.7647 949.5149 2 949.512 0.0029 0 43.79 0.0061 K VEITYTPK D
433 517.746 1033.478 2 1033.475 0.0025 0 35.85 0.035 K C*ATITPDEK R
641 577.7704 1153.526 2 1153.523 0.0037 0 56.44 0.00023 K SEGGFIWAC*K N
719 595.7974 1189.58 2 1189.576 0.0042 1 45.5 0.0034 K C*ATITPDEKR V
720 397.5344 1189.581 3 1189.576 0.0053 1 35.99 0.032 K C*ATITPDEKR V
805 625.8114 1249.608 2 1249.605 0.0036 0 77.01 2.70E-06 R LIDDM@VAQAMK S
806 625.8115 1249.608 2 1249.605 0.0037 0 45.67 0.0037 R LIDDM@VAQAMK S
834 633.8088 1265.603 2 1265.6 0.0035 0 62.11 7.30E-05 R LIDDM@VAQAM@K S
902 671.3437 1340.673 2 1340.668 0.0045 0 74.9 3.30E-06 K TVEAEAAHGTVTR H
903 447.8987 1340.674 3 1340.668 0.0057 0 62.34 7.10E-05 K TVEAEAAHGTVTR H
904 671.3445 1340.675 2 1340.668 0.0061 0 46.3 0.0028 K TVEAEAAHGTVTR H
945 699.8508 1397.687 2 1397.683 0.0043 0 89.57 1.00E-07 K LDNNTELSFFAK A

1018 755.3345 1508.655 2 1508.649 0.0052 0 80.6 4.00E-07 R SDYLNTFEFMDK L
1129 868.903 1735.791 2 1735.787 0.0044 0 93.45 3.00E-08 K IQGGSVVEMQGDEMTR I
1143 876.9013 1751.788 2 1751.782 0.0062 0 113.05 3.20E-10 K IQGGSVVEM@QGDEMTR I
1154 884.8992 1767.784 2 1767.777 0.0072 0 61.62 3.60E-05 K IQGGSVVEM@QGDEM@TR I
1155 590.2686 1767.784 3 1767.777 0.0073 0 50.11 0.00051 K IQGGSVVEM@QGDEM@TR I
1208 932.9662 1863.918 2 1863.912 0.0064 0 63.24 3.70E-05 K GQETSTNPIASIFAWSR G
1235 648.3113 1941.912 3 1941.906 0.0056 0 60.14 5.60E-05 K ALEDVC*IETIEAGFM@TK D
1444 791.4233 2371.248 3 2371.242 0.0059 0 38.66 0.0049 K LILPYVELDLHSYDLGIENR D
1461 870.7062 2609.097 3 2609.087 0.0096 0 26.52 0.02 K VTYM@VHDFEEGGGVAM@GMYNQDK S
1466 876.0375 2625.091 3 2625.082 0.0086 0 65.03 2.10E-06 K VTYM@VHDFEEGGGVAM@GM@YNQDK S

P09411 Phosphoglycerate kinase 1 729 23 16 44534 8.02 218 460.743 919.4714 2 919.4685 0.003 0 40.12 0.023 K SLMDEVVK A
304 487.7342 973.4539 2 973.4505 0.0034 0 32.44 0.05 R FHVEEEGK G
512 542.3074 1082.6 2 1082.597 0.003 0 46.12 0.0023 K VLPGVDALSNV -
758 609.3334 1216.652 2 1216.649 0.0038 0 49.36 0.0015 K IQLINNM@LDK V
882 659.8676 1317.721 2 1317.718 0.0025 0 47.9 0.0016 K ITLPVDFVTADK F
931 692.3576 1382.701 2 1382.698 0.003 0 62.63 5.40E-05 R AHSSM@VGVNLPQK A
933 461.9078 1382.702 3 1382.698 0.0039 0 42.08 0.0058 R AHSSM@VGVNLPQK A

1063 545.6037 1633.789 3 1633.785 0.0044 0 62.93 5.20E-05 K LGDVYVNDAFGTAHR A
1064 817.9028 1633.791 2 1633.785 0.0061 0 89.18 1.30E-07 K LGDVYVNDAFGTAHR A
1137 580.978 1739.912 3 1739.905 0.0067 0 40.13 0.0062 K VSHVSTGGGASLELLEGK V
1138 870.9636 1739.913 2 1739.905 0.0073 0 72.12 4.00E-06 K VSHVSTGGGASLELLEGK V
1144 585.6024 1753.785 3 1753.78 0.0057 0 35.33 0.016 R GC*ITIIGGGDTATC*C*AK W
1145 877.9003 1753.786 2 1753.78 0.0063 0 104.27 2.10E-09 R GC*ITIIGGGDTATC*C*AK W
1148 880.4444 1758.874 2 1758.869 0.0058 0 78.5 1.30E-06 K VNEM@IIGGGM@AFTFLK V
1157 590.3386 1767.994 3 1767.988 0.0058 0 33.83 0.0086 K ALESPERPFLAILGGAK V
1158 885.0045 1767.995 2 1767.988 0.0062 0 35.58 0.0052 K ALESPERPFLAILGGAK V
1246 991.9764 1981.938 2 1981.93 0.0081 0 76.12 1.60E-06 K VLNNMEIGTSLYDEEGAK I
1259 666.9843 1997.931 3 1997.925 0.006 0 37.99 0.0092 K VLNNM@EIGTSLYDEEGAK I
1260 999.9737 1997.933 2 1997.925 0.0077 0 70.18 5.70E-06 K VLNNM@EIGTSLYDEEGAK I
1273 1012.026 2022.038 2 2022.031 0.0066 1 68.11 9.70E-06 K ITLPVDFVTADKFDENAK T
1457 833.0526 2496.136 3 2496.126 0.0097 0 32.47 0.019 K TGQATVASGIPAGWM@GLDC*GTESSK K
1465 875.7507 2624.23 3 2624.221 0.0093 1 33.88 0.016 K TGQATVASGIPAGWM@GLDC*GTESSK Y
1481 928.1248 2781.352 3 2781.343 0.0099 0 55.34 0.00013 K DC*VGPEVENAC*ANPAAGTVILLENLR F

P35486 Pyruvate dehydrogenase E1 componen 719 19 14 43204 8.49 132 429.7016 857.3886 2 857.3854 0.0032 0 39.82 0.0047 K FAAAYCR S
258 472.2837 942.5528 2 942.5498 0.003 0 56.15 0.00034 R AILAELTGR R
355 500.2332 998.4519 2 998.4491 0.0028 0 45.81 0.0022 R YGMGTSVER A
394 508.231 1014.447 2 1014.444 0.0034 0 46.5 0.0013 R YGM@GTSVER A
610 573.2847 1144.555 2 1144.551 0.0035 1 46.04 0.0029 R AAASTDYYKR G
653 580.3087 1158.603 2 1158.599 0.0036 1 48.99 0.0019 R TREEIQEVR S
654 387.2086 1158.604 3 1158.599 0.0048 1 51.42 0.0011 R TREEIQEVR S
725 597.2879 1192.561 2 1192.558 0.0032 0 92.58 7.50E-08 R VDGM@DILC*VR E
726 597.2885 1192.563 2 1192.558 0.0044 0 76 3.40E-06 R VDGM@DILC*VR E
883 660.8547 1319.695 2 1319.691 0.0042 0 67.04 2.00E-05 K GPILMELQTYR Y
895 668.852 1335.689 2 1335.686 0.0038 0 65.62 3.00E-05 K GPILM@ELQTYR Y
896 668.8526 1335.691 2 1335.686 0.005 0 60.84 8.50E-05 K GPILM@ELQTYR Y
951 706.3957 1410.777 2 1410.772 0.005 0 56.02 0.00014 R LEEGPPVTTVLTR E
952 706.3959 1410.777 2 1410.772 0.0055 0 40.61 0.0053 R LEEGPPVTTVLTR E
953 706.3961 1410.778 2 1410.772 0.0057 0 82.97 3.10E-07 R LEEGPPVTTVLTR E
965 717.3714 1432.728 2 1432.723 0.0051 0 90.3 9.30E-08 R MVNSNLASVEELK E
968 718.347 1434.679 2 1434.675 0.0046 0 42.75 0.0046 K LPC*IFIC*ENNR Y

1394 764.0604 2289.159 3 2289.152 0.0073 1 77.69 8.30E-07 R M@VNSNLASVEELKEIDVEVR K
1435 783.0805 2346.22 3 2346.215 0.0042 0 56.46 9.50E-05 K NFYGGNGIVGAQVPLGAGIALAC*K Y

Q6P8J7 Creatine kinase, sarcomeric mitochondr 632 21 15 47443 8.64 469 529.2782 1056.542 2 1056.539 0.0032 0 44.93 0.0038 R GLSLPPAC*SR A
546 551.7692 1101.524 2 1101.52 0.0036 0 49.51 0.0011 K ITHGQFDER Y
552 554.3207 1106.627 2 1106.624 0.0033 0 43.31 0.0033 K VPPPLPQFGR K
554 554.321 1106.627 2 1106.624 0.0037 0 47.32 0.0013 K VPPPLPQFGR K
840 635.7711 1269.528 2 1269.524 0.004 0 50.93 0.00028 R GWEFM@WNER L
913 679.3455 1356.676 2 1356.671 0.0056 1 33.45 0.049 R VM@KHPTDLDASK I
914 453.233 1356.677 3 1356.671 0.0064 1 35.5 0.032 R VM@KHPTDLDASK I
919 682.8112 1363.608 2 1363.604 0.0041 0 52.83 0.00031 K LSEMTEQDQQR L
927 690.8094 1379.604 2 1379.599 0.0056 0 54.43 0.00018 K LSEM@TEQDQQR L

1006 495.9448 1484.813 3 1484.809 0.0039 0 45.14 0.0022 R EVENVAITALEGLK G
1007 743.4137 1484.813 2 1484.809 0.0043 0 36.84 0.013 R EVENVAITALEGLK G
1067 547.9783 1640.913 3 1640.91 0.0033 1 49.28 0.0004 R REVENVAITALEGLK G
1068 821.4639 1640.913 2 1640.91 0.0036 1 44.22 0.0013 R REVENVAITALEGLK G
1128 867.9664 1733.918 2 1733.913 0.0049 0 85.49 1.60E-07 R LGYILTC*PSNLGTGLR A
1231 646.9567 1937.848 3 1937.843 0.005 0 39.08 0.0038 K HNNC*M@AEC*LTPTIYAK L
1307 1055.012 2108.009 2 2108.002 0.0064 0 97.22 1.30E-08 R GTGGVDTAAVADVYDISNIDR I
1308 703.6773 2108.01 3 2108.002 0.0079 0 66.03 1.60E-05 R GTGGVDTAAVADVYDISNIDR I
1467 658.8389 2631.327 4 2631.319 0.0077 0 34.95 0.012 R LIDDHFLFDKPVSPLLTC*AGM@AR D
1468 878.1163 2631.327 3 2631.319 0.0081 0 46.22 0.00093 R LIDDHFLFDKPVSPLLTC*AGM@AR D
1469 883.0899 2646.248 3 2646.241 0.0068 0 49.64 0.00052 K TVGM@VAGDEESYEVFADLFDPVIK L
1484 931.4415 2791.303 3 2791.295 0.0082 0 68.62 4.70E-06 K M@TPSGYTLDQC*IQTGVDNPGHPFIK T

P51174 Long-chain specific acyl-CoA dehydroge 586 18 15 47877 8.53 34 387.2313 772.448 2 772.4443 0.0037 0 40.57 0.026 K LTDVGIR R
197 451.2784 900.5423 2 900.5393 0.003 1 47.19 0.0018 K KLTDVGIR R
647 578.3416 1154.669 2 1154.666 0.0027 0 47.15 0.0013 K QGLLGINIAEK H
664 582.2899 1162.565 2 1162.562 0.0034 0 57.33 0.00027 R SGSDWILNGSK V
807 625.8138 1249.613 2 1249.609 0.0039 0 44.23 0.0049 R IFSSEHDIFR E
823 631.3567 1260.699 2 1260.694 0.0051 0 39.12 0.011 K TVAHIQTVQHK L
836 634.8479 1267.681 2 1267.677 0.0041 0 65.73 2.20E-05 R LPANALLGEENK G
980 725.3765 1448.738 2 1448.733 0.005 0 40.03 0.011 R VQPIYGGTNEIMK E
991 733.3738 1464.733 2 1464.728 0.0049 0 51.37 0.00069 R VQPIYGGTNEIM@K E

1029 514.2487 1539.724 3 1539.721 0.0038 0 35.9 0.022 K AQDTAELFFEDVR L
1030 770.8701 1539.726 2 1539.721 0.005 0 94.95 3.10E-08 K AQDTAELFFEDVR L
1033 774.3824 1546.75 2 1546.745 0.0054 0 62.91 5.30E-05 R AFVDSC*LQLHETK R
1090 845.4036 1688.793 2 1688.787 0.0058 0 76.94 1.70E-06 K GFYYLM@QELPQER L
1109 858.4446 1714.875 2 1714.871 0.0035 0 39.26 0.01 R SPAHGISLFLVENGM@K G
1110 572.6323 1714.875 3 1714.871 0.0039 0 35.84 0.023 R SPAHGISLFLVENGM@K G
1261 668.3297 2001.967 3 2001.961 0.0061 0 48.7 0.00097 K C*IGAIAMTEPGAGSDLQGVR T
1262 1001.991 2001.968 2 2001.961 0.0067 0 58.17 0.0001 K C*IGAIAMTEPGAGSDLQGVR T
1269 1009.989 2017.964 2 2017.956 0.008 0 120.62 5.30E-11 K C*IGAIAM@TEPGAGSDLQGVR T

Q9Z1J3 Cysteine desulfurase, mitochondrial 444 12 10 49970 8.69 113 424.7547 847.4949 2 847.4916 0.0033 0 42.55 0.0051 K GVGAIYIR R
207 454.7287 907.4428 2 907.4399 0.0029 0 36.38 0.045 R SLEAEGFR V
772 615.8095 1229.605 2 1229.6 0.0044 0 81.2 7.50E-07 R VEALQSGGGQER G
817 627.8456 1253.677 2 1253.673 0.0039 0 51.42 0.00062 R QQVASLIGADPR E
862 649.8262 1297.638 2 1297.634 0.0043 0 36.9 0.021 K NLPDVVMNGDPK Q

1003 495.5841 1483.731 3 1483.727 0.0038 0 55.62 0.00028 R AIGTDEDLAHSSIR F
1004 742.8732 1483.732 2 1483.727 0.0051 0 66.39 2.20E-05 R AIGTDEDLAHSSIR F
1026 512.2733 1533.798 3 1533.794 0.0041 1 36.07 0.022 R KVYFHTDAAQAVGK I
1027 767.9066 1533.799 2 1533.794 0.0046 1 52.26 0.00053 R KVYFHTDAAQAVGK I
1037 781.3517 1560.689 2 1560.683 0.0058 0 102.74 2.10E-09 R FTTEEEVDYTAEK C
1186 904.4781 1806.942 2 1806.936 0.0054 0 81.44 4.40E-07 R EIIFTSGATESNNIAIK G
1473 891.7957 2672.365 3 2672.358 0.0073 0 56.19 9.80E-05 K ELEAAIQPDTSLVSVM@TVNNEIGVK Q

Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial 381 12 11 41831 8.33 345 497.2608 992.507 2 992.5039 0.0031 0 49.53 0.0019 R YALQSQQR W
584 562.3124 1122.61 2 1122.607 0.003 0 51.53 0.00065 R TPFGAYGGLLK D
908 673.8463 1345.678 2 1345.673 0.0046 0 41.99 0.0076 K LPMGMTAENLAAK Y
917 681.8433 1361.672 2 1361.668 0.0038 0 35.25 0.036 K LPMGM@TAENLAAK Y
926 689.8412 1377.668 2 1377.663 0.0046 0 51.68 0.00077 K LPM@GM@TAENLAAK Y
961 714.3987 1426.783 2 1426.778 0.0049 0 104.2 2.40E-09 R VGVPTETGALTLNR L

1185 603.3204 1806.94 3 1806.934 0.0058 0 59.56 7.70E-05 K TNVSGGAIALGHPLGGSGSR I
1187 904.4781 1806.942 2 1806.934 0.0081 0 54.39 0.00022 K TNVSGGAIALGHPLGGSGSR I
1258 999.9631 1997.912 2 1997.904 0.0076 0 65.44 1.30E-05 K AANEAGYFNEEM@APIEVK T
1398 766.046 2295.116 3 2295.109 0.0068 0 39.98 0.0062 K DM@DLIDVNEAFAPQFLSVQK A
1459 844.7552 2531.244 3 2531.235 0.0088 0 45.7 0.0013 K DGTVTAGNASGVSDGAGAVIIASEDAVK K
1478 912.4598 2734.358 3 2734.348 0.0093 0 46.37 0.00092 K VPPETIDSVIVGNVM@QSSSDAAYLAR H

P45952 Medium-chain specific acyl-CoA dehydr 245 8 6 46452 8.6 202 453.7397 905.4648 2 905.4607 0.0041 0 46.52 0.0046 R GIAFEDVR V
640 577.3126 1152.611 2 1152.608 0.0026 0 37.65 0.018 K ANWYFLLAR S
778 617.3296 1232.645 2 1232.64 0.0045 0 48.53 0.0018 K ENVLIGEGAGFK I
993 489.9525 1466.836 3 1466.832 0.0038 0 47.6 0.00046 R TRPTVAAGAVGLAQR A
994 734.4256 1466.837 2 1466.832 0.0049 0 57.4 5.20E-05 R TRPTVAAGAVGLAQR A

1045 528.2803 1581.819 3 1581.815 0.0039 0 50.41 0.00062 K IYQIYEGTAQIQR L
1046 791.9175 1581.821 2 1581.815 0.0055 0 84.37 2.80E-07 K IYQIYEGTAQIQR L
1214 625.0015 1871.983 3 1871.978 0.0044 0 33.74 0.027 K AFTGFIVEADTPGIHIGK K

Q9JK42 Pyruvate dehydrogenase [lipoamide] kin 220 6 5 46039 6.13 966 717.3835 1432.752 2 1432.748 0.0041 0 54.51 0.00038 K IM@VALGEEDLSIK M
989 732.9088 1463.803 2 1463.798 0.0047 0 71.19 3.90E-06 R TLSQFTDALVTIR N

1011 751.835 1501.656 2 1501.651 0.0048 0 50.73 0.0004 K QFLDFGSSNAC*EK T
1374 563.2905 2249.133 4 2249.126 0.0065 0 31.45 0.041 R M@LINQHTLIFDGSTNPAHPK H
1375 750.7184 2249.134 3 2249.126 0.0072 0 69.97 5.40E-06 R M@LINQHTLIFDGSTNPAHPK H



1379 754.0118 2259.014 3 2259.008 0.0055 0 33.05 0.023 K DTYGDDPVSNQNIQYFLDR F
P15105 Glutamine synthetase 179 6 6 42092 6.64 311 489.2355 976.4565 2 976.4535 0.0029 0 37.43 0.028 K C*IEEAIDK L

465 529.269 1056.524 2 1056.52 0.0036 0 40.58 0.0098 M #ATSASSHLNK G
1196 907.9202 1813.826 2 1813.819 0.0066 0 65.76 1.50E-05 R TC*LLNETGDEPFQYK N
1222 640.3217 1917.943 3 1917.937 0.0065 0 52.43 0.00047 R RPSANC*DPYAVTEAIVR T
1227 964.9406 1927.867 2 1927.862 0.0045 1 46.74 0.00083 R TC*LLNETGDEPFQYKN -
1316 717.3494 2149.026 3 2149.019 0.0074 0 61.52 4.50E-05 R LTGFHETSNINDFSAGVANR G

Q9DCL9 Multifunctional protein ADE2 153 6 6 47040 6.94 559 554.7996 1107.585 2 1107.581 0.0035 0 36.13 0.033 K IEFGVDVTTK E
802 623.3658 1244.717 2 1244.713 0.0043 0 32.44 0.025 R ASILNTWISLK Q
855 646.3318 1290.649 2 1290.646 0.0036 0 41.98 0.0087 K EVYELLDTPGR V
942 697.3235 1392.632 2 1392.628 0.0046 0 31.37 0.05 K AC*GNFGIPC*ELR V

1121 860.9718 1719.929 2 1719.923 0.0061 0 74.16 1.90E-06 K ITSC*IFQLLQEAGIK T
1139 583.2854 1746.834 3 1746.828 0.0063 0 32.39 0.047 R VVVLM@GSTSDLGHC*EK I

P45376 Aldose reductase 152 4 4 35709 6.71 301 486.7732 971.5318 2 971.5287 0.003 0 50.4 0.0018 K EVGVALQEK L
434 520.2419 1038.469 2 1038.466 0.0032 0 39.76 0.0093 R VC*ALMSC*AK H
767 613.3138 1224.613 2 1224.61 0.0032 0 34.59 0.044 M #ASHLELNNGTK M

1050 794.4299 1586.845 2 1586.842 0.0037 0 69.92 8.50E-06 K TIGVSNFNPLQIER I

33 P62196 26S protease regulatory subunit 8 763 24 22 45597 7.11 437 579.8311 1157.648 2 1157.645 0.0032 0 42.97 0.006 K GVLLYGPPGTGK T
563 645.803 1289.592 2 1289.585 0.0067 0 80.36 6.20E-07 R LEGGSGGDSEVQR T
585 657.3712 1312.728 2 1312.724 0.0041 0 84.12 2.90E-07 K IEELQLIVNDK S
597 664.3124 1326.61 2 1326.606 0.0043 0 55.21 0.00026 K GVC*TEAGMYALR E
626 686.8632 1371.712 2 1371.707 0.005 0 40.53 0.0094 K IAELMPGASGAEVK G
638 694.8606 1387.707 2 1387.702 0.0049 0 49.99 0.001 K IAELM@PGASGAEVK G
662 476.5683 1426.683 3 1426.678 0.0056 0 43.14 0.0043 R AVAHHTDC*TFIR V
667 715.8406 1429.667 2 1429.662 0.0046 0 53.63 0.00033 K NIDINDVTPNC*R V
677 719.9252 1437.836 2 1437.83 0.0056 0 37.42 0.0042 R IDILDSALLRPGR I
721 762.8687 1523.723 2 1523.718 0.0051 0 85.79 2.40E-07 K VPDSTYEMIGGLDK Q
725 770.8664 1539.718 2 1539.713 0.0056 0 67.35 1.50E-05 K VPDSTYEM@IGGLDK Q
730 517.2853 1548.834 3 1548.83 0.004 0 31.91 0.041 K HPELFEALGIAQPK G
746 794.3665 1586.719 2 1586.713 0.0051 0 73.36 2.60E-06 M #ALDGPEQMELEEGK A
749 802.3641 1602.714 2 1602.708 0.0053 0 47.15 0.00087 M #ALDGPEQM@ELEEGK A
750 535.2664 1602.777 3 1602.771 0.0062 0 39.42 0.012 R VHVTQEDFEMAVAK V
753 540.5975 1618.771 3 1618.766 0.0047 0 47.86 0.0014 R VHVTQEDFEM@AVAK V
754 810.3937 1618.773 2 1618.766 0.0067 0 56.99 0.00018 R VHVTQEDFEM@AVAK V
851 911.9691 1821.924 2 1821.918 0.0055 0 37.92 0.012 R TMLELLNQLDGFEATK N
856 919.9667 1837.919 2 1837.913 0.0056 0 58.49 0.0001 R TM@LELLNQLDGFEATK N
858 919.9681 1837.922 2 1837.913 0.0085 0 95.09 2.10E-08 R TM@LELLNQLDGFEATK N
914 1038.538 2075.062 2 2075.054 0.0084 0 91.34 4.10E-08 R EELQLLQEQGSYVGEVVR A
918 702.008 2103.002 3 2102.994 0.0079 0 35.29 0.019 R EHAPSIIFMDEIDSIGSSR L
921 707.3398 2118.998 3 2118.989 0.0083 0 48.73 0.00081 R EHAPSIIFM@DEIDSIGSSR L
975 745.0378 2232.092 3 2232.085 0.007 1 38.39 0.0084 K FVVDVDKNIDINDVTPNC*R V

O88844 Isocitrate dehydrogenase [NADP] cytop 628 16 14 46630 6.48 346 544.2946 1086.575 2 1086.571 0.0036 0 48.93 0.0022 R ATDFVVPGPGK V
429 577.7705 1153.527 2 1153.523 0.0038 0 40.51 0.0089 K SEGGFIWAC*K N
466 595.7977 1189.581 2 1189.576 0.0047 1 51.39 0.00085 K C*ATITPDEKR V
523 625.8114 1249.608 2 1249.605 0.0036 0 51.1 0.0011 R LIDDMVAQAM@K S
542 633.8092 1265.604 2 1265.6 0.0043 0 64.8 3.50E-05 R LIDDM@VAQAM@K S
611 671.3429 1340.671 2 1340.668 0.0028 0 67.46 2.00E-05 K TVEAEAAHGTVTR H
612 447.8987 1340.674 3 1340.668 0.006 0 35.58 0.033 K TVEAEAAHGTVTR H
648 699.851 1397.687 2 1397.683 0.0047 0 72.7 5.30E-06 K LDNNTELSFFAK A
722 763.3322 1524.65 2 1524.644 0.0056 0 73.25 1.70E-06 R SDYLNTFEFM@DK L
807 868.9036 1735.793 2 1735.787 0.0058 0 74.74 2.40E-06 K IQGGSVVEMQGDEMTR I
813 876.9026 1751.791 2 1751.782 0.0089 0 86.15 1.40E-07 K IQGGSVVEM@QGDEMTR I
820 884.8986 1767.783 2 1767.777 0.0059 0 65.28 1.50E-05 K IQGGSVVEM@QGDEM@TR I
861 932.9657 1863.917 2 1863.912 0.0053 0 53.94 0.00033 K GQETSTNPIASIFAWSR G
876 971.9642 1941.914 2 1941.906 0.0074 0 95.62 1.70E-08 K ALEDVC*IETIEAGFM@TK D
877 648.3123 1941.915 3 1941.906 0.0088 0 42.66 0.0032 K ALEDVC*IETIEAGFM@TK D

1077 876.0377 2625.091 3 2625.082 0.0089 0 52.82 3.40E-05 K VTYM@VHDFEEGGGVAM@GM@YNQDK S
P54071 Isocitrate dehydrogenase [NADP], mitoc 565 16 13 50874 8.88 171 461.7367 921.4588 2 921.4556 0.0032 0 48.42 0.0027 K ATDFVVDR A

291 522.2791 1042.544 2 1042.541 0.0028 0 51.42 0.001 K LDGNQDLIR F
358 547.7867 1093.559 2 1093.556 0.0032 0 48.85 0.0017 K YFDLGLPNR D
362 549.757 1097.5 2 1097.496 0.0031 0 53.3 0.00044 K SSGGFVWAC*K N
518 622.8516 1243.689 2 1243.685 0.0041 0 72.58 5.50E-06 R LIDDMVAQVLK S
531 630.8489 1259.683 2 1259.68 0.0038 0 61.72 7.70E-05 R LIDDM@VAQVLK S
532 630.849 1259.683 2 1259.68 0.0039 0 60.07 0.00011 R LIDDM@VAQVLK S
547 637.8973 1273.78 2 1273.776 0.0043 0 42.15 0.00043 K LILPHVDVQLK Y
617 678.352 1354.689 2 1354.684 0.0053 0 59.93 0.0001 K TIEAEAAHGTVTR H
618 452.5705 1354.69 3 1354.684 0.0057 0 39.71 0.012 K TIEAEAAHGTVTR H
635 692.3583 1382.702 2 1382.698 0.0045 0 50.41 0.00085 K DLAGC*IHGLSNVK L
653 705.3443 1408.674 2 1408.669 0.005 0 100.5 8.10E-09 K VC*VQTVESGAMTK D
660 713.3422 1424.67 2 1424.664 0.0058 0 92.92 4.90E-08 K VC*VQTVESGAM@TK D
859 616.6396 1846.897 3 1846.891 0.0063 0 53.35 0.00034 R DQTNDQVTIDSALATQK Y
860 924.4559 1846.897 2 1846.891 0.0063 0 102.47 4.20E-09 R DQTNDQVTIDSALATQK Y
869 640.9968 1919.969 3 1919.963 0.0058 0 45.96 0.002 K LNEHFLNTTDFLDTIK S

P35486 Pyruvate dehydrogenase E1 componen 399 13 12 43204 8.49 99 429.7017 857.3889 2 857.3854 0.0035 0 32.74 0.024 K FAAAYC*R S
187 472.2838 942.5531 2 942.5498 0.0033 0 54.55 0.00049 R AILAELTGR R
243 500.2337 998.4529 2 998.4491 0.0037 0 50.18 0.00075 R YGMGTSVER A
438 580.3088 1158.603 2 1158.599 0.0037 1 42.84 0.008 R TREEIQEVR S
470 597.2881 1192.562 2 1192.558 0.0036 0 96.86 2.70E-08 R VDGM@DILC*VR E
591 660.8557 1319.697 2 1319.691 0.0061 0 66.33 2.40E-05 K GPILMELQTYR Y
606 668.8524 1335.69 2 1335.686 0.0045 0 57.98 0.00016 K GPILM@ELQTYR Y
654 706.3954 1410.776 2 1410.772 0.0045 0 60.86 4.70E-05 R LEEGPPVTTVLTR E
655 706.3959 1410.777 2 1410.772 0.0053 0 65.94 1.60E-05 R LEEGPPVTTVLTR E
669 717.3712 1432.728 2 1432.723 0.0046 0 35.65 0.028 R MVNSNLASVEELK E
671 718.3469 1434.679 2 1434.675 0.0045 0 41.29 0.0064 K LPC*IFIC*ENNR Y

1016 764.0609 2289.161 3 2289.152 0.0087 1 65.61 1.20E-05 R M@VNSNLASVEELKEIDVEVR K
1058 783.0818 2346.224 3 2346.215 0.0081 0 40.49 0.0037 K NFYGGNGIVGAQVPLGAGIALAC*K Y

Q9CZ30 Obg-like ATPase 1 353 11 10 44701 7.64 49 406.2209 810.4272 2 810.4236 0.0037 0 50.12 0.0012 R VPVPDER F
327 533.8361 1065.658 2 1065.655 0.0029 0 30.9 0.01 K IGIVGLPNVGK S
335 537.7759 1073.537 2 1073.535 0.0019 0 64.69 5.50E-05 K LQELSAEER Q
551 426.2522 1275.735 3 1275.73 0.0049 0 34.05 0.015 K GGDGIKPPPIIGR F
696 733.3744 1464.734 2 1464.728 0.0061 0 68.23 1.50E-05 K YLEANMTQSALPK I
704 741.3714 1480.728 2 1480.723 0.0051 0 38.85 0.012 K YLEANM@TQSALPK I
735 784.9766 1567.939 2 1567.934 0.0048 0 87.54 2.00E-08 K IPAFLNVVDIAGLVK G
737 786.9041 1571.794 2 1571.787 0.0064 0 81.71 5.40E-07 R NYIVEDGDIIFFK F
761 544.2477 1629.721 3 1629.716 0.0056 1 34.02 0.016 K YEDFKDEGSENAVK A
762 815.8688 1629.723 2 1629.716 0.0072 1 44.52 0.0014 K YEDFKDEGSENAVK A
891 672.319 2013.935 3 2013.928 0.0071 0 33.46 0.025 R AFEDDDITHVEGSVDPIR D

P29758 Ornithine aminotransferase, mitochondr 305 9 8 48324 6.19 210 484.8176 967.6207 2 967.6178 0.0029 0 51.83 0.00012 K GLLNAIVIR E
334 536.8047 1071.595 2 1071.592 0.0025 0 54.12 0.00058 K LPSDVVTSVR G
512 621.2869 1240.559 2 1240.555 0.0045 0 45.95 0.0017 K GIYM@WDVEGR Q
555 641.3248 1280.635 2 1280.63 0.0048 0 38.36 0.019 K IVFADGNFWGR T
766 820.3853 1638.756 2 1638.753 0.0034 0 49.1 0.00091 K TEQGPPSSEYIFER E
843 604.3337 1809.979 3 1809.974 0.0057 0 46.92 0.00092 R HQVLFIADEIQTGLAR T
880 976.9693 1951.924 2 1951.92 0.0037 0 55.33 0.00018 R AFYNNVLGEYEEYITK L
928 719.0448 2154.113 3 2154.106 0.0071 0 71.31 4.00E-06 R IAIAALEVLEEENLAENADK M
929 1078.064 2154.113 2 2154.106 0.0071 0 71.38 3.90E-06 R IAIAALEVLEEENLAENADK M

P07310 Creatine kinase M-type 267 5 5 43018 6.58 589 659.8215 1317.628 2 1317.624 0.0049 0 36.39 0.023 K GQSIDDM@IPAQK -
716 754.3573 1506.7 2 1506.695 0.005 0 72.4 4.30E-06 K GGDDLDPNYVLSSR V
717 754.4066 1506.799 2 1506.793 0.0057 0 100.84 6.20E-09 K LSVEALNSLTGEFK G
828 893.4859 1784.957 2 1784.952 0.0052 0 71.6 4.10E-06 R LGSSEVEQVQLVVDGVK L
886 996.9891 1991.964 2 1991.955 0.0087 0 82.1 4.10E-07 R GTGGVDTAAVGAVFDISNADR L

Q91WD5 NADH dehydrogenase [ubiquinone] iron 219 9 9 52592 6.52 181 467.773 933.5315 2 933.5284 0.0032 0 46.68 0.0025 R VLFGEITR I
279 516.2684 1030.522 2 1030.52 0.0027 0 65.54 5.60E-05 R GSGIQWDLR K
286 519.2248 1036.435 2 1036.432 0.0026 0 38.8 0.0057 K M@FEFYER V
306 524.3205 1046.626 2 1046.624 0.0028 0 34.46 0.012 K LLNIQPPPR A
476 598.8264 1195.638 2 1195.635 0.0032 0 36.85 0.017 K APGFAHLAGLDK M
519 623.3492 1244.684 2 1244.68 0.0041 0 60.81 9.50E-05 R LVLELSGEMVR K
693 731.8487 1461.683 2 1461.677 0.0059 0 54.21 0.0003 R IDEVEEMLTNNR I
969 1114.533 2227.052 2 2227.043 0.0083 0 51.04 0.00043 K TQPYDVYDQVEFDVPIGSR G
992 749.7223 2246.145 3 2246.138 0.0072 0 47.05 0.0009 K AVTNM@TLNFGPQHPAAHGVLR L

Q8BFR5 Elongation factor Tu, mitochondrial 167 4 4 49477 7.23 421 575.3311 1148.648 2 1148.644 0.0034 0 49.32 0.00091 K VEAQVYILSK E
460 593.3168 1184.619 2 1184.615 0.0041 0 111.53 6.80E-10 R AEAGDNLGALVR G
623 682.8044 1363.594 2 1363.589 0.0052 0 45.07 0.0016 K YEEIDNAPEER A
738 786.9362 1571.858 2 1571.856 0.002 0 36.99 0.013 K LLDAVDTYIPVPTR D

Q8BFP9 Pyruvate dehydrogenase [lipoamide] kin 144 5 5 48895 8.09 556 641.874 1281.734 2 1281.729 0.0043 0 29.74 0.03 K EISLLPDNLLR T
615 673.3448 1344.675 2 1344.671 0.0036 0 65.52 2.90E-05 R LYAQYFQGDLK L
701 491.9355 1472.785 3 1472.781 0.0037 0 32.18 0.048 R M@LLNQHSLLFGGK G
720 759.4307 1516.847 2 1516.84 0.0066 0 59.01 4.60E-05 R AVPLAGFGYGLPISR L
838 902.975 1803.936 2 1803.929 0.0061 0 33.64 0.032 K LYSLEGYGTDAVIYIK A

Q9DCL9 Multifunctional protein ADE2 130 5 5 47040 6.94 375 554.7993 1107.584 2 1107.581 0.0027 0 37.38 0.026 K IEFGVDVTTK E
520 623.3655 1244.717 2 1244.713 0.0037 0 48.31 0.00073 R ASILNTWISLK Q
565 646.3322 1290.65 2 1290.646 0.0042 0 41.69 0.0091 K EVYELLDTPGR V
644 697.324 1392.633 2 1392.628 0.0056 0 37.98 0.012 K AC*GNFGIPC*ELR V
862 933.9686 1865.923 2 1865.916 0.0067 0 46.13 0.0021 K AEYEGDGIPTVFVSVAGR S

Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial 118 2 2 41831 8.33 663 714.3989 1426.783 2 1426.778 0.0053 0 85.58 1.80E-07 R VGVPTETGALTLNR L
839 603.3204 1806.939 3 1806.934 0.0056 0 47.87 0.0011 K TNVSGGAIALGHPLGGSGSR I

34 P97807 Fumarate hydratase, mitochondrial 2959 89 29 54336 9.12 112 427.7418 853.469 2 853.4657 0.0033 0 36.26 0.028 K LHDALSAK S
113 427.7418 853.469 2 853.4657 0.0033 0 41.91 0.0077 K LHDALSAK S
116 427.742 853.4695 2 853.4657 0.0037 0 36.9 0.023 K LHDALSAK S
134 434.2885 866.5624 2 866.5589 0.0034 0 45.96 0.0005 K VLLPGLQK L
241 479.2442 956.4738 2 956.4716 0.0022 0 40.57 0.01 K YYGAQTVR S
245 479.2448 956.475 2 956.4716 0.0034 0 42.82 0.006 K YYGAQTVR S
247 479.245 956.4754 2 956.4716 0.0038 0 40.63 0.0094 K YYGAQTVR S
364 525.3043 1048.594 2 1048.592 0.0024 1 51.55 0.00054 K SKEFAQVIK I
367 525.3046 1048.595 2 1048.592 0.003 1 46.29 0.0018 K SKEFAQVIK I
563 592.797 1183.579 2 1183.576 0.0033 0 46.3 0.0026 R VEFDTFGELK V
565 592.7976 1183.581 2 1183.576 0.0046 0 37 0.02 R VEFDTFGELK V
602 602.8172 1203.62 2 1203.617 0.0029 0 70.79 1.40E-05 R AIEMLGGELGSK K
603 602.8174 1203.62 2 1203.617 0.0033 0 73.27 8.10E-06 R AIEMLGGELGSK K
604 602.8174 1203.62 2 1203.617 0.0034 0 76.79 3.60E-06 R AIEMLGGELGSK K
629 610.8148 1219.615 2 1219.612 0.0033 0 63.52 7.40E-05 R AIEM@LGGELGSK K
630 610.8148 1219.615 2 1219.612 0.0033 0 50.09 0.0016 R AIEM@LGGELGSK K
631 610.8148 1219.615 2 1219.612 0.0033 0 66.67 3.60E-05 R AIEM@LGGELGSK K
632 610.8149 1219.615 2 1219.612 0.0034 0 63.79 6.90E-05 R AIEM@LGGELGSK K
634 610.8153 1219.616 2 1219.612 0.0042 0 71.99 8.90E-06 R AIEM@LGGELGSK K
703 642.847 1283.679 2 1283.674 0.006 0 57.67 0.00016 K KPVHPNDHVNK S
705 428.9006 1283.68 3 1283.674 0.0065 0 47.15 0.0016 K KPVHPNDHVNK S
851 713.9301 1425.846 2 1425.842 0.0038 0 26.55 0.046 R MPIPVIQAFGILK R
852 476.2892 1425.846 3 1425.842 0.0041 0 36.19 0.0049 R MPIPVIQAFGILK R
853 713.9304 1425.846 2 1425.842 0.0044 0 57.86 3.30E-05 R MPIPVIQAFGILK R
854 713.9307 1425.847 2 1425.842 0.0051 0 75.12 6.30E-07 R MPIPVIQAFGILK R



855 713.931 1425.848 2 1425.842 0.0057 0 33.48 0.0096 R MPIPVIQAFGILK R
871 721.928 1441.842 2 1441.837 0.0048 0 32.37 0.017 R M@PIPVIQAFGILK R
872 721.9281 1441.842 2 1441.837 0.005 0 65.17 9.00E-06 R M@PIPVIQAFGILK R
874 721.9283 1441.842 2 1441.837 0.0053 0 39.17 0.0038 R M@PIPVIQAFGILK R
875 721.9283 1441.842 2 1441.837 0.0054 0 72.33 1.90E-06 R M@PIPVIQAFGILK R
943 749.3918 1496.769 2 1496.762 0.0068 1 47.64 0.0017 K VPTDKYYGAQTVR S
945 500.2936 1497.859 3 1497.856 0.0036 0 33.33 0.016 K VAALTGLPFVTAPNK F
946 749.9379 1497.861 2 1497.856 0.0057 0 83.49 1.70E-07 K VAALTGLPFVTAPNK F
950 752.8669 1503.719 2 1503.721 -0.0013 0 37.08 0.017 R AAAEVNQEYGLDPK I
952 752.8698 1503.725 2 1503.721 0.0044 0 41.54 0.0059 R AAAEVNQEYGLDPK I
954 752.8699 1503.725 2 1503.721 0.0047 0 86.18 2.20E-07 R AAAEVNQEYGLDPK I
955 752.8707 1503.727 2 1503.721 0.0063 0 47.42 0.0018 R AAAEVNQEYGLDPK I
956 752.8707 1503.727 2 1503.721 0.0063 0 91.11 7.60E-08 R AAAEVNQEYGLDPK I
957 753.3731 1504.732 2 1503.721 1.0112 0 72.1 6.00E-06 R AAAEVNQEYGLDPK I

1017 528.3228 1581.947 3 1581.943 0.0037 1 24.01 0.039 R MPIPVIQAFGILKR A
1018 528.3229 1581.947 3 1581.943 0.0039 1 27.8 0.016 R MPIPVIQAFGILKR A
1019 791.981 1581.948 2 1581.943 0.0046 1 33.91 0.004 R MPIPVIQAFGILKR A
1027 799.9785 1597.942 2 1597.938 0.0046 1 26.9 0.024 R M@PIPVIQAFGILKR A
1028 533.6548 1597.943 3 1597.938 0.0047 1 54.37 4.30E-05 R M@PIPVIQAFGILKR A
1126 862.9434 1723.872 2 1723.867 0.0053 1 79.23 1.00E-06 R VEFDTFGELKVPTDK Y
1128 575.6324 1723.876 3 1723.867 0.0086 1 42.32 0.0047 R VEFDTFGELKVPTDK Y
1150 882.4706 1762.927 2 1762.921 0.0054 0 93.78 2.60E-08 R IYELAAGGTAVGTGLNTR I
1152 588.6497 1762.927 3 1762.921 0.0058 0 70.97 5.20E-06 R IYELAAGGTAVGTGLNTR I
1153 882.4709 1762.927 2 1762.921 0.0059 0 113.98 2.60E-10 R IYELAAGGTAVGTGLNTR I
1154 588.6497 1762.927 3 1762.921 0.006 0 56.18 0.00016 R IYELAAGGTAVGTGLNTR I
1155 882.4711 1762.928 2 1762.921 0.0062 0 112.36 3.80E-10 R IYELAAGGTAVGTGLNTR I
1156 588.6498 1762.928 3 1762.921 0.0063 0 55.69 0.00018 R IYELAAGGTAVGTGLNTR I
1157 882.4711 1762.928 2 1762.921 0.0063 0 108.73 8.70E-10 R IYELAAGGTAVGTGLNTR I
1158 588.6499 1762.928 3 1762.921 0.0065 0 84.58 2.30E-07 R IYELAAGGTAVGTGLNTR I
1159 882.4716 1762.929 2 1762.921 0.0073 0 140.39 5.80E-13 R IYELAAGGTAVGTGLNTR I
1160 882.4719 1762.929 2 1762.921 0.0079 0 31.29 0.046 R IYELAAGGTAVGTGLNTR I
1161 882.4719 1762.929 2 1762.921 0.0079 0 36.37 0.014 R IYELAAGGTAVGTGLNTR I
1314 1063.049 2124.083 2 2124.077 0.0059 0 46.51 0.0012 R SGLGELILPENEPGSSIMPGK V
1316 1063.049 2124.084 2 2124.077 0.0068 0 58.74 7.60E-05 R SGLGELILPENEPGSSIMPGK V
1317 1063.049 2124.084 2 2124.077 0.0071 0 51.6 0.0004 R SGLGELILPENEPGSSIMPGK V
1322 1071.047 2140.079 2 2140.072 0.0073 0 56.6 0.00015 R SGLGELILPENEPGSSIM@PGK V
1324 1071.048 2140.08 2 2140.072 0.0083 0 44.51 0.0023 R SGLGELILPENEPGSSIM@PGK V
1326 1071.048 2140.081 2 2140.072 0.0087 0 39.56 0.0071 R SGLGELILPENEPGSSIM@PGK V
1327 714.3677 2140.081 3 2140.072 0.009 0 40.93 0.0051 R SGLGELILPENEPGSSIM@PGK V
1387 753.7245 2258.152 3 2258.144 0.0078 0 74.92 1.70E-06 K LMNESLMLVTALNPHIGYDK A
1394 759.056 2274.146 3 2274.139 0.0075 0 83.09 2.70E-07 K LMNESLM@LVTALNPHIGYDK A
1395 759.056 2274.146 3 2274.139 0.0075 0 71.01 4.40E-06 K LMNESLM@LVTALNPHIGYDK A
1396 759.0561 2274.146 3 2274.139 0.0077 0 45.58 0.0015 K LMNESLM@LVTALNPHIGYDK A
1397 759.0563 2274.147 3 2274.139 0.0084 0 81.21 4.30E-07 K LMNESLM@LVTALNPHIGYDK A
1398 1138.081 2274.147 2 2274.139 0.0085 0 60.47 5.20E-05 K LMNESLM@LVTALNPHIGYDK A
1399 759.0564 2274.147 3 2274.139 0.0086 0 53.49 0.00026 K LMNESLM@LVTALNPHIGYDK A
1411 764.387 2290.139 3 2290.134 0.0054 0 66.3 1.50E-05 K LM@NESLM@LVTALNPHIGYDK A
1412 764.3873 2290.14 3 2290.134 0.0063 0 33.78 0.027 K LM@NESLM@LVTALNPHIGYDK A
1413 764.3875 2290.141 3 2290.134 0.0068 0 63.59 2.70E-05 K LM@NESLM@LVTALNPHIGYDK A
1414 764.3875 2290.141 3 2290.134 0.0068 0 65.54 1.70E-05 K LM@NESLM@LVTALNPHIGYDK A
1415 764.3875 2290.141 3 2290.134 0.007 0 59.67 6.70E-05 K LM@NESLM@LVTALNPHIGYDK A
1416 573.5427 2290.142 4 2290.134 0.0078 0 32.99 0.031 K LM@NESLM@LVTALNPHIGYDK A
1417 764.3881 2290.143 3 2290.134 0.0088 0 92.9 3.00E-08 K LM@NESLM@LVTALNPHIGYDK A
1418 1146.079 2290.143 2 2290.134 0.009 0 48.67 0.0008 K LM@NESLM@LVTALNPHIGYDK A
1461 781.0483 2340.123 3 2340.117 0.0062 0 47 0.0014 K SQSSNDTFPTAMHIAAAVEVHK V
1474 786.3802 2356.119 3 2356.112 0.007 0 37.13 0.012 K SQSSNDTFPTAM@HIAAAVEVHK V
1475 786.3802 2356.119 3 2356.112 0.0072 0 34.93 0.019 K SQSSNDTFPTAM@HIAAAVEVHK V
1476 786.3803 2356.119 3 2356.112 0.0073 0 67.04 1.20E-05 K SQSSNDTFPTAM@HIAAAVEVHK V
1508 823.0875 2466.241 3 2466.232 0.0087 0 41.46 0.0031 K ETAIELGYLTAEQFDEWVKPK D
1540 913.1079 2736.302 3 2736.292 0.0098 0 43.57 0.0016 K FEALAAHDALVELSGAM@NTAAC*SLMK I
1544 918.4393 2752.296 3 2752.287 0.0092 0 45.74 0.0011 K FEALAAHDALVELSGAM@NTAAC*SLM@K I
1545 918.4396 2752.297 3 2752.287 0.0099 0 60 4.20E-05 K FEALAAHDALVELSGAM@NTAAC*SLM@K I
1565 1061.527 3181.559 3 3181.55 0.0088 0 52.56 0.00018 R THTQDAVPLTLGQEFSGYVQQVQYAM@VR I
1572 822.4057 3285.594 4 3285.584 0.01 0 53.84 0.00013 K LNDHFPLVVWQTGSGTQTNM@NVNEVISNR A

P21550 Beta-enolase 539 13 10 46995 6.73 482 567.7948 1133.575 2 1133.572 0.0034 0 72.98 8.60E-06 K TAIQAAGYPDK V
542 389.55 1165.628 3 1165.624 0.0037 0 40.56 0.0075 R IGAEVYHHLK G
809 460.9105 1379.71 3 1379.705 0.0051 0 33.61 0.043 R GNPTVEVDLHTAK G
999 778.8951 1555.776 2 1555.771 0.0051 0 77.83 1.50E-06 K VVIGMDVAASEFYR N

1004 786.8929 1571.771 2 1571.765 0.0058 0 57.38 0.00017 K VVIGM@DVAASEFYR N
1048 817.4174 1632.82 2 1632.814 0.006 0 105.23 3.10E-09 K VNQIGSVTESIQAC*K L
1206 602.3212 1803.942 3 1803.937 0.0052 0 44.49 0.0022 R AAVPSGASTGIYEALELR D
1207 902.9785 1803.943 2 1803.937 0.0058 0 97.93 1.10E-08 R AAVPSGASTGIYEALELR D
1243 942.9863 1883.958 2 1883.953 0.0055 0 43.28 0.0031 K LAMQEFM@ILPVGASSFK E
1244 942.9868 1883.959 2 1883.953 0.0064 0 62.21 4.00E-05 K LAMQEFM@ILPVGASSFK E
1249 634.3253 1899.954 3 1899.947 0.0067 0 33.81 0.031 K LAM@QEFM@ILPVGASSFK E
1250 950.9845 1899.954 2 1899.947 0.007 0 68.58 1.00E-05 K LAM@QEFM@ILPVGASSFK E
1542 915.1216 2742.343 3 2742.335 0.0083 0 66.25 8.70E-06 K DATNVGDEGGFAPNILENNEALELLK T

Q9R0X4 Acyl-coenzyme A thioesterase 9, mitoch 286 10 9 50528 8.74 240 478.7566 955.4986 2 955.495 0.0037 0 37.49 0.016 R IFGGFLM@R K
407 540.2968 1078.579 2 1078.577 0.002 0 34.99 0.04 K YVTVQNTVR F
622 608.304 1214.594 2 1214.589 0.0044 0 54.82 0.00031 R VHSEVSSLDSR E
835 709.4044 1416.794 2 1416.79 0.0044 0 74.79 1.80E-06 K M@SPLSIVTVLVDK I
836 709.4045 1416.794 2 1416.79 0.0046 0 36.56 0.012 K M@SPLSIVTVLVDK I
982 766.8582 1531.702 2 1531.698 0.0042 0 58.18 9.80E-05 K TYGESMLYLDGQR H
994 774.8557 1547.697 2 1547.693 0.0042 0 54.37 0.0002 K TYGESM@LYLDGQR H

1064 827.4672 1652.92 2 1652.914 0.006 0 44.11 0.0013 R NIIHELFLTTLDPK T
1256 965.5156 1929.017 2 1929.01 0.0072 0 63.14 2.70E-05 R DSYIEVLLPLGTDPELR D
1434 767.4011 2299.181 3 2299.174 0.0078 1 31.65 0.031 K GPAFVNPLIPENKEEEELFK Q

P54071 Isocitrate dehydrogenase [NADP], mitoc 269 9 9 50874 8.88 210 461.7366 921.4587 2 921.4556 0.0031 0 46.59 0.0041 K ATDFVVDR A
430 547.787 1093.559 2 1093.556 0.0038 0 42.51 0.0073 K YFDLGLPNR D
668 622.8514 1243.688 2 1243.685 0.0036 0 42.84 0.0054 R LIDDMVAQVLK S
685 630.8488 1259.683 2 1259.68 0.0036 0 47.58 0.002 R LIDDM@VAQVLK S
780 678.3519 1354.689 2 1354.684 0.0052 0 57.09 0.00019 K TIEAEAAHGTVTR H
811 692.3578 1382.701 2 1382.698 0.0035 0 49.53 0.0011 K DLAGC*IHGLSNVK L
832 705.3442 1408.674 2 1408.669 0.0048 0 41.65 0.0067 K VC*VQTVESGAMTK D
848 713.3419 1424.669 2 1424.664 0.0053 0 79.52 1.10E-06 K VC*VQTVESGAM@TK D

1252 640.9974 1919.971 3 1919.963 0.0076 0 45.33 0.002 K LNEHFLNTTDFLDTIK S
P35486 Pyruvate dehydrogenase E1 componen 131 3 3 43268 8.35 585 597.2879 1192.561 2 1192.558 0.0032 0 67.2 2.60E-05 R VDGM@DILC*VR E

767 668.8522 1335.69 2 1335.686 0.0041 0 64.49 3.90E-05 K GPILM@ELQTYR Y
883 725.3679 1448.721 2 1448.718 0.0032 0 44.5 0.0047 R M@VNSNLASVEELK E

35 P54071 Isocitrate dehydrogenase [NADP], mitoc 2016 58 30 50874 8.88 72 418.7311 835.4477 2 835.444 0.0038 0 40.44 0.017 R FAQTLEK V
208 461.7367 921.4588 2 921.4556 0.0032 0 71.72 1.30E-05 K ATDFVVDR A
209 461.7367 921.4588 2 921.4556 0.0032 0 63.67 8.10E-05 K ATDFVVDR A
291 488.784 975.5534 2 975.5502 0.0033 0 60.13 0.0001 R NILGGTVFR E
344 504.2829 1006.551 2 1006.549 0.0025 0 35.53 0.034 K WPLYLSTK N
346 504.283 1006.551 2 1006.549 0.0026 0 36.47 0.027 K WPLYLSTK N
384 522.2793 1042.544 2 1042.541 0.0033 0 47.81 0.0024 K LDGNQDLIR F
385 522.2793 1042.544 2 1042.541 0.0033 0 51.85 0.00094 K LDGNQDLIR F
469 547.7867 1093.559 2 1093.556 0.0032 0 46.3 0.0031 K YFDLGLPNR D
470 547.7867 1093.559 2 1093.556 0.0033 0 54.51 0.00047 K YFDLGLPNR D
477 549.7574 1097.5 2 1097.496 0.0038 0 68.18 1.60E-05 K SSGGFVWAC*K N
543 567.2682 1132.522 2 1132.518 0.0036 0 47.27 0.0017 K C*ATITPDEAR V
544 567.2684 1132.522 2 1132.518 0.004 0 34.5 0.033 K C*ATITPDEAR V
545 567.2688 1132.523 2 1132.518 0.0048 0 51.65 0.00062 K C*ATITPDEAR V
580 577.792 1153.569 2 1153.566 0.0039 0 34.71 0.042 K DIFQEIFDK H
688 614.838 1227.662 2 1227.657 0.0043 1 64.53 3.60E-05 R GKLDGNQDLIR F
690 410.2283 1227.663 3 1227.657 0.0059 1 39.99 0.013 R GKLDGNQDLIR F
712 622.8513 1243.688 2 1243.685 0.0035 0 80.5 9.20E-07 R LIDDMVAQVLK S
713 622.8514 1243.688 2 1243.685 0.0036 0 66.7 2.20E-05 R LIDDMVAQVLK S
740 630.8491 1259.684 2 1259.68 0.0042 0 70.51 9.30E-06 R LIDDM@VAQVLK S
741 630.8492 1259.684 2 1259.68 0.0044 0 73.58 4.20E-06 R LIDDM@VAQVLK S
768 637.8973 1273.78 2 1273.776 0.0043 0 42.35 0.00041 K LILPHVDVQLK Y
842 678.3515 1354.689 2 1354.684 0.0044 0 58.01 0.00015 K TIEAEAAHGTVTR H
843 452.5702 1354.689 3 1354.684 0.0046 0 55.96 0.00024 K TIEAEAAHGTVTR H
844 678.3517 1354.689 2 1354.684 0.0047 0 86.02 2.30E-07 K TIEAEAAHGTVTR H
845 678.3518 1354.689 2 1354.684 0.005 0 105.75 2.50E-09 K TIEAEAAHGTVTR H
846 678.3518 1354.689 2 1354.684 0.005 0 63.15 4.60E-05 K TIEAEAAHGTVTR H
887 692.3584 1382.702 2 1382.698 0.0046 0 70.33 8.70E-06 K DLAGC*IHGLSNVK L
891 692.3588 1382.703 2 1382.698 0.0055 0 61.11 7.60E-05 K DLAGC*IHGLSNVK L
920 705.3438 1408.673 2 1408.669 0.004 0 60.43 9.00E-05 K VC*VQTVESGAMTK D
921 705.3444 1408.674 2 1408.669 0.0052 0 100.66 8.20E-09 K VC*VQTVESGAMTK D
922 705.3446 1408.675 2 1408.669 0.0056 0 72.25 5.70E-06 K VC*VQTVESGAMTK D
923 705.3446 1408.675 2 1408.669 0.0056 0 43.9 0.0039 K VC*VQTVESGAMTK D
942 713.342 1424.669 2 1424.664 0.0054 0 59.84 9.90E-05 K VC*VQTVESGAM@TK D
943 713.3422 1424.67 2 1424.664 0.0058 0 100.98 7.70E-09 K VC*VQTVESGAM@TK D
944 713.3422 1424.67 2 1424.664 0.0058 0 41.68 0.0065 K VC*VQTVESGAM@TK D
950 715.3739 1428.733 2 1428.729 0.0043 1 61.32 6.40E-05 R FKDIFQEIFDK H
962 719.4348 1436.855 2 1436.85 0.0046 0 40.7 0.0011 R LVPGWTKPITIGR H

1021 511.313 1530.917 3 1530.913 0.0039 1 32.14 0.0037 K EKLILPHVDVQLK Y
1132 858.9796 1715.945 2 1715.939 0.0054 1 53.5 0.0002 R NILGGTVFREPIIC*K N
1151 578.9412 1733.802 3 1733.796 0.0054 0 77.56 1.30E-06 K VEKPVVEMDGDEMTR I
1152 867.9086 1733.803 2 1733.796 0.0062 0 58.53 0.00011 K VEKPVVEMDGDEMTR I
1163 584.2728 1749.797 3 1749.791 0.0053 0 73.93 2.80E-06 K VEKPVVEMDGDEM@TR I
1164 875.906 1749.798 2 1749.791 0.0061 0 73.43 3.20E-06 K VEKPVVEMDGDEM@TR I
1165 875.9061 1749.798 2 1749.791 0.0064 0 51.11 0.00055 K VEKPVVEMDGDEM@TR I
1183 883.9033 1765.792 2 1765.786 0.0058 0 33.93 0.021 K VEKPVVEM@DGDEM@TR I
1238 924.4559 1846.897 2 1846.891 0.0065 0 55.07 0.00023 R DQTNDQVTIDSALATQK Y
1239 924.4561 1846.898 2 1846.891 0.0067 0 68.56 1.00E-05 R DQTNDQVTIDSALATQK Y
1240 616.6398 1846.898 3 1846.891 0.0068 0 53.32 0.00035 R DQTNDQVTIDSALATQK Y
1242 924.4564 1846.898 2 1846.891 0.0074 0 103.81 3.20E-09 R DQTNDQVTIDSALATQK Y
1253 625.6693 1873.986 3 1873.98 0.0061 0 48.24 0.001 K GRPTSTNPIASIFAWTR G
1269 960.9919 1919.969 2 1919.963 0.0064 0 60.08 8.00E-05 K LNEHFLNTTDFLDTIK S
1270 640.9971 1919.969 3 1919.963 0.0065 0 67.56 1.40E-05 K LNEHFLNTTDFLDTIK S
1271 640.9971 1919.97 3 1919.963 0.0067 0 51.71 0.00055 K LNEHFLNTTDFLDTIK S
1298 659.334 1974.98 3 1974.975 0.0047 1 52.77 0.00036 R IKVEKPVVEMDGDEMTR I
1309 664.6664 1990.977 3 1990.97 0.007 1 40.67 0.0062 R IKVEKPVVEMDGDEM@TR I
1310 664.6666 1990.978 3 1990.97 0.0075 1 56.49 0.00016 R IKVEKPVVEMDGDEM@TR I
1324 669.9982 2006.973 3 2006.965 0.0076 1 39.29 0.0085 R IKVEKPVVEM@DGDEM@TR I

P09411 Phosphoglycerate kinase 1 1103 40 20 44510 8.02 230 468.7406 935.4666 2 935.4634 0.0032 0 40.19 0.019 K SLM@DEVVK A
246 475.2457 948.4768 2 948.4739 0.0029 0 42.18 0.011 R VDFNVPMK N
387 522.8203 1043.626 2 1043.623 0.0033 1 36.65 0.016 K LTLDKLDVK G
450 542.3074 1082.6 2 1082.597 0.0031 0 57.67 0.00016 K VLPGVDALSNV -
451 542.3077 1082.601 2 1082.597 0.0037 0 45.83 0.0024 K VLPGVDALSNV -



657 601.336 1200.657 2 1200.654 0.0038 0 49.59 0.0013 K IQLINNMLDK V
672 609.3336 1216.653 2 1216.649 0.004 0 41.74 0.0088 K IQLINNM@LDK V
869 684.3604 1366.706 2 1366.703 0.0036 0 46.32 0.0023 R AHSSMVGVNLPQK A
870 684.3608 1366.707 2 1366.703 0.0043 0 60.17 9.50E-05 R AHSSMVGVNLPQK A
871 456.5766 1366.708 3 1366.703 0.0052 0 39.95 0.01 R AHSSMVGVNLPQK A
884 692.3581 1382.702 2 1382.698 0.004 0 60.58 8.40E-05 R AHSSM@VGVNLPQK A
885 692.3582 1382.702 2 1382.698 0.0042 0 46.51 0.0021 R AHSSM@VGVNLPQK A
889 461.9081 1382.702 3 1382.698 0.0048 0 53.6 0.00041 R AHSSM@VGVNLPQK A

1060 817.9024 1633.79 2 1633.785 0.0054 0 61.43 7.80E-05 K LGDVYVNDAFGTAHR A
1061 545.6041 1633.79 3 1633.785 0.0055 0 66.6 2.40E-05 K LGDVYVNDAFGTAHR A
1062 817.9026 1633.791 2 1633.785 0.0059 0 92.41 6.10E-08 K LGDVYVNDAFGTAHR A
1063 545.6043 1633.791 3 1633.785 0.0062 0 42.97 0.005 K LGDVYVNDAFGTAHR A
1158 580.9776 1739.911 3 1739.905 0.0056 0 41.33 0.0047 K VSHVSTGGGASLELLEGK V
1161 872.447 1742.88 2 1742.874 0.0059 0 44.5 0.0035 K VNEMIIGGGM@AFTFLK V
1162 872.4473 1742.88 2 1742.874 0.0064 0 55.63 0.00027 K VNEMIIGGGM@AFTFLK V
1168 585.6021 1753.785 3 1753.78 0.0047 0 49.47 0.00061 R GC*ITIIGGGDTATC*C*AK W
1169 877.8998 1753.785 2 1753.78 0.0054 0 98.02 8.30E-09 R GC*ITIIGGGDTATC*C*AK W
1170 877.9002 1753.786 2 1753.78 0.0061 0 70.43 5.10E-06 R GC*ITIIGGGDTATC*C*AK W
1171 877.9007 1753.787 2 1753.78 0.0071 0 68.55 7.50E-06 R GC*ITIIGGGDTATC*C*AK W
1175 880.4442 1758.874 2 1758.869 0.0054 0 65.78 2.40E-05 K VNEM@IIGGGM@AFTFLK V
1176 587.2987 1758.874 3 1758.869 0.0058 0 40.85 0.0077 K VNEM@IIGGGM@AFTFLK V
1185 590.3386 1767.994 3 1767.988 0.0056 0 33.39 0.0096 K ALESPERPFLAILGGAK V
1186 885.0043 1767.994 2 1767.988 0.0057 0 33.1 0.01 K ALESPERPFLAILGGAK V
1187 590.3386 1767.994 3 1767.988 0.0058 0 35.56 0.0058 K ALESPERPFLAILGGAK V
1188 590.3388 1767.995 3 1767.988 0.0063 0 30.18 0.018 K ALESPERPFLAILGGAK V
1190 885.0049 1767.995 2 1767.988 0.0069 0 68.35 2.70E-06 K ALESPERPFLAILGGAK V
1304 661.6528 1981.937 3 1981.93 0.0064 0 32.08 0.042 K VLNNMEIGTSLYDEEGAK I
1305 991.9767 1981.939 2 1981.93 0.0087 0 53.82 0.00027 K VLNNMEIGTSLYDEEGAK I
1314 666.9846 1997.932 3 1997.925 0.0067 0 51.55 0.00041 K VLNNM@EIGTSLYDEEGAK I
1315 999.9734 1997.932 2 1997.925 0.0072 0 73.2 2.90E-06 K VLNNM@EIGTSLYDEEGAK I
1327 1012.027 2022.038 2 2022.031 0.0074 1 86.53 1.40E-07 K ITLPVDFVTADKFDENAK T
1334 679.0225 2034.046 3 2034.039 0.0067 0 44.44 0.0023 K SVVLMSHLGRPDGVPMPDK Y
1346 684.354 2050.04 3 2050.034 0.0062 0 48.59 0.00087 K SVVLMSHLGRPDGVPM@PDK Y
1348 684.3541 2050.04 3 2050.034 0.0064 0 38.35 0.0092 K SVVLMSHLGRPDGVPM@PDK Y
1517 833.052 2496.134 3 2496.126 0.0081 0 60.54 2.80E-05 K TGQATVASGIPAGWM@GLDC*GTESSK K

Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial 1029 29 18 41831 8.33 45 402.7542 803.4939 2 803.4905 0.0034 0 38.4 0.01 R GVFIVAAK R
322 497.2606 992.5066 2 992.5039 0.0027 0 48.95 0.0022 R YALQSQQR W
323 497.2609 992.5072 2 992.5039 0.0033 0 37.8 0.028 R YALQSQQR W
520 562.3126 1122.611 2 1122.607 0.0032 0 51.44 0.00066 R TPFGAYGGLLK D
635 594.8478 1187.681 2 1187.678 0.0036 0 34.13 0.022 R ITAHLVHELR R
636 396.9014 1187.682 3 1187.678 0.0048 0 40.17 0.0056 R ITAHLVHELR R
639 396.9016 1187.683 3 1187.678 0.0055 0 36.2 0.014 R ITAHLVHELR R
838 673.8463 1345.678 2 1345.673 0.0046 0 71.94 7.70E-06 K LPMGMTAENLAAK Y
860 681.8433 1361.672 2 1361.668 0.0037 0 44.43 0.0043 K LPMGM@TAENLAAK Y
861 681.8436 1361.673 2 1361.668 0.0043 0 43.86 0.0048 K LPMGM@TAENLAAK Y
878 689.8408 1377.667 2 1377.663 0.0039 0 60.49 0.0001 K LPM@GM@TAENLAAK Y
948 714.3986 1426.783 2 1426.778 0.0047 0 92.43 3.60E-08 R VGVPTETGALTLNR L
968 722.3442 1442.674 2 1442.668 0.0062 0 53.54 0.00038 K DFSATDLTEFAAR A

1220 904.4774 1806.94 2 1806.934 0.0065 0 84.33 2.40E-07 K TNVSGGAIALGHPLGGSGSR I
1221 603.3207 1806.94 3 1806.934 0.0067 0 71.46 4.60E-06 K TNVSGGAIALGHPLGGSGSR I
1302 661.6458 1981.916 3 1981.909 0.0065 0 50.51 0.00051 K AANEAGYFNEEMAPIEVK T
1303 991.9653 1981.916 2 1981.909 0.007 0 81.01 4.40E-07 K AANEAGYFNEEMAPIEVK T
1312 999.9622 1997.91 2 1997.904 0.0058 0 69.51 5.60E-06 K AANEAGYFNEEM@APIEVK T
1313 666.9775 1997.911 3 1997.904 0.0068 0 51.37 0.00037 K AANEAGYFNEEM@APIEVK T
1369 1058.98 2115.946 2 2115.939 0.0071 0 87.89 6.80E-08 R LC*GSGFQSIVSGC*QEIC*SK D
1370 706.3229 2115.947 3 2115.939 0.008 0 45.56 0.0012 R LC*GSGFQSIVSGC*QEIC*SK D
1454 1148.566 2295.117 2 2295.109 0.0077 0 84.45 2.10E-07 K DM@DLIDVNEAFAPQFLSVQK A
1455 766.0465 2295.118 3 2295.109 0.0084 0 40.04 0.0058 K DM@DLIDVNEAFAPQFLSVQK A
1494 782.3481 2344.022 3 2344.013 0.009 0 32.52 0.016 K DAEVVLC*GGTESMSQSPYC*VR N
1520 844.7549 2531.243 3 2531.235 0.0079 0 82.86 2.30E-07 K DGTVTAGNASGVSDGAGAVIIASEDAVK K
1521 844.755 2531.243 3 2531.235 0.0081 0 42.87 0.0024 K DGTVTAGNASGVSDGAGAVIIASEDAVK K
1522 1266.629 2531.244 2 2531.235 0.0089 0 124.87 1.50E-11 K DGTVTAGNASGVSDGAGAVIIASEDAVK K
1537 887.4529 2659.337 3 2659.33 0.0069 1 59.99 4.10E-05 K DGTVTAGNASGVSDGAGAVIIASEDAVKK H
1544 916.811 2747.411 3 2747.403 0.0084 0 42.67 0.0015 R VVGYFVSGC*DPTIM@GIGPVPAINGALK K

Q6P8J7 Creatine kinase, sarcomeric mitochondr 737 26 18 47443 8.64 11 379.2339 756.4532 2 756.4494 0.0039 0 43.39 0.0066 K ILENLR L
417 529.2778 1056.541 2 1056.539 0.0025 0 46.01 0.0032 R GLSLPPAC*SR A
418 529.2781 1056.542 2 1056.539 0.003 0 35.1 0.037 R GLSLPPAC*SR A
420 529.2783 1056.542 2 1056.539 0.0035 0 38.63 0.016 R GLSLPPAC*SR A
483 551.769 1101.523 2 1101.52 0.0031 0 49.48 0.0011 K ITHGQFDER Y
492 554.3209 1106.627 2 1106.624 0.0036 0 33.87 0.029 K VPPPLPQFGR K
493 554.3209 1106.627 2 1106.624 0.0036 0 52.32 0.00041 K VPPPLPQFGR K
762 636.2723 1270.53 2 1269.524 1.0064 0 45.5 0.00094 R GWEFM@WNER L
848 453.2326 1356.676 3 1356.671 0.0052 1 49.22 0.0012 R VM@KHPTDLDASK I
866 682.8114 1363.608 2 1363.604 0.0045 0 45.31 0.0016 K LSEMTEQDQQR L
880 690.8098 1379.605 2 1379.599 0.0064 0 43.4 0.0024 K LSEM@TEQDQQR L
895 695.8563 1389.698 2 1389.693 0.0051 0 50.28 0.0013 K LFPPSADYPDLR K

1005 495.9451 1484.813 3 1484.809 0.0048 0 55.99 0.00015 R EVENVAITALEGLK G
1006 743.414 1484.814 2 1484.809 0.0049 0 85.32 1.80E-07 R EVENVAITALEGLK G
1007 743.4142 1484.814 2 1484.809 0.0053 0 34.94 0.02 R EVENVAITALEGLK G
1068 547.9791 1640.915 3 1640.91 0.0057 1 49.49 0.00039 R REVENVAITALEGLK G
1069 821.4654 1640.916 2 1640.91 0.0065 1 59.35 4.00E-05 R REVENVAITALEGLK G
1088 837.4207 1672.827 2 1672.821 0.0058 0 55.53 0.00027 K TFLIWINEEDHTR V
1154 867.9662 1733.918 2 1733.913 0.0045 0 48.31 0.00084 R LGYILTC*PSNLGTGLR A
1155 867.9676 1733.921 2 1733.913 0.0072 0 74.69 1.90E-06 R LGYILTC*PSNLGTGLR A
1287 646.9575 1937.851 3 1937.843 0.0072 0 51.93 0.00021 K HNNC*M@AEC*LTPTIYAK L
1438 755.7108 2264.11 3 2264.103 0.0071 1 50.33 0.00054 K RGTGGVDTAAVADVYDISNIDR I
1531 658.8391 2631.327 4 2631.319 0.0084 0 44.98 0.0012 R LIDDHFLFDKPVSPLLTC*AGM@AR D
1534 1324.131 2646.247 2 2646.241 0.0058 0 73.33 2.10E-06 K TVGM@VAGDEESYEVFADLFDPVIK L
1535 883.0897 2646.247 3 2646.241 0.0062 0 49.73 0.0005 K TVGM@VAGDEESYEVFADLFDPVIK L
1546 926.1102 2775.309 3 2775.3 0.009 0 46.13 0.00097 K MTPSGYTLDQC*IQTGVDNPGHPFIK T

Q9CZU6 Citrate synthase, mitochondrial 370 10 9 51703 8.72 446 541.2544 1080.494 2 1080.491 0.0033 0 39.65 0.011 R GYSIPEC*QK M
463 546.2717 1090.529 2 1090.526 0.0035 0 73.65 7.30E-06 R EGSSIGAIDSR L
603 584.3375 1166.661 2 1166.656 0.0045 0 44.82 0.0018 R VVPGYGHAVLR K
680 612.3736 1222.733 2 1222.729 0.0041 0 34.16 0.0083 K IVPNILLEQGK A
814 663.9002 1325.786 2 1325.782 0.0039 0 51.07 0.0002 R ALGVLAQLIWSR A
827 669.8276 1337.641 2 1337.636 0.0042 0 48.55 0.0014 R DYIWNTLNSGR V

1177 588.3016 1761.883 3 1761.879 0.0044 0 55.68 0.00026 K GLVYETSVLDPDEGIR F
1178 881.9498 1761.885 2 1761.879 0.0065 0 75.35 2.90E-06 K GLVYETSVLDPDEGIR F
1203 895.4219 1788.829 2 1788.821 0.0083 0 48.17 0.00086 K TVVGQITVDM@M@YGGMR G
1216 602.614 1804.82 3 1804.816 0.0044 0 50.12 0.00054 K TVVGQITVDM@M@YGGM@R G
1217 903.4178 1804.821 2 1804.816 0.0052 0 66.99 1.10E-05 K TVVGQITVDM@M@YGGM@R G

36 P97807 Fumarate hydratase, mitochondrial 1621 49 19 54336 9.12 97 434.2885 866.5624 2 866.5589 0.0035 0 43.43 0.00089 K VLLPGLQK L
190 479.2447 956.4749 2 956.4716 0.0033 0 40.31 0.011 K YYGAQTVR S
191 479.2451 956.4756 2 956.4716 0.004 0 40.64 0.0094 K YYGAQTVR S
291 525.3046 1048.595 2 1048.592 0.0029 1 34.23 0.03 K SKEFAQVIK I
292 525.3047 1048.595 2 1048.592 0.0031 1 57.09 0.00015 K SKEFAQVIK I
437 592.7972 1183.58 2 1183.576 0.0037 0 48.34 0.0016 R VEFDTFGELK V
465 602.8174 1203.62 2 1203.617 0.0033 0 48.94 0.0022 R AIEMLGGELGSK K
466 602.8176 1203.621 2 1203.617 0.0038 0 68.3 2.50E-05 R AIEMLGGELGSK K
467 602.8176 1203.621 2 1203.617 0.0038 0 58.68 0.00023 R AIEMLGGELGSK K
483 610.8151 1219.616 2 1219.612 0.0039 0 61.46 0.00011 R AIEM@LGGELGSK K
484 610.8152 1219.616 2 1219.612 0.004 0 46.52 0.0035 R AIEM@LGGELGSK K
485 610.8154 1219.616 2 1219.612 0.0044 0 74.85 4.60E-06 R AIEM@LGGELGSK K
640 713.9304 1425.846 2 1425.842 0.0045 0 29.07 0.025 R MPIPVIQAFGILK R
641 713.9308 1425.847 2 1425.842 0.0053 0 72.05 1.30E-06 R MPIPVIQAFGILK R
653 481.6209 1441.841 3 1441.837 0.004 0 36.18 0.0071 R M@PIPVIQAFGILK R
654 721.9278 1441.841 2 1441.837 0.0043 0 55.36 8.50E-05 R M@PIPVIQAFGILK R
656 721.9282 1441.842 2 1441.837 0.0052 0 75.09 9.50E-07 R M@PIPVIQAFGILK R
692 500.2939 1497.86 3 1497.856 0.0042 0 52.58 0.00018 K VAALTGLPFVTAPNK F
693 749.9376 1497.861 2 1497.856 0.0051 0 61.15 2.60E-05 K VAALTGLPFVTAPNK F
694 749.9377 1497.861 2 1497.856 0.0054 0 74.83 1.20E-06 K VAALTGLPFVTAPNK F
697 752.8701 1503.726 2 1503.721 0.0052 0 73.23 4.40E-06 R AAAEVNQEYGLDPK I
698 752.8704 1503.726 2 1503.721 0.0058 0 78.03 1.50E-06 R AAAEVNQEYGLDPK I
735 533.6548 1597.943 3 1597.938 0.0049 1 52.47 6.70E-05 R M@PIPVIQAFGILKR A
736 533.6549 1597.943 3 1597.938 0.0051 1 30.73 0.01 R M@PIPVIQAFGILKR A
737 799.9788 1597.943 2 1597.938 0.0052 1 28.04 0.019 R M@PIPVIQAFGILKR A
801 575.6315 1723.873 3 1723.867 0.0057 1 37.27 0.016 R VEFDTFGELKVPTDK Y
802 862.9442 1723.874 2 1723.867 0.0069 1 65.35 2.60E-05 R VEFDTFGELKVPTDK Y
818 588.6496 1762.927 3 1762.921 0.0056 0 67.44 1.20E-05 R IYELAAGGTAVGTGLNTR I
820 882.4712 1762.928 2 1762.921 0.0065 0 75.24 1.90E-06 R IYELAAGGTAVGTGLNTR I
821 882.4714 1762.928 2 1762.921 0.0068 0 86.78 1.40E-07 R IYELAAGGTAVGTGLNTR I
822 882.4716 1762.929 2 1762.921 0.0073 0 90.72 5.40E-08 R IYELAAGGTAVGTGLNTR I
823 588.6503 1762.929 3 1762.921 0.0076 0 78.61 8.60E-07 R IYELAAGGTAVGTGLNTR I
825 882.4722 1762.93 2 1762.921 0.0084 0 122.48 3.40E-11 R IYELAAGGTAVGTGLNTR I
826 882.4722 1762.93 2 1762.921 0.0084 0 92.09 3.70E-08 R IYELAAGGTAVGTGLNTR I
936 1063.05 2124.086 2 2124.077 0.0088 0 38.18 0.0083 R SGLGELILPENEPGSSIMPGK V
937 1071.047 2140.079 2 2140.072 0.0066 0 52.55 0.00036 R SGLGELILPENEPGSSIM@PGK V
938 1071.047 2140.08 2 2140.072 0.0075 0 37.49 0.012 R SGLGELILPENEPGSSIM@PGK V
940 1071.048 2140.08 2 2140.072 0.0083 0 48.2 0.00097 R SGLGELILPENEPGSSIM@PGK V
999 759.0558 2274.146 3 2274.139 0.0067 0 47.55 0.001 K LM@NESLMLVTALNPHIGYDK A

1000 759.0567 2274.148 3 2274.139 0.0095 0 49.25 0.00072 K LM@NESLMLVTALNPHIGYDK A
1009 764.3875 2290.141 3 2290.134 0.0068 0 58.02 9.70E-05 K LM@NESLM@LVTALNPHIGYDK A
1010 764.3875 2290.141 3 2290.134 0.007 0 50.74 0.00052 K LM@NESLM@LVTALNPHIGYDK A
1011 1146.078 2290.141 2 2290.134 0.0073 0 43.07 0.003 K LM@NESLM@LVTALNPHIGYDK A
1012 764.3878 2290.141 3 2290.134 0.0077 0 72.14 3.60E-06 K LM@NESLM@LVTALNPHIGYDK A
1013 764.3881 2290.142 3 2290.134 0.0086 0 83.19 2.80E-07 K LM@NESLM@LVTALNPHIGYDK A
1058 786.3801 2356.118 3 2356.112 0.0066 0 43.42 0.0028 K SQSSNDTFPTAM@HIAAAVEVHK V
1060 786.3806 2356.12 3 2356.112 0.0083 0 55.91 0.00015 K SQSSNDTFPTAM@HIAAAVEVHK V
1074 823.0866 2466.238 3 2466.232 0.0062 0 39.79 0.0043 K ETAIELGYLTAEQFDEWVKPK D
1103 1061.527 3181.56 3 3181.55 0.0096 0 58.89 4.40E-05 R THTQDAVPLTLGQEFSGYVQQVQYAM@VR I

P54071 Isocitrate dehydrogenase [NADP], mitoc 590 21 17 50874 8.88 60 418.7311 835.4477 2 835.444 0.0038 0 42.27 0.011 R FAQTLEK V
272 522.2791 1042.544 2 1042.541 0.0028 0 47.4 0.0026 K LDGNQDLIR F
334 547.7873 1093.56 2 1093.556 0.0044 0 61.86 8.40E-05 K YFDLGLPNR D
337 549.7574 1097.5 2 1097.496 0.0039 0 74.84 3.40E-06 K SSGGFVWAC*K N
377 567.2681 1132.522 2 1132.518 0.0033 0 35.5 0.026 K C*ATITPDEAR V
399 577.7918 1153.569 2 1153.566 0.0035 0 36.62 0.027 K DIFQEIFDK H
513 622.8517 1243.689 2 1243.685 0.0042 0 60.98 7.40E-05 R LIDDMVAQVLK S
524 630.8489 1259.683 2 1259.68 0.0037 0 70.72 9.70E-06 R LIDDM@VAQVLK S
525 630.8495 1259.684 2 1259.68 0.0049 0 45.2 0.0028 R LIDDM@VAQVLK S
535 637.8973 1273.78 2 1273.776 0.0043 0 28.58 0.0097 K LILPHVDVQLK Y
593 678.3516 1354.689 2 1354.684 0.0045 0 64.34 3.50E-05 K TIEAEAAHGTVTR H
594 452.5703 1354.689 3 1354.684 0.0049 0 48.47 0.0014 K TIEAEAAHGTVTR H



615 692.3582 1382.702 2 1382.698 0.0042 0 59.75 9.90E-05 K DLAGC*IHGLSNVK L
624 705.3439 1408.673 2 1408.669 0.0043 0 63.95 3.90E-05 K VC*VQTVESGAMTK D
639 713.3417 1424.669 2 1424.664 0.0048 0 104.36 3.30E-09 K VC*VQTVESGAM@TK D
805 578.9406 1733.8 3 1733.796 0.0036 0 37.57 0.013 K VEKPVVEMDGDEMTR I
829 589.6047 1765.792 3 1765.786 0.0059 0 31.63 0.037 K VEKPVVEM@DGDEM@TR I
874 616.6393 1846.896 3 1846.891 0.0052 0 41.77 0.0044 R DQTNDQVTIDSALATQK Y
875 924.4565 1846.898 2 1846.891 0.0076 0 91.93 4.80E-08 R DQTNDQVTIDSALATQK Y
884 640.997 1919.969 3 1919.963 0.0063 0 41.86 0.0053 K LNEHFLNTTDFLDTIK S
885 960.9927 1919.971 2 1919.963 0.008 0 32.19 0.041 K LNEHFLNTTDFLDTIK S

P09411 Phosphoglycerate kinase 1 501 16 12 44534 8.02 196 483.2429 964.4712 2 964.4688 0.0024 0 41.24 0.014 R VDFNVPM@K N
320 542.3077 1082.601 2 1082.597 0.0036 0 44.11 0.0035 K VLPGVDALSNV -
479 609.3338 1216.653 2 1216.649 0.0045 0 37.62 0.021 K IQLINNM@LDK V
573 659.8681 1317.722 2 1317.718 0.0036 0 43.85 0.0039 K ITLPVDFVTADK F
614 461.9078 1382.702 3 1382.698 0.0039 0 39.37 0.011 R AHSSM@VGVNLPQK A
617 692.3586 1382.703 2 1382.698 0.005 0 53.48 0.00042 R AHSSM@VGVNLPQK A
751 545.6041 1633.791 3 1633.785 0.0057 0 57.97 0.00017 K LGDVYVNDAFGTAHR A
752 817.9034 1633.792 2 1633.785 0.0073 0 66.18 2.40E-05 K LGDVYVNDAFGTAHR A
809 870.963 1739.912 2 1739.905 0.0061 0 42.04 0.004 K VSHVSTGGGASLELLEGK V
810 580.978 1739.912 3 1739.905 0.0069 0 36.66 0.014 K VSHVSTGGGASLELLEGK V
813 877.9003 1753.786 2 1753.78 0.0063 0 99.06 7.00E-09 R GC*ITIIGGGDTATC*C*AK W
816 880.4446 1758.875 2 1758.869 0.0061 0 53.79 0.00039 K VNEM@IIGGGM@AFTFLK V
896 991.9769 1981.939 2 1981.93 0.0089 0 50.72 0.00055 K VLNNMEIGTSLYDEEGAK I
898 666.9845 1997.932 3 1997.925 0.0065 0 37.18 0.011 K VLNNM@EIGTSLYDEEGAK I
899 999.9739 1997.933 2 1997.925 0.0082 0 90.35 5.50E-08 K VLNNM@EIGTSLYDEEGAK I
905 1012.027 2022.039 2 2022.031 0.0079 1 77.56 1.00E-06 K ITLPVDFVTADKFDENAK T

P21550 Beta-enolase 460 10 9 46995 6.73 381 567.7949 1133.575 2 1133.572 0.0035 0 69.28 1.90E-05 K TAIQAAGYPDK V
418 389.5504 1165.629 3 1165.624 0.0049 0 49.39 0.001 R IGAEVYHHLK G
556 648.813 1295.612 2 1295.607 0.0048 0 41.47 0.0075 K FMIELDGTENK S
719 778.8949 1555.775 2 1555.771 0.0048 0 52.47 0.00052 K VVIGMDVAASEFYR N
725 786.8928 1571.771 2 1571.765 0.0057 0 71.78 6.30E-06 K VVIGM@DVAASEFYR N
750 817.417 1632.819 2 1632.814 0.0053 0 105.98 2.50E-09 K VNQIGSVTESIQAC*K L
855 602.3212 1803.942 3 1803.937 0.0052 0 79.84 6.40E-07 R AAVPSGASTGIYEALELR D
856 902.9789 1803.943 2 1803.937 0.0066 0 94.03 2.60E-08 R AAVPSGASTGIYEALELR D
883 950.9847 1899.955 2 1899.947 0.0075 0 52.96 0.00036 K LAM@QEFM@ILPVGASSFK E

1091 915.1219 2742.344 3 2742.335 0.0092 0 34.84 0.012 K DATNVGDEGGFAPNILENNEALELLK T
Q8BWT1 3-ketoacyl-CoA thiolase, mitochondrial 263 6 6 41831 8.33 224 497.2609 992.5072 2 992.5039 0.0033 0 45.78 0.0045 R YALQSQQR W

363 562.3129 1122.611 2 1122.607 0.0038 0 48.24 0.0014 R TPFGAYGGLLK D
600 681.8434 1361.672 2 1361.668 0.0041 0 47.23 0.0023 K LPMGM@TAENLAAK Y
609 689.8408 1377.667 2 1377.663 0.0038 0 52.58 0.00063 K LPM@GM@TAENLAAK Y
643 714.3988 1426.783 2 1426.778 0.0051 0 105.22 1.90E-09 R VGVPTETGALTLNR L
859 603.3206 1806.94 3 1806.934 0.0064 0 84.21 2.50E-07 K TNVSGGAIALGHPLGGSGSR I

Q9CZU6 Citrate synthase, mitochondrial 151 4 4 51739 8.16 489 612.3735 1222.733 2 1222.729 0.004 0 35.93 0.0055 K IVPNILLEQGK A
583 669.8279 1337.641 2 1337.636 0.0049 0 44.56 0.0039 R DYIWNTLNSGR V
817 881.9495 1761.884 2 1761.879 0.0059 0 87.96 1.50E-07 K GLVYETSVLDPDEGIR F
858 903.4181 1804.822 2 1804.816 0.0058 0 33.72 0.025 K TVVGQITVDM@M@YGGM@R G

Q99JY0 Trifunctional enzyme subunit beta, mitoc 136 6 6 51353 9.43 150 453.2656 904.5166 2 904.513 0.0036 0 49.49 0.0013 R LAAAFAVSR M
174 469.2849 936.5552 2 936.5505 0.0047 0 39.2 0.0049 R AALSGLLHR T
213 492.7968 983.579 2 983.5764 0.0026 0 36.38 0.018 K NIVVVEGVR I
398 577.7626 1153.511 2 1153.507 0.0033 0 33.97 0.03 R MEQDEYALR S
477 606.3028 1210.591 2 1210.587 0.004 0 44.73 0.004 R DFIYVSQDPK D
628 708.8928 1415.771 2 1415.766 0.0051 0 64.29 3.10E-05 K DQLLLGPTYATPK V

Q9DB77 Cytochrome b-c1 complex subunit 2, mi 87 2 2 48205 9.26 629 710.3784 1418.742 2 1418.737 0.0058 0 52.92 0.00057 R GNNTTSLLSQSVAK G
722 783.8751 1565.736 2 1565.73 0.0061 0 49.26 0.0012 K NALANPLYC*PDYR M

37 P05064 Fructose-bisphosphate aldolase A 1975 59 27 39331 8.31 18 382.2392 762.4638 2 762.464 -0.0002 0 48.54 0.00072 K VLAAVYK A
19 382.2395 762.4645 2 762.464 0.0006 0 50.83 0.00043 K VLAAVYK A
61 401.245 800.4754 2 800.4756 -0.0001 0 36.43 0.043 R ALQASALK A
62 401.2452 800.4758 2 800.4756 0.0002 0 68.45 2.60E-05 R ALQASALK A

273 470.7454 939.4762 2 939.4774 -0.0012 0 53.5 0.00065 K ELSDIAHR I
275 470.7454 939.4763 2 939.4774 -0.0011 0 54.3 0.00054 K ELSDIAHR I
276 470.7455 939.4765 2 939.4774 -0.0008 0 54.5 0.00052 K ELSDIAHR I
292 476.2422 950.4699 2 950.4709 -0.001 0 49.16 0.002 K AAQEEYIK R
441 522.7873 1043.56 2 1043.561 -0.0011 0 55.83 0.00041 R QLLLTADDR V
442 522.7875 1043.56 2 1043.561 -0.0007 0 56.45 0.00035 R QLLLTADDR V
443 522.7876 1043.561 2 1043.561 -0.0005 0 46.77 0.0034 R QLLLTADDR V
498 534.7925 1067.571 2 1067.572 -0.0018 1 65.48 3.30E-05 K KELSDIAHR I
536 554.2921 1106.57 2 1106.572 -0.0023 1 76.06 3.90E-06 K AAQEEYIKR A
537 554.2926 1106.571 2 1106.572 -0.0013 1 52.39 0.00099 K AAQEEYIKR A
577 566.7917 1131.569 2 1131.571 -0.0017 0 60.03 0.00017 R ALANSLAC*QGK Y
578 566.792 1131.569 2 1131.571 -0.0012 0 50.84 0.0014 R ALANSLAC*QGK Y
781 644.8417 1287.669 2 1287.672 -0.0029 1 34.96 0.042 K RALANSLAC*QGK Y
821 666.8533 1331.692 2 1331.693 -0.0012 0 97.36 2.50E-08 K GILAADESTGSIAK R
822 666.8534 1331.692 2 1331.693 -0.001 0 39.56 0.015 K GILAADESTGSIAK R
823 666.8537 1331.693 2 1331.693 -0.0004 0 53.31 0.00064 K GILAADESTGSIAK R
824 666.8538 1331.693 2 1331.693 -0.0002 0 58.69 0.00019 K GILAADESTGSIAK R
834 448.2419 1341.704 3 1341.704 -0.0002 0 38.7 0.013 K ADDGRPFPQVIK S
836 448.2423 1341.705 3 1341.704 0.0011 0 36.76 0.02 K ADDGRPFPQVIK S
857 689.361 1376.708 2 1376.709 -0.0013 0 34.9 0.042 M PHPYPALTPEQK K
860 459.91 1376.708 3 1376.709 -0.0007 0 50.06 0.0012 M PHPYPALTPEQK K
935 744.9041 1487.794 2 1487.794 -0.0007 1 65.28 2.50E-05 K GILAADESTGSIAKR L
937 745.8568 1489.699 2 1489.701 -0.0018 0 74.3 2.80E-06 R LQSIGTENTEENR R
938 745.8569 1489.699 2 1489.701 -0.0015 0 77.03 1.50E-06 R LQSIGTENTEENR R

1015 551.6149 1651.823 3 1651.824 -0.001 0 55.17 0.00029 K FSNEEIAMATVTALR R
1016 551.615 1651.823 3 1651.824 -0.0008 0 51.07 0.00076 K FSNEEIAMATVTALR R
1017 826.9192 1651.824 2 1651.824 -0.0001 0 95.34 2.80E-08 K FSNEEIAMATVTALR R
1018 826.9192 1651.824 2 1651.824 -0.0001 0 85.27 2.80E-07 K FSNEEIAMATVTALR R
1028 556.9464 1667.817 3 1667.819 -0.0014 0 43.64 0.0035 K FSNEEIAM@ATVTALR R
1029 834.9164 1667.818 2 1667.819 -0.0005 0 98.75 1.10E-08 K FSNEEIAM@ATVTALR R
1030 834.9166 1667.819 2 1667.819 -0.0003 0 96.84 1.70E-08 K FSNEEIAM@ATVTALR R
1031 556.9471 1667.82 3 1667.819 0.0008 0 53.12 0.00036 K FSNEEIAM@ATVTALR R
1105 603.6548 1807.943 3 1807.944 -0.0016 0 31.96 0.045 K C*PLLKPWALTFSYGR A
1106 603.6551 1807.943 3 1807.944 -0.0009 0 48.64 0.00083 K C*PLLKPWALTFSYGR A
1107 904.9796 1807.945 2 1807.944 0.0003 0 39.48 0.0076 K C*PLLKPWALTFSYGR A
1239 1044.551 2087.088 2 2087.087 0.0004 0 60.43 4.90E-05 R VNPC*IGGVILFHETLYQK A
1249 703.0367 2106.088 3 2106.089 -0.0007 0 53.12 0.00028 K IGEHTPSALAIMENANVLAR Y
1250 1054.052 2106.089 2 2106.089 -0.0007 0 82.8 3.00E-07 K IGEHTPSALAIMENANVLAR Y
1255 708.3683 2122.083 3 2122.084 -0.001 0 57.48 0.00012 K IGEHTPSALAIM@ENANVLAR Y
1256 1062.049 2122.083 2 2122.084 -0.0009 0 65.41 1.90E-05 K IGEHTPSALAIM@ENANVLAR Y
1257 708.3683 2122.083 3 2122.084 -0.0008 0 50.89 0.00055 K IGEHTPSALAIM@ENANVLAR Y
1258 708.3687 2122.084 3 2122.084 0.0003 0 49.44 0.00071 K IGEHTPSALAIM@ENANVLAR Y
1315 753.35 2257.028 3 2257.029 -0.0006 0 30.63 0.035 K YTPSGQSGAAASESLFISNHAY -
1316 1129.522 2257.029 2 2257.029 -0.0001 0 110.71 3.30E-10 K YTPSGQSGAAASESLFISNHAY -
1323 1136.574 2271.134 2 2271.134 -0.0006 0 104.89 2.00E-09 K GVVPLAGTNGETTTQGLDGLSER C
1324 758.052 2271.134 3 2271.134 -0.0001 0 35.09 0.02 K GVVPLAGTNGETTTQGLDGLSER C
1325 758.0521 2271.134 3 2271.134 0.0001 0 58.87 8.20E-05 K GVVPLAGTNGETTTQGLDGLSER C
1326 1136.575 2271.135 2 2271.134 0.0011 0 99.62 6.40E-09 K GVVPLAGTNGETTTQGLDGLSER C
1423 872.1159 2613.326 3 2613.325 0.0013 1 56.6 9.30E-05 K VDKGVVPLAGTNGETTTQGLDGLSER C
1436 1007.506 3019.497 3 3019.496 0.0011 0 52.52 0.00019 R YASIC*QQNGIVPIVEPEILPDGDHDLK R
1439 1015.191 3042.552 3 3042.551 0.0007 0 71.54 2.00E-06 R TVPPAVTGVTFLSGGQSEEEASINLNAINK C
1440 1015.192 3042.553 3 3042.551 0.0016 0 71.29 2.00E-06 R TVPPAVTGVTFLSGGQSEEEASINLNAINK C
1453 784.1442 3132.548 4 3132.549 -0.0009 0 34.21 0.012 K ALSDHHVYLEGTLLKPNM@VTPGHAC*TQK F
1455 1059.539 3175.594 3 3175.597 -0.0033 1 75.84 7.30E-07 R YASIC*QQNGIVPIVEPEILPDGDHDLKR C
1456 794.9068 3175.598 4 3175.597 0.0009 1 30.61 0.024 R YASIC*QQNGIVPIVEPEILPDGDHDLKR C

P05202 Aspartate aminotransferase, mitochond 576 16 13 47381 9.13 185 439.2482 876.4818 2 876.4818 0 0 74.03 6.60E-06 R VGASFLQR F
186 439.2487 876.4829 2 876.4818 0.0012 0 54.52 0.00058 R VGASFLQR F
332 490.7522 979.4899 2 979.4909 -0.001 0 65.02 5.70E-05 K MNLGVGAYR D
334 490.765 979.5154 2 979.5161 -0.0008 0 70.96 1.20E-05 R VGAFTVVC*K D
369 498.7496 995.4847 2 995.4858 -0.0011 0 64.71 4.80E-05 K M@NLGVGAYR D
622 577.7656 1153.517 2 1153.519 -0.0019 0 60.01 8.70E-05 R DAGM@QLQGYR Y
761 635.8718 1269.729 2 1269.729 -0.0001 0 81.3 4.20E-07 R IAATILTSPDLR K
877 466.9485 1397.824 3 1397.824 -0.0004 1 48.82 0.0003 R IAATILTSPDLRK Q
878 699.9197 1397.825 2 1397.824 0.0006 1 37.54 0.0035 R IAATILTSPDLRK Q
916 725.4065 1448.798 2 1448.799 -0.0003 0 106.59 1.50E-09 R FVTVQTISGTGALR V
972 779.41 1556.805 2 1556.805 0.0008 0 73.43 3.80E-06 K ASAELALGENNEVLK S

1006 823.8735 1645.732 2 1645.729 0.003 0 101.79 3.00E-09 K TC*GFDFSGALEDISK I
1087 598.6837 1793.029 3 1793.031 -0.002 0 26.58 0.035 K ILIRPLYSNPPLNGAR I
1198 656.3362 1965.987 3 1965.987 -0.0003 1 46.36 0.0017 K NLDKEYLPIGGLAEFC*K A
1376 581.3194 2321.249 4 2321.249 -0.0007 0 32.43 0.012 R ISVAGVTSGNVGYLAHAIHQVTK -
1377 774.7569 2321.249 3 2321.249 -0.0003 0 39.8 0.0022 R ISVAGVTSGNVGYLAHAIHQVTK -

Q8QZT1 Acetyl-CoA acetyltransferase, mitochon 344 9 7 44787 8.71 99 415.2552 828.4958 2 828.4957 0.0002 0 39 0.018 K LEDLIVK D
406 512.7504 1023.486 2 1023.487 -0.0011 0 42.05 0.0079 K DGLTDVYNK I
646 586.3372 1170.66 2 1170.661 -0.001 0 83.28 4.10E-07 K LGTAAIQGAIEK A
976 781.3599 1560.705 2 1560.706 -0.0004 0 95.12 2.00E-08 R QEQDTYALSSYTR S

1175 953.4597 1904.905 2 1904.905 -0.0003 0 78.92 8.70E-07 K EVYMGNVIQGGEGQAPTR Q
1184 641.3068 1920.899 3 1920.9 -0.0015 0 37.64 0.012 K EVYM@GNVIQGGEGQAPTR Q
1187 965.0087 1928.003 2 1928.004 -0.0009 0 62.45 3.90E-05 R QATLGAGLPISTPC*TTVNK V
1413 1222.148 2442.282 2 2442.284 -0.0019 0 57.54 5.60E-05 R IAAFADAAVDPIDFPLAPAYAVPK V
1414 815.1017 2442.283 3 2442.284 -0.0001 0 46.32 0.0007 R IAAFADAAVDPIDFPLAPAYAVPK V

P05201 Aspartate aminotransferase, cytoplasmi 316 14 11 46202 6.68 135 424.7348 847.4551 2 847.4552 -0.0001 0 46.87 0.0048 R IGADFLGR W
136 424.7354 847.4562 2 847.4552 0.001 0 39.86 0.024 R IGADFLGR W
215 443.7715 885.5285 2 885.5284 0.0002 0 80.64 1.00E-06 R VGNLTVVGK E
289 474.766 947.5174 2 947.5189 -0.0015 0 41.15 0.013 K VNLGVGAYR T
389 506.7459 1011.477 2 1011.477 0 0 40.93 0.0087 K NFGLYNER V
560 561.295 1120.575 2 1120.576 -0.001 0 40.89 0.012 K QVEYLVNEK H
764 636.3567 1270.699 2 1270.699 -0.0005 0 54.54 0.00036 R VGGVQSLGGTGALR I
787 649.3352 1296.656 2 1296.658 -0.0016 0 43.77 0.0048 R ITWSNPPAQGAR I
883 702.3923 1402.77 2 1402.771 -0.0008 0 36.83 0.015 R IVAATLSDPELFK E

1022 554.2894 1659.847 3 1659.847 -0.0003 0 43.81 0.0035 K NLDYVATSIHEAVTK I
1023 830.9307 1659.847 2 1659.847 0.0001 0 38.95 0.01 K NLDYVATSIHEAVTK I
1207 996.5692 1991.124 2 1991.124 -0.0007 0 46.74 0.00029 M APPSVFAQVPQAPPVLVFK L
1208 664.7156 1991.125 3 1991.124 0.0005 0 34.55 0.004 M APPSVFAQVPQAPPVLVFK L
1406 800.4165 2398.228 3 2398.228 -0.0004 0 42.56 0.0022 K IANDNSLNHEYLPILGLAEFR S

38 P05064 Fructose-bisphosphate aldolase A 2024 56 26 39331 8.31 20 382.2394 762.4643 2 762.464 0.0003 0 55.33 0.00015 K VLAAVYK A
21 382.2395 762.4644 2 762.464 0.0004 0 48.47 0.00073 K VLAAVYK A
69 401.2448 800.475 2 800.4756 -0.0006 0 66.06 4.50E-05 R ALQASALK A
70 401.2449 800.4753 2 800.4756 -0.0003 0 48.31 0.0028 R ALQASALK A

274 470.7451 939.4757 2 939.4774 -0.0017 0 53.94 0.00063 K ELSDIAHR I
275 470.7452 939.4758 2 939.4774 -0.0016 0 54.18 0.0006 K ELSDIAHR I
276 470.7452 939.4759 2 939.4774 -0.0015 0 54.27 0.00059 K ELSDIAHR I
277 470.7455 939.4764 2 939.4774 -0.001 0 34.91 0.047 K ELSDIAHR I
292 476.242 950.4695 2 950.4709 -0.0014 0 65 5.10E-05 K AAQEEYIK R
424 522.7875 1043.56 2 1043.561 -0.0007 0 55.9 0.0004 R QLLLTADDR V



426 522.7877 1043.561 2 1043.561 -0.0002 0 81.4 1.20E-06 R QLLLTADDR V
472 534.7927 1067.571 2 1067.572 -0.0014 1 75.12 3.60E-06 K KELSDIAHR I
515 554.2919 1106.569 2 1106.572 -0.0027 1 40.38 0.014 K AAQEEYIKR A
518 554.2924 1106.57 2 1106.572 -0.0017 1 71.54 1.20E-05 K AAQEEYIKR A
555 566.7914 1131.568 2 1131.571 -0.0023 0 63.51 7.00E-05 R ALANSLAC*QGK Y
556 566.7917 1131.569 2 1131.571 -0.0017 0 49.73 0.0019 R ALANSLAC*QGK Y
779 666.8531 1331.692 2 1331.693 -0.0016 0 47.95 0.002 K GILAADESTGSIAK R
780 666.8532 1331.692 2 1331.693 -0.0014 0 56.03 0.00031 K GILAADESTGSIAK R
781 666.8535 1331.692 2 1331.693 -0.0009 0 79.67 1.40E-06 K GILAADESTGSIAK R
782 666.8541 1331.694 2 1331.693 0.0005 0 49.85 0.0013 K GILAADESTGSIAK R
791 671.8588 1341.703 2 1341.704 -0.0011 0 40.17 0.0095 K ADDGRPFPQVIK S
793 448.2418 1341.704 3 1341.704 -0.0006 0 36.37 0.023 K ADDGRPFPQVIK S
795 448.242 1341.704 3 1341.704 0.0002 0 35.36 0.029 K ADDGRPFPQVIK S
819 459.9098 1376.708 3 1376.709 -0.0014 0 41.35 0.0096 M PHPYPALTPEQK K
820 689.361 1376.708 2 1376.709 -0.0013 0 50.19 0.0013 M PHPYPALTPEQK K
821 459.9099 1376.708 3 1376.709 -0.001 0 45.78 0.0033 M PHPYPALTPEQK K
888 745.8564 1489.698 2 1489.701 -0.0025 0 69.85 7.90E-06 R LQSIGTENTEENR R
889 745.8566 1489.699 2 1489.701 -0.0023 0 80.72 6.50E-07 R LQSIGTENTEENR R
957 549.6067 1645.798 3 1645.802 -0.0037 1 40.06 0.0093 R LQSIGTENTEENRR F
962 823.9077 1645.801 2 1645.802 -0.0012 1 38.1 0.014 K RLQSIGTENTEENR R
964 551.6149 1651.823 3 1651.824 -0.0012 0 68.04 1.50E-05 K FSNEEIAMATVTALR R
965 826.9187 1651.823 2 1651.824 -0.0011 0 65.04 3.00E-05 K FSNEEIAMATVTALR R
966 551.6151 1651.823 3 1651.824 -0.0006 0 35.66 0.026 K FSNEEIAMATVTALR R
967 826.9194 1651.824 2 1651.824 0.0004 0 68.67 1.10E-05 K FSNEEIAMATVTALR R
973 556.9466 1667.818 3 1667.819 -0.0009 0 61.82 5.30E-05 K FSNEEIAM@ATVTALR R
974 834.9164 1667.818 2 1667.819 -0.0005 0 106.99 1.70E-09 K FSNEEIAM@ATVTALR R
975 556.9468 1667.819 3 1667.819 -0.0003 0 70.16 7.80E-06 K FSNEEIAM@ATVTALR R
976 834.9169 1667.819 2 1667.819 0.0003 0 104.74 2.60E-09 K FSNEEIAM@ATVTALR R

1037 603.6546 1807.942 3 1807.944 -0.0024 0 34.72 0.023 K C*PLLKPWALTFSYGR A
1038 603.6548 1807.943 3 1807.944 -0.0018 0 41.12 0.0054 K C*PLLKPWALTFSYGR A
1040 603.6552 1807.944 3 1807.944 -0.0005 0 44.95 0.0019 K C*PLLKPWALTFSYGR A
1149 1044.55 2087.085 2 2087.087 -0.0021 0 71.26 4.60E-06 R VNPC*IGGVILFHETLYQK A
1160 1054.051 2106.088 2 2106.089 -0.0009 0 70.86 4.70E-06 K IGEHTPSALAIMENANVLAR Y
1164 1062.049 2122.084 2 2122.084 -0.0002 0 57.6 0.00011 K IGEHTPSALAIM@ENANVLAR Y
1165 708.3687 2122.084 3 2122.084 0.0001 0 72.1 3.90E-06 K IGEHTPSALAIM@ENANVLAR Y
1166 708.3687 2122.084 3 2122.084 0.0001 0 60.26 6.00E-05 K IGEHTPSALAIM@ENANVLAR Y
1167 708.369 2122.085 3 2122.084 0.001 0 35.32 0.018 K IGEHTPSALAIM@ENANVLAR Y
1211 1129.521 2257.027 2 2257.029 -0.002 0 146.37 9.20E-14 K YTPSGQSGAAASESLFISNHAY -
1217 1136.574 2271.133 2 2271.134 -0.0011 0 99.35 7.10E-09 K GVVPLAGTNGETTTQGLDGLSER C
1218 1136.574 2271.134 2 2271.134 -0.0002 0 99.57 7.00E-09 K GVVPLAGTNGETTTQGLDGLSER C
1220 758.0522 2271.135 3 2271.134 0.0006 0 41.73 0.0041 K GVVPLAGTNGETTTQGLDGLSER C
1307 1007.506 3019.496 3 3019.496 -0.0003 0 64.82 1.10E-05 R YASIC*QQNGIVPIVEPEILPDGDHDLK R
1310 1015.19 3042.549 3 3042.551 -0.0022 0 59.41 3.20E-05 R TVPPAVTGVTFLSGGQSEEEASINLNAINK C
1312 1015.19 3042.55 3 3042.551 -0.0015 0 67.61 4.80E-06 R TVPPAVTGVTFLSGGQSEEEASINLNAINK C
1328 784.1442 3132.548 4 3132.549 -0.0009 0 58.5 4.60E-05 K ALSDHHVYLEGTLLKPNM@VTPGHAC*TQK F
1333 1059.54 3175.597 3 3175.597 0 1 81.21 2.10E-07 R YASIC*QQNGIVPIVEPEILPDGDHDLKR C

P70404 Isocitrate dehydrogenase [NAD] subunit 220 8 8 42758 9.17 75 402.7232 803.4318 2 803.4323 -0.0005 0 40.05 0.038 R NAIM@AIR R
301 478.7921 955.5697 2 955.5702 -0.0005 0 40.22 0.0049 K DIDILIVR E
785 669.8187 1337.623 2 1337.622 0.0007 0 66.2 2.50E-05 K LGDGLFLQC*C*R E
902 767.3902 1532.766 2 1532.766 0.0001 0 42.98 0.0054 R TSLDLYANVIHC*K S

1171 726.3746 2176.102 3 2176.102 -0.0002 0 36.47 0.013 R HTVTM@IPGDGIGPELM@LHVK S
1287 831.7264 2492.158 3 2492.155 0.0021 0 36.74 0.0083 R ENTEGEYSSLEHESVAGVVESLK I
1296 664.3004 2653.172 4 2653.172 0.0009 0 36.63 0.0053 R HAC*VPVDFEEVHVSSNADEEDIR N
1339 1105.858 3314.552 3 3314.551 0.0012 0 92.19 1.70E-08 K AVLASM@DNENM@HTPDIGGQGTTSQAIQDIIR H

39 P57776 Elongation factor 1-delta 663 17 13 31274 4.91 270 478.3181 954.6216 2 954.6226 -0.001 1 25.81 0.041 K AKKPTLVAK S
448 536.7739 1071.533 2 1071.535 -0.0017 0 58.06 0.00019 M #ATNFLAHEK I
449 536.774 1071.534 2 1071.535 -0.0013 0 50.79 0.00099 M #ATNFLAHEK I
459 543.798 1085.581 2 1085.583 -0.0015 0 83.56 6.80E-07 R QENGASVILR D
681 643.358 1284.701 2 1284.704 -0.0024 0 49.98 0.00093 R GVVQDLQQAISK L
682 643.3588 1284.703 2 1284.704 -0.0008 0 79.3 1.10E-06 R GVVQDLQQAISK L
726 673.8336 1345.653 2 1345.655 -0.0022 0 73.16 5.20E-06 K LQIQC*VVEDDK V
753 708.3774 1414.74 2 1414.742 -0.0012 0 92.28 6.20E-08 R ITSLEVENQNLR G
754 472.5874 1414.741 3 1414.742 -0.0011 0 59.25 0.00012 R ITSLEVENQNLR G
758 712.3582 1422.702 2 1422.704 -0.0019 0 51.02 0.00092 R ATAPQTQHVSPMR Q
767 480.573 1438.697 3 1438.699 -0.0014 0 39.81 0.012 R ATAPQTQHVSPM@R Q
768 720.357 1438.699 2 1438.699 0.0007 0 62.98 5.10E-05 R ATAPQTQHVSPM@R Q
814 786.8585 1571.702 2 1571.704 -0.0015 0 76.13 1.40E-06 R FYEQMNGPVTSGSR Q
820 794.855 1587.696 2 1587.699 -0.0032 0 78.76 4.60E-07 R FYEQM@NGPVTSGSR Q
952 732.3599 2194.058 3 2194.061 -0.0035 0 47.37 0.0012 K SLAGSSGPGASSGPGGDHSELIVR I

1066 892.1209 2673.341 3 2673.342 -0.0011 1 41.76 0.0023 K LQIQC*VVEDDKVGTDLLEEEITK F
1073 946.4487 2836.324 3 2836.326 -0.0017 0 42.45 0.002 K SSILLDVKPWDDETDM@AQLETC*VR S

Q8CDN6 Thioredoxin-like protein 1 547 14 12 32217 4.84 173 436.7709 871.5273 2 871.528 -0.0007 0 36.29 0.029 K IFINLPR S
498 557.2286 1112.443 2 1112.444 -0.0017 0 63.41 1.00E-05 R SMDFEEAER S
515 565.2263 1128.438 2 1128.439 -0.0012 0 52.44 0.00011 R SM@DFEEAER S
833 818.3956 1634.777 2 1634.779 -0.0021 0 89.22 9.10E-08 R IDQYQGADAVGLEEK I
900 626.9521 1877.834 3 1877.839 -0.0047 0 34.37 0.019 K QHLENDPGSNEDADIPK G
901 939.9254 1877.836 2 1877.839 -0.0029 0 60.91 4.00E-05 K QHLENDPGSNEDADIPK G
902 630.9896 1889.947 3 1889.948 -0.0012 1 54.62 0.00026 K VRIDQYQGADAVGLEEK I
953 733.7058 2198.095 3 2198.097 -0.0014 0 51.09 0.00047 M VGVKPVGSDPDFQPELSGAGSR L

1001 761.6328 2281.876 3 2281.879 -0.0022 0 38.7 0.00036 K AGC*EC*LNESDEHGFDNC*LR K
1024 1155.558 2309.102 2 2309.104 -0.0022 0 80.08 5.60E-07 R ISYFTFIGTPVQATNM@NDFK R
1059 843.0729 2526.197 3 2526.199 -0.0017 0 96.09 1.10E-08 K FQNVNSVTLFVQSNQGEEETTR I
1060 856.7717 2567.293 3 2567.297 -0.0033 1 70.26 4.30E-06 R SEPTQALELTEDDIKEDGIVPLR Y
1061 856.7718 2567.294 3 2567.297 -0.0031 1 41.52 0.0032 R SEPTQALELTEDDIKEDGIVPLR Y
1072 939.1101 2814.309 3 2814.309 -0.0007 0 48.89 0.00047 K DM@SFLESDC*DEQLLITVAFNQPVK L

P48036 Annexin A5 293 9 9 35730 4.83 315 494.2704 986.5262 2 986.5284 -0.0022 0 52.02 0.00094 R TPEELSAIK Q
321 496.755 991.4954 2 991.4974 -0.002 0 52.11 0.001 R QEIAQEFK T
341 501.3025 1000.59 2 1000.592 -0.0013 0 63.59 4.90E-05 K VLTEIIASR T
575 586.8447 1171.675 2 1171.675 0.0001 0 50.35 0.00069 R M@LVVLLQANR D
671 634.7985 1267.582 2 1267.583 -0.001 0 66.79 1.80E-05 R GTVTDFPGFDGR A
828 807.4582 1612.902 2 1612.904 -0.0017 0 54.04 0.00015 R ETSGNLEQLLLAVVK S
850 852.4446 1702.875 2 1702.874 0.001 0 59.98 8.00E-05 K GLGTDEDSILNLLTSR S
860 875.4415 1748.868 2 1748.87 -0.0011 0 49.01 0.0012 R SIPAYLAETLYYAM@K G
888 909.9321 1817.85 2 1817.851 -0.001 0 48.23 0.00099 K YM@TISGFQIEETIDR E

P58771 Tropomyosin alpha-1 chain 264 10 10 32675 4.69 450 537.2818 1072.549 2 1072.551 -0.0022 1 55.23 0.00046 K LDKENALDR A
502 560.7619 1119.509 2 1119.512 -0.0025 0 36.03 0.025 K C*AELEEELK T
519 566.3073 1130.6 2 1130.601 -0.0006 0 45.95 0.004 K MEIQEIQLK E
531 574.3041 1146.594 2 1146.595 -0.0017 0 38.08 0.024 K M@EIQEIQLK E
645 622.3296 1242.645 2 1242.646 -0.0009 0 63.71 4.40E-05 R IQLVEEELDR A
693 651.3502 1300.686 2 1300.687 -0.0015 0 54.51 0.00033 K QLEDELVSLQK K
705 657.8857 1313.757 2 1313.755 0.0014 1 44.35 0.002 R KLVIIESDLER A
717 666.8223 1331.63 2 1331.632 -0.0017 0 59.08 0.00013 K ATDAEADVASLNR R
807 769.8641 1537.714 2 1537.715 -0.001 0 84.54 2.60E-07 K SIDDLEDELYAQK L
839 550.2745 1647.802 3 1647.803 -0.0009 1 35.12 0.034 K DEEKM@EIQEIQLK E

Q8CHP8 Phosphoglycolate phosphatase 168 5 5 34519 5.21 473 547.2939 1092.573 2 1092.575 -0.0017 0 41.68 0.011 R FIAGTGC*LVR A
691 649.3406 1296.667 2 1296.667 -0.0006 0 35.15 0.036 R GETAVPGAPETLR A
806 768.4026 1534.791 2 1534.791 -0.0006 0 40.44 0.0088 R LDTDILLGSTC*SLK T
815 788.4451 1574.876 2 1574.877 -0.0011 0 88.48 4.70E-08 K TILTLTGVSSLEDVK S
920 987.4561 1972.898 2 1972.899 -0.0014 0 44.07 0.0021 R FIFDC*VSQEYGINPER T

40 P14152 Malate dehydrogenase, cytoplasmic 192 5 5 36488 6.16 294 459.2499 916.4852 2 916.4866 -0.0014 0 51.63 0.0014 K LGVTADDVK N
465 513.7365 1025.459 2 1025.46 -0.0015 0 51.32 0.00072 K ENFSC*LTR L
710 589.8113 1177.608 2 1177.609 -0.0011 0 50.37 0.0014 K GEFITTVQQR G

1031 879.4635 1756.913 2 1756.914 -0.0017 0 80.02 7.10E-07 K VIVVGNPANTNC*LTASK S
1230 862.4686 2584.384 3 2584.39 -0.0062 0 64.97 6.30E-06 R VLVTGAAGQIAYSLLYSIGNGSVFGK D

41 P16125 L-lactate dehydrogenase B chain 1589 47 22 36549 5.7 280 457.2939 912.5732 2 912.5757 -0.0025 0 72.32 2.20E-06 K IVVVTAGVR Q
281 457.294 912.5734 2 912.5757 -0.0023 0 30.17 0.036 K IVVVTAGVR Q
337 480.2782 958.5419 2 958.5447 -0.0028 0 38.69 0.019 R GLTSVINQK L
339 480.2783 958.5421 2 958.5447 -0.0027 0 50.55 0.0012 R GLTSVINQK L
340 480.2786 958.5427 2 958.5447 -0.002 0 50.79 0.0012 R GLTSVINQK L
711 588.7974 1175.58 2 1175.582 -0.0021 0 56.71 0.0003 K SADTLWDIQK D
729 593.8239 1185.633 2 1185.635 -0.0021 1 58.66 0.00015 K LKDDEVAQLR K
730 593.824 1185.634 2 1185.635 -0.0018 1 40.86 0.0098 K LKDDEVAQLR K
822 624.8024 1247.59 2 1247.593 -0.0025 0 49.01 0.0013 R VIGSGC*NLDSAR F
823 624.8027 1247.591 2 1247.593 -0.002 0 71.36 7.70E-06 R VIGSGC*NLDSAR F
825 624.8028 1247.591 2 1247.593 -0.0018 0 45.08 0.0037 R VIGSGC*NLDSAR F
830 627.3247 1252.635 2 1252.637 -0.0024 0 57.41 0.00019 K MVVDSAYEVIK L
831 627.3251 1252.636 2 1252.637 -0.0017 0 54.78 0.00038 K MVVDSAYEVIK L
859 635.3218 1268.629 2 1268.632 -0.0032 0 43.08 0.0052 K M@VVDSAYEVIK L
860 635.3223 1268.63 2 1268.632 -0.0023 0 56.85 0.0002 K M@VVDSAYEVIK L
982 504.2621 1509.765 3 1509.768 -0.0029 1 35.08 0.027 K IVADKDYSVTANSK I
983 504.2625 1509.766 3 1509.768 -0.0018 1 52.83 0.00047 K IVADKDYSVTANSK I
984 755.8904 1509.766 2 1509.768 -0.0013 1 51.88 0.00061 K IVADKDYSVTANSK I
985 755.8904 1509.766 2 1509.768 -0.0011 1 72.87 4.80E-06 K IVADKDYSVTANSK I

1020 813.9185 1625.823 2 1625.826 -0.0036 0 65.65 2.40E-05 K LIASVADDEAAVPNNK I
1022 813.9191 1625.824 2 1625.826 -0.0025 0 52.71 0.0005 K LIASVADDEAAVPNNK I
1026 543.957 1628.849 3 1628.851 -0.0018 0 58.57 0.00011 K SLADELALVDVLEDK L
1027 815.4322 1628.85 2 1628.851 -0.001 0 102.83 4.10E-09 K SLADELALVDVLEDK L
1028 815.4324 1628.85 2 1628.851 -0.0007 0 57.99 0.00013 K SLADELALVDVLEDK L
1036 553.6701 1657.989 3 1657.992 -0.0035 1 20.49 0.05 R NVNVFKFIIPQIVK Y
1120 624.3494 1870.026 3 1870.03 -0.0036 1 34.96 0.011 K SLADELALVDVLEDKLK G
1121 936.0208 1870.027 2 1870.03 -0.0028 1 92.33 2.00E-08 K SLADELALVDVLEDKLK G
1135 644.6486 1930.924 3 1930.928 -0.0041 0 43.71 0.003 K GEMMDLQHGSLFLQTPK I
1143 649.9799 1946.918 3 1946.923 -0.0051 0 40.24 0.0063 K GEM@MDLQHGSLFLQTPK I
1147 655.3115 1962.913 3 1962.918 -0.0054 0 46.2 0.0014 K GEM@M@DLQHGSLFLQTPK I
1151 658.3677 1972.081 3 1972.085 -0.0038 0 69.92 2.60E-06 K ITVVGVGQVGMAC*AISILGK S
1152 658.368 1972.082 3 1972.085 -0.0027 0 44.87 0.00082 K ITVVGVGQVGMAC*AISILGK S
1153 987.0485 1972.082 2 1972.085 -0.0026 0 113.7 1.10E-10 K ITVVGVGQVGMAC*AISILGK S
1160 663.6986 1988.074 3 1988.08 -0.0059 0 35.1 0.0097 K ITVVGVGQVGM@AC*AISILGK S
1163 663.6993 1988.076 3 1988.08 -0.0037 0 67.22 6.00E-06 K ITVVGVGQVGM@AC*AISILGK S
1164 995.0455 1988.076 2 1988.08 -0.0035 0 96.86 6.60E-09 K ITVVGVGQVGM@AC*AISILGK S
1165 995.0456 1988.077 2 1988.08 -0.0032 0 94.63 1.10E-08 K ITVVGVGQVGM@AC*AISILGK S
1166 663.6995 1988.077 3 1988.08 -0.0031 0 67.01 6.10E-06 K ITVVGVGQVGM@AC*AISILGK S
1167 995.0472 1988.08 2 1988.08 0.0001 0 44.73 0.0011 K ITVVGVGQVGM@AC*AISILGK S
1201 1091.068 2180.122 2 2180.119 0.003 0 77.79 7.60E-07 K GYTNWAIGLSVADLIESMLK N
1208 1099.062 2196.109 2 2196.114 -0.0044 0 103.29 2.80E-09 K GYTNWAIGLSVADLIESM@LK N
1277 1148.574 2295.134 2 2295.139 -0.005 0 38.43 0.008 K GMYGIENEVFLSLPC*ILNAR G
1278 766.0521 2295.134 3 2295.139 -0.0048 0 34.12 0.021 K GMYGIENEVFLSLPC*ILNAR G
1295 1156.573 2311.131 2 2311.134 -0.0036 0 69 1.20E-05 K GM@YGIENEVFLSLPC*ILNAR G
1296 1156.573 2311.132 2 2311.134 -0.0024 0 41.63 0.0066 K GM@YGIENEVFLSLPC*ILNAR G
1297 771.3847 2311.132 3 2311.134 -0.0018 0 55.5 0.00028 K GM@YGIENEVFLSLPC*ILNAR G



1343 1342.184 2682.354 2 2682.362 -0.0079 0 57.87 6.60E-05 K YSPDC*TIIVVSNPVDILTYVTWK L
P45376 Aldose reductase 433 15 12 35709 6.71 234 441.7919 881.5692 2 881.5698 -0.0006 0 31.23 0.0087 R ILNKPGLK Y

266 451.2762 900.5378 2 900.5393 -0.0015 0 51.63 0.00082 K TTAQVLIR F
322 475.2703 948.526 2 948.528 -0.0021 0 37.32 0.017 R QDLFIVSK L
466 520.2394 1038.464 2 1038.466 -0.0018 0 46.81 0.0019 R VC*ALMSC*AK H
493 525.257 1048.499 2 1048.501 -0.0018 0 38.08 0.025 K LIEYC*HSK G
569 553.3203 1104.626 2 1104.629 -0.0031 1 44.94 0.0024 K RQDLFIVSK L
792 613.3112 1224.608 2 1224.61 -0.0021 0 59.34 0.00015 M #ASHLELNNGTK M
979 502.2322 1503.675 3 1503.678 -0.0028 0 35.56 0.016 R HIDC*AQVYQNEK E
980 752.8454 1503.676 2 1503.678 -0.0014 0 72.99 3.30E-06 R HIDC*AQVYQNEK E
993 514.974 1541.9 3 1541.904 -0.004 1 24.75 0.045 K TTAQVLIRFPIQR N

1005 794.4266 1586.839 2 1586.842 -0.0029 0 78.88 1.10E-06 K TIGVSNFNPLQIER I
1006 794.4267 1586.839 2 1586.842 -0.0028 0 50.66 0.00075 K TIGVSNFNPLQIER I
1227 555.2778 2217.082 4 2217.089 -0.0066 0 38.73 0.0076 K YKPAVNQIEC*HPYLTQEK L
1228 740.035 2217.083 3 2217.089 -0.0057 0 44.56 0.0022 K YKPAVNQIEC*HPYLTQEK L
1247 1120.013 2238.011 2 2238.015 -0.0045 0 99.27 3.80E-09 K VFDFEVSSEDM@ATLLSYNR N

P14869 60S acidic ribosomal protein P0 189 6 6 34195 5.91 48 386.205 770.3954 2 770.3963 -0.0008 0 36.43 0.027 K SNYFLK I
779 609.3412 1216.668 2 1216.67 -0.0024 0 60.69 9.40E-05 K IIQLLDDYPK C
903 657.3573 1312.7 2 1312.703 -0.0027 0 82.01 5.30E-07 K TSFFQALGITTK I

1138 970.5143 1939.014 2 1939.019 -0.005 0 37.03 0.011 R VLALSVETEYTFPLTEK V
1346 899.4717 2695.393 3 2695.397 -0.0035 0 32.56 0.018 K AFLADPSAFAAAAPAAAATTAAPAAAAAPAK A
1353 929.8199 2786.438 3 2786.443 -0.0047 0 70.33 2.60E-06 R NVASVC*LQIGYPTVASVPHSIINGYK R

P14152 Malate dehydrogenase, cytoplasmic 186 7 7 36488 6.16 74 398.2272 794.4398 2 794.4399 -0.0001 0 35.37 0.034 K AIADHIR D
290 459.25 916.4854 2 916.4866 -0.0011 0 54.88 0.0007 K LGVTADDVK N
436 513.7357 1025.457 2 1025.46 -0.0033 0 44.23 0.003 K ENFSC*LTR L
718 589.8096 1177.605 2 1177.609 -0.0046 0 51.18 0.0013 K GEFITTVQQR G

1064 879.4626 1756.911 2 1756.914 -0.0036 0 85.15 2.10E-07 K VIVVGNPANTNC*LTASK S
1110 915.934 1829.853 2 1829.857 -0.0037 1 32.8 0.035 K ELTEEKETAFEFLSSA -
1334 862.47 2584.388 3 2584.39 -0.0018 0 59.42 2.20E-05 R VLVTGAAGQIAYSLLYSIGNGSVFGK D

P10518 Delta-aminolevulinic acid dehydratase 169 5 5 36000 6.32 491 524.8043 1047.594 2 1047.596 -0.0024 0 76.36 1.60E-06 R LAEVALAYAK A
782 611.2778 1220.541 2 1220.542 -0.0011 0 32.15 0.036 R DAAQSSPAFGDR R
827 626.2834 1250.552 2 1250.554 -0.0021 0 36.52 0.016 K FASC*FYGPFR D
833 628.3194 1254.624 2 1254.628 -0.0036 0 38.04 0.017 R TAVLETM@TAFR R

1055 867.4942 1732.974 2 1732.976 -0.0025 0 64.61 1.00E-05 R AGADIIITYFAPQLLK W

42 P16125 L-lactate dehydrogenase B chain 988 29 21 36549 5.7 242 457.2944 912.5742 2 912.5757 -0.0015 0 68.75 6.00E-06 K IVVVTAGVR Q
281 473.2352 944.4558 2 944.4563 -0.0005 0 35.78 0.036 K DDEVAQLR K
296 479.3097 956.6048 2 956.6059 -0.001 0 30.52 0.034 K FIIPQIVK Y
298 480.2791 958.5436 2 958.5447 -0.0012 0 36.95 0.031 R GLTSVINQK L
626 588.7974 1175.58 2 1175.582 -0.002 0 58.4 0.00021 K SADTLWDIQK D
643 593.824 1185.634 2 1185.635 -0.0018 1 49.23 0.0014 K LKDDEVAQLR K
709 624.8025 1247.59 2 1247.593 -0.0024 0 80.19 1.00E-06 R VIGSGC*NLDSAR F
714 627.325 1252.636 2 1252.637 -0.0018 0 61.39 8.30E-05 K MVVDSAYEVIK L
731 635.3226 1268.631 2 1268.632 -0.0015 0 49.32 0.0012 K M@VVDSAYEVIK L
811 504.2622 1509.765 3 1509.768 -0.0028 1 56.38 0.0002 K IVADKDYSVTANSK I
813 755.8902 1509.766 2 1509.768 -0.0016 1 62.3 5.30E-05 K IVADKDYSVTANSK I
858 813.9192 1625.824 2 1625.826 -0.0022 0 79.27 1.10E-06 K LIASVADDEAAVPNNK I
859 813.9196 1625.825 2 1625.826 -0.0014 0 44.06 0.0035 K LIASVADDEAAVPNNK I
867 543.9574 1628.85 3 1628.851 -0.0005 0 62.08 5.10E-05 K SLADELALVDVLEDK L
962 936.0223 1870.03 2 1870.03 0.0001 1 49.69 0.00032 K SLADELALVDVLEDKLK G
980 649.9808 1946.921 3 1946.923 -0.0025 0 34.84 0.021 K GEM@MDLQHGSLFLQTPK I
981 655.3121 1962.915 3 1962.918 -0.0034 0 43.94 0.0024 K GEM@M@DLQHGSLFLQTPK I
985 658.3689 1972.085 3 1972.085 -0.0001 0 66.91 5.20E-06 K ITVVGVGQVGMAC*AISILGK S
986 987.0499 1972.085 2 1972.085 0.0003 0 110.53 2.20E-10 K ITVVGVGQVGMAC*AISILGK S
992 663.6996 1988.077 3 1988.08 -0.0028 0 65.65 8.20E-06 K ITVVGVGQVGM@AC*AISILGK S
993 995.0464 1988.078 2 1988.08 -0.0017 0 111.14 2.40E-10 K ITVVGVGQVGM@AC*AISILGK S
994 663.7003 1988.079 3 1988.08 -0.0009 0 58.29 4.90E-05 K ITVVGVGQVGM@AC*AISILGK S

1035 730.3741 2188.101 3 2188.102 -0.0014 1 40.47 0.0051 K LKGEM@MDLQHGSLFLQTPK I
1040 1099.062 2196.11 2 2196.114 -0.0037 0 77.04 1.10E-06 K GYTNWAIGLSVADLIESM@LK N
1126 766.0519 2295.134 3 2295.139 -0.0053 0 32.91 0.028 K GMYGIENEVFLSLPC*ILNAR G
1146 1156.573 2311.132 2 2311.134 -0.0024 0 71.38 7.00E-06 K GM@YGIENEVFLSLPC*ILNAR G
1147 1156.574 2311.133 2 2311.134 -0.0009 0 47.62 0.0017 K GM@YGIENEVFLSLPC*ILNAR G
1148 771.3851 2311.133 3 2311.134 -0.0007 0 45 0.003 K GM@YGIENEVFLSLPC*ILNAR G
1149 771.3851 2311.134 3 2311.134 -0.0005 0 56.24 0.00022 K GM@YGIENEVFLSLPC*ILNAR G

P45376 Aldose reductase 792 30 18 35709 6.71 126 422.2683 842.522 2 842.5225 -0.0005 1 32.31 0.05 K LKEQVVK R
195 441.7917 881.5689 2 881.5698 -0.0009 0 35.34 0.0034 R ILNKPGLK Y
196 441.7918 881.5691 2 881.5698 -0.0007 0 26.85 0.024 R ILNKPGLK Y
226 451.2762 900.5379 2 900.5393 -0.0013 0 70.22 1.10E-05 K TTAQVLIR F
228 451.2764 900.5383 2 900.5393 -0.001 0 39.51 0.01 K TTAQVLIR F
229 451.2765 900.5385 2 900.5393 -0.0008 0 37.58 0.016 K TTAQVLIR F
239 453.7552 905.4958 2 905.4971 -0.0012 0 41.93 0.0084 K VAIDLGYR H
287 475.2705 948.5265 2 948.528 -0.0015 0 44.91 0.0031 R QDLFIVSK L
312 486.771 971.5274 2 971.5287 -0.0014 0 39.3 0.015 K EVGVALQEK L
410 520.2394 1038.464 2 1038.466 -0.0017 0 42.45 0.0051 R VC*ALMSC*AK H
411 520.2395 1038.465 2 1038.466 -0.0016 0 41.81 0.0059 R VC*ALMSC*AK H
445 528.2374 1054.46 2 1054.461 -0.0006 0 41.25 0.0055 R VC*ALM@SC*AK H
496 552.2982 1102.582 2 1102.585 -0.0026 0 49.61 0.0019 K MPTLGLGTWK S
497 553.3208 1104.627 2 1104.629 -0.0021 1 56.86 0.00015 K RQDLFIVSK L
498 553.321 1104.627 2 1104.629 -0.0017 1 49.02 0.0011 K RQDLFIVSK L
499 553.3212 1104.628 2 1104.629 -0.0014 1 36.61 0.019 K RQDLFIVSK L
523 556.8003 1111.586 2 1111.587 -0.0013 0 47.04 0.002 K SPPGQVTEAVK V
690 613.3115 1224.609 2 1224.61 -0.0013 0 49.49 0.0016 M #ASHLELNNGTK M
807 502.2321 1503.675 3 1503.678 -0.003 0 51.01 0.00046 R HIDC*AQVYQNEK E
809 752.8452 1503.676 2 1503.678 -0.0017 0 70.11 6.30E-06 R HIDC*AQVYQNEK E
810 752.8453 1503.676 2 1503.678 -0.0016 0 75.21 2.00E-06 R HIDC*AQVYQNEK E
825 514.9743 1541.901 3 1541.904 -0.0031 1 37.36 0.0024 K TTAQVLIRFPIQR N
839 794.426 1586.838 2 1586.842 -0.0042 0 78.35 1.40E-06 K TIGVSNFNPLQIER I
840 529.9534 1586.838 3 1586.842 -0.0034 0 60.39 8.10E-05 K TIGVSNFNPLQIER I
841 794.4272 1586.84 2 1586.842 -0.0017 0 74.71 3.20E-06 K TIGVSNFNPLQIER I

1064 555.2782 2217.084 4 2217.089 -0.0051 0 33.62 0.025 K YKPAVNQIEC*HPYLTQEK L
1066 740.0357 2217.085 3 2217.089 -0.0035 0 36.98 0.011 K YKPAVNQIEC*HPYLTQEK L
1089 747.0114 2238.012 3 2238.015 -0.0028 0 37.75 0.0051 K VFDFEVSSEDM@ATLLSYNR N
1090 1120.014 2238.013 2 2238.015 -0.0025 0 106.59 6.70E-10 K VFDFEVSSEDM@ATLLSYNR N
1239 969.8071 2906.399 3 2906.401 -0.0014 1 37.5 0.0066 R IAENLKVFDFEVSSEDM@ATLLSYNR N

P07356 Annexin A2 214 6 5 38652 7.55 470 537.2947 1072.575 2 1072.576 -0.0016 0 53.29 0.00093 R DALNIETAVK T
706 622.814 1243.614 2 1243.616 -0.0021 0 60.87 9.30E-05 R TNQELQEINR V
785 711.3501 1420.686 2 1420.687 -0.0018 0 47.63 0.002 K SLYYYIQQDTK G
874 550.9969 1649.969 3 1649.972 -0.0026 0 45.18 0.00025 K SALSGHLETVILGLLK T
875 825.9921 1649.97 2 1649.972 -0.0019 0 53.72 3.90E-05 K SALSGHLETVILGLLK T

1237 946.8107 2837.41 3 2837.417 -0.0067 0 37.66 0.0065 K GDLENAFLNLVQC*IQNKPLYFADR L
P14869 60S acidic ribosomal protein P0 132 4 4 34195 5.91 682 609.3414 1216.668 2 1216.67 -0.002 0 44.99 0.0034 K IIQLLDDYPK C

756 657.3577 1312.701 2 1312.703 -0.0019 0 69.03 1.10E-05 K TSFFQALGITTK I
1225 899.4725 2695.396 3 2695.397 -0.0013 0 29.63 0.035 K AFLADPSAFAAAAPAAAATTAAPAAAAAPAK A
1234 929.8204 2786.439 3 2786.443 -0.0032 0 63.8 1.10E-05 R NVASVC*LQIGYPTVASVPHSIINGYK R

43 P16858 Glyceraldehyde-3-phosphate dehydroge 1068 30 14 35787 8.44 784 614.3086 1226.603 2 1226.604 -0.0013 0 83.19 5.60E-07 R VVDLMAYMASK E
809 622.3052 1242.596 2 1242.599 -0.003 0 55.7 0.00022 R VVDLMAYM@ASK E
810 622.3055 1242.596 2 1242.599 -0.0024 0 37.86 0.013 R VVDLMAYM@ASK E
811 622.3057 1242.597 2 1242.599 -0.002 0 67.13 1.60E-05 R VVDLMAYM@ASK E
824 630.3022 1258.59 2 1258.594 -0.0038 0 47.58 0.0014 R VVDLM@AYM@ASK E
825 630.3023 1258.59 2 1258.594 -0.0037 0 55.23 0.00024 R VVDLM@AYM@ASK E
914 685.3748 1368.735 2 1368.736 -0.0011 0 50.02 0.0008 R GAAQNIIPASTGAAK A
927 694.8236 1387.633 2 1387.636 -0.0037 1 84.97 2.20E-07 R VVDLM@AYM@ASKE -

1006 778.9071 1555.8 2 1555.803 -0.0032 0 78.35 1.20E-06 R VPTPNVSVVDLTC*R L
1007 778.9072 1555.8 2 1555.803 -0.0031 0 83.42 3.70E-07 R VPTPNVSVVDLTC*R L
1008 519.6072 1555.8 3 1555.803 -0.003 0 40.84 0.0063 R VPTPNVSVVDLTC*R L
1009 778.9081 1555.802 2 1555.803 -0.0011 0 61.37 6.10E-05 R VPTPNVSVVDLTC*R L
1044 543.3215 1626.943 3 1626.946 -0.0031 0 59.17 2.10E-05 K LVINGKPITIFQER D
1045 814.4792 1626.944 2 1626.946 -0.0018 0 60.13 1.80E-05 K LVINGKPITIFQER D
1112 593.936 1778.786 3 1778.79 -0.0037 0 35.32 0.013 K LISWYDNEYGYSNR V
1113 890.4014 1778.788 2 1778.79 -0.0018 0 63.72 2.10E-05 K LISWYDNEYGYSNR V
1140 607.3052 1818.894 3 1818.897 -0.0031 0 63.77 3.50E-05 K IVSNASC*TTNC*LAPLAK V
1141 910.4547 1818.895 2 1818.897 -0.0019 0 74.48 3.10E-06 K IVSNASC*TTNC*LAPLAK V
1271 749.0369 2244.089 3 2244.092 -0.0029 0 36.58 0.012 R VIISAPSADAPM@FVM@GVNHEK Y
1274 1123.053 2244.091 2 2244.092 -0.0005 0 35.5 0.016 R VIISAPSADAPM@FVM@GVNHEK Y
1305 769.6862 2306.037 3 2306.041 -0.0046 0 36.41 0.0086 K WGEAGAEYVVESTGVFTTM@EK A
1306 1154.027 2306.038 2 2306.041 -0.0029 0 106.14 8.60E-10 K WGEAGAEYVVESTGVFTTM@EK A
1334 801.0701 2400.189 3 2400.193 -0.0044 1 32.18 0.029 K RVIISAPSADAPM@FVM2GVNHEK Y
1343 865.7906 2594.35 3 2594.353 -0.0027 0 48.45 0.00043 K VIHDNFGIVEGLMTTVHAITATQK T
1345 871.121 2610.341 3 2610.348 -0.0065 0 67.22 6.40E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1346 653.5928 2610.342 4 2610.348 -0.0056 0 37.2 0.0067 K VIHDNFGIVEGLM@TTVHAITATQK T
1347 871.1215 2610.343 3 2610.348 -0.0049 0 63.64 1.50E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1348 871.1216 2610.343 3 2610.348 -0.0047 0 37.65 0.0059 K VIHDNFGIVEGLM@TTVHAITATQK T
1349 653.5931 2610.344 4 2610.348 -0.0041 0 36.7 0.0072 K VIHDNFGIVEGLM@TTVHAITATQK T
1391 1118.859 3353.556 3 3353.563 -0.0065 0 76.65 3.80E-07 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F

P16125 L-lactate dehydrogenase B chain 753 19 12 36549 5.7 337 480.2786 958.5426 2 958.5447 -0.0022 0 51.35 0.001 R GLTSVINQK L
699 588.7969 1175.579 2 1175.582 -0.0031 0 40.67 0.012 K SADTLWDIQK D
721 593.8239 1185.633 2 1185.635 -0.0021 1 49.73 0.0012 K LKDDEVAQLR K
723 396.2189 1185.635 3 1185.635 -0.0004 1 46.3 0.0028 K LKDDEVAQLR K
816 624.8023 1247.59 2 1247.593 -0.0028 0 84.1 3.80E-07 R VIGSGC*NLDSAR F
822 627.3248 1252.635 2 1252.637 -0.0023 0 66.82 2.20E-05 K MVVDSAYEVIK L
840 635.322 1268.63 2 1268.632 -0.0027 0 42.72 0.0054 K M@VVDSAYEVIK L
984 755.8898 1509.765 2 1509.768 -0.0024 1 77.47 1.60E-06 K IVADKDYSVTANSK I
985 504.2625 1509.766 3 1509.768 -0.0017 1 62.12 5.50E-05 K IVADKDYSVTANSK I

1041 813.9186 1625.823 2 1625.826 -0.0033 0 69.47 9.90E-06 K LIASVADDEAAVPNNK I
1050 543.9565 1628.848 3 1628.851 -0.0032 0 50.61 0.00076 K SLADELALVDVLEDK L
1051 815.4312 1628.848 2 1628.851 -0.0031 0 89.01 1.10E-07 K SLADELALVDVLEDK L
1052 815.4324 1628.85 2 1628.851 -0.0005 0 57.12 0.00016 K SLADELALVDVLEDK L
1192 658.3679 1972.082 3 1972.085 -0.003 0 67.05 4.80E-06 K ITVVGVGQVGMAC*AISILGK S
1193 987.0486 1972.083 2 1972.085 -0.0023 0 79.85 2.50E-07 K ITVVGVGQVGMAC*AISILGK S
1197 995.0457 1988.077 2 1988.08 -0.003 0 80.15 2.90E-07 K ITVVGVGQVGM@AC*AISILGK S
1198 663.6997 1988.077 3 1988.08 -0.0026 0 60.29 2.70E-05 K ITVVGVGQVGM@AC*AISILGK S
1199 663.7 1988.078 3 1988.08 -0.0019 0 72.51 1.70E-06 K ITVVGVGQVGM@AC*AISILGK S
1307 1156.572 2311.129 2 2311.134 -0.0055 0 53.69 0.00025 K GM@YGIENEVFLSLPC*ILNAR G

P07356 Annexin A2 696 21 14 38652 7.55 26 381.2329 760.4513 2 760.4517 -0.0004 0 51.42 0.00083 K LM@VALAK G
543 537.2947 1072.575 2 1072.576 -0.0016 0 58.27 0.00029 R DALNIETAVK T
627 564.7885 1127.563 2 1127.565 -0.002 0 42.33 0.0067 M #STVHEILC*K L
776 611.8002 1221.586 2 1221.588 -0.0018 0 58.09 0.0002 K TPAQYDASELK A
779 613.2872 1224.56 2 1224.562 -0.0025 0 71.91 5.70E-06 K DIISDTSGDFR K
812 622.8137 1243.613 2 1243.616 -0.0028 0 61.62 7.00E-05 R TNQELQEINR V
813 622.8141 1243.614 2 1243.616 -0.0019 0 52.38 0.00068 R TNQELQEINR V
900 677.3351 1352.656 2 1352.657 -0.0015 1 52.07 0.0007 K DIISDTSGDFRK L
940 711.3499 1420.685 2 1420.687 -0.0023 0 63.63 4.80E-05 K SLYYYIQQDTK G



958 724.8333 1447.652 2 1447.654 -0.002 0 34.96 0.022 K SYSPYDM@LESIK K
998 771.9267 1541.839 2 1541.841 -0.0025 0 88.49 1.00E-07 K GVDEVTIVNILTNR S
999 514.9536 1541.839 3 1541.841 -0.0023 0 34.17 0.027 K GVDEVTIVNILTNR S

1000 771.9276 1541.841 2 1541.841 -0.0006 0 63.14 3.60E-05 K GVDEVTIVNILTNR S
1059 550.996 1649.966 3 1649.972 -0.0053 0 46.13 0.00024 K SALSGHLETVILGLLK T
1060 550.9964 1649.967 3 1649.972 -0.0042 0 34.87 0.0035 K SALSGHLETVILGLLK T
1061 825.9915 1649.969 2 1649.972 -0.0031 0 77.59 1.70E-07 K SALSGHLETVILGLLK T
1110 889.4338 1776.853 2 1776.856 -0.0034 0 64.17 3.10E-05 K GLGTDEDSLIEIIC*SR T
1111 593.2918 1776.854 3 1776.856 -0.0028 0 45.92 0.002 K GLGTDEDSLIEIIC*SR T
1172 954.9432 1907.872 2 1907.875 -0.0029 0 67.68 9.30E-06 R AEDGSVIDYELIDQDAR E
1173 636.9648 1907.873 3 1907.875 -0.0023 0 49.78 0.00057 R AEDGSVIDYELIDQDAR E
1361 735.3503 2937.372 4 2937.378 -0.0058 0 34.57 0.013 K LSLEGDHSTPPSAYGSVKPYTNFDAER D

P08249 Malate dehydrogenase, mitochondrial 668 19 15 35589 8.93 389 496.7732 991.5319 2 991.5338 -0.0019 0 41.62 0.0083 R ANTFVAELK G
542 537.2946 1072.575 2 1072.576 -0.0017 0 57.69 0.00034 R IQEAGTEVVK A
604 557.8111 1113.608 2 1113.61 -0.0027 0 58.85 0.00016 K MIAEAIPELK A
630 565.8093 1129.604 2 1129.605 -0.0012 0 40.18 0.014 K M@IAEAIPELK A
653 383.2237 1146.649 3 1146.651 -0.0016 0 34.35 0.031 R VNVPVIGGHAGK T
793 617.3628 1232.711 2 1232.713 -0.0019 0 51.27 0.00035 K IFGVTTLDIVR A
890 669.8622 1337.71 2 1337.713 -0.0028 0 70.01 1.00E-05 K GC*DVVVIPAGVPR K
895 672.3355 1342.657 2 1342.659 -0.0027 0 66.82 2.00E-05 R FVFSLVDAM@NGK E
910 684.8257 1367.637 2 1367.639 -0.0023 0 49.26 0.0011 K EGVVEC*SFVQSK E
961 727.8552 1453.696 2 1453.698 -0.0026 0 59.86 0.0001 K AGAGSATLSMAYAGAR F
968 735.8524 1469.69 2 1469.693 -0.0031 0 111.01 6.60E-10 K AGAGSATLSM@AYAGAR F

1011 780.9028 1559.791 2 1559.794 -0.0033 0 70.69 8.40E-06 K VDFPQDQLATLTGR I
1012 780.9031 1559.792 2 1559.794 -0.0028 0 54.38 0.00034 K VDFPQDQLATLTGR I
1102 879.9335 1757.853 2 1757.855 -0.0021 0 52.56 0.00046 K ETEC*TYFSTPLLLGK K
1123 897.0461 1792.078 2 1792.082 -0.0046 0 67.23 4.70E-07 K VAVLGASGGIGQPLSLLLK N
1124 598.3669 1792.079 3 1792.082 -0.0032 0 36.8 0.00053 K VAVLGASGGIGQPLSLLLK N
1125 897.0471 1792.08 2 1792.082 -0.0027 0 87.95 3.90E-09 K VAVLGASGGIGQPLSLLLK N
1330 599.0661 2392.235 4 2392.239 -0.0034 0 35.23 0.011 R LTLYDIAHTPGVAADLSHIETR A
1331 798.4194 2392.237 3 2392.239 -0.0022 0 93.12 1.80E-08 R LTLYDIAHTPGVAADLSHIETR A

P45376 Aldose reductase 630 25 16 35709 6.71 152 422.2685 842.5224 2 842.5225 -0.0002 1 37.57 0.015 K LKEQVVK R
224 441.792 881.5694 2 881.5698 -0.0004 0 25.9 0.03 R ILNKPGLK Y
261 451.2759 900.5372 2 900.5393 -0.0021 0 49.99 0.00089 K TTAQVLIR F
271 453.755 905.4955 2 905.4971 -0.0016 0 42.76 0.0072 K VAIDLGYR H
326 475.2704 948.5263 2 948.528 -0.0017 0 40.73 0.0082 R QDLFIVSK L
357 486.7709 971.5273 2 971.5287 -0.0014 0 62.01 8.00E-05 K EVGVALQEK L
466 520.2388 1038.463 2 1038.466 -0.0031 0 41.15 0.0062 R VC*ALMSC*AK H
467 520.2394 1038.464 2 1038.466 -0.0017 0 41.91 0.0058 R VC*ALMSC*AK H
504 528.2369 1054.459 2 1054.461 -0.0016 0 32.93 0.038 R VC*ALM@SC*AK H
577 553.3205 1104.626 2 1104.629 -0.0027 1 37.04 0.014 K RQDLFIVSK L
578 553.321 1104.627 2 1104.629 -0.0017 1 49.07 0.0011 K RQDLFIVSK L
602 556.7998 1111.585 2 1111.587 -0.0023 0 50.91 0.00077 K SPPGQVTEAVK V
603 556.8003 1111.586 2 1111.587 -0.0013 0 55.53 0.00028 K SPPGQVTEAVK V
781 613.3109 1224.607 2 1224.61 -0.0027 0 51.82 0.00077 M #ASHLELNNGTK M
979 502.2324 1503.675 3 1503.678 -0.0024 0 53.51 0.00027 R HIDC*AQVYQNEK E
980 752.8453 1503.676 2 1503.678 -0.0016 0 67.33 1.20E-05 R HIDC*AQVYQNEK E
981 752.8454 1503.676 2 1503.678 -0.0014 0 50.95 0.00052 R HIDC*AQVYQNEK E

1001 514.9745 1541.902 3 1541.904 -0.0026 1 42.24 0.00084 K TTAQVLIRFPIQR N
1027 529.9532 1586.838 3 1586.842 -0.0037 0 35.88 0.024 K TIGVSNFNPLQIER I
1028 794.4264 1586.838 2 1586.842 -0.0034 0 60.07 8.80E-05 K TIGVSNFNPLQIER I
1029 794.4267 1586.839 2 1586.842 -0.0028 0 79.21 1.00E-06 K TIGVSNFNPLQIER I
1243 555.2779 2217.083 4 2217.089 -0.0063 0 32.17 0.035 K YKPAVNQIEC*HPYLTQEK L
1244 740.035 2217.083 3 2217.089 -0.0057 0 43.21 0.0029 K YKPAVNQIEC*HPYLTQEK L
1261 747.0112 2238.012 3 2238.015 -0.0032 0 31.21 0.024 K VFDFEVSSEDM@ATLLSYNR N
1262 1120.013 2238.012 2 2238.015 -0.0028 0 92.38 1.80E-08 K VFDFEVSSEDM@ATLLSYNR N

P14869 60S acidic ribosomal protein P0 162 5 5 34195 5.91 765 609.3412 1216.668 2 1216.67 -0.0025 0 46.21 0.0026 K IIQLLDDYPK C
875 657.3574 1312.7 2 1312.703 -0.0025 0 74.89 2.70E-06 K TSFFQALGITTK I
946 714.9183 1427.822 2 1427.824 -0.0015 0 28.21 0.044 R GTIEILSDVQLIK T

1356 899.4714 2695.393 3 2695.397 -0.0044 0 60.23 3.20E-05 K AFLADPSAFAAAAPAAAATTAAPAAAAAPAK A
1357 929.8205 2786.44 3 2786.443 -0.0029 0 41.94 0.0016 R NVASVC*LQIGYPTVASVPHSIINGYK R

Q91Z53 Glyoxylate reductase/hydroxypyruvate r 146 5 5 35306 7.57 415 507.2889 1012.563 2 1012.567 -0.0033 0 63.93 2.90E-05 K LLDAAGANLR V
1019 524.944 1571.81 3 1571.813 -0.0027 0 37.15 0.017 K NC*VILPHIGSATYK T
1039 541.9464 1622.817 3 1622.82 -0.0027 0 41.25 0.0064 K DLEQGVVGAHGLLC*R L
1074 844.4608 1686.907 2 1686.909 -0.0017 0 42.84 0.0034 R NTM@SLLAANNLLAGLR G
1175 637.0257 1908.055 3 1908.057 -0.0015 0 45.94 0.00058 R VISTLSVGVDHLALDEIK K

P14152 Malate dehydrogenase, cytoplasmic 125 3 3 36488 6.16 286 459.2497 916.4848 2 916.4866 -0.0018 0 45.99 0.0053 K LGVTADDVK N
706 589.81 1177.605 2 1177.609 -0.0037 0 55.29 0.00046 K GEFITTVQQR G

1101 879.4636 1756.913 2 1756.914 -0.0016 0 76.15 1.70E-06 K VIVVGNPANTNC*LTASK S
Q99LC5 Electron transfer flavoprotein subunit alp 119 4 4 34988 8.62 541 537.282 1072.55 2 1072.551 -0.0017 0 37.18 0.033 K SDRPELTGAK V

853 645.8381 1289.662 2 1289.665 -0.0032 0 40.08 0.013 R LGGEVSC*LVAGTK C
871 655.8417 1309.669 2 1309.67 -0.0012 0 56.96 0.00021 R TIYAGNALC*TVK C

1136 604.9908 1811.951 3 1811.953 -0.0024 0 31.97 0.034 K LLYDLADQLHAAVGASR A

44 Q9JII6 Alcohol dehydrogenase [NADP+] 1032 28 17 36564 6.9 147 421.7703 841.5261 2 841.5273 -0.0012 0 47.37 0.00082 K ALEVLVAK G
179 429.2672 856.5199 2 856.5204 -0.0005 1 39.05 0.016 R KVIC*IPK S
212 437.7298 873.4451 2 873.4457 -0.0006 0 40.31 0.016 K HALSAGYR H
259 449.2791 896.5436 2 896.5443 -0.0008 0 56.3 9.80E-05 R SPAQILLR W
260 449.2791 896.5437 2 896.5443 -0.0007 0 67.28 7.80E-06 R SPAQILLR W
261 449.2793 896.5441 2 896.5443 -0.0002 0 60.65 3.60E-05 R SPAQILLR W
560 539.7844 1077.554 2 1077.557 -0.0025 0 45.16 0.0053 K ALGLSNFNSR Q
561 539.7847 1077.555 2 1077.557 -0.0019 0 45.04 0.0058 K ALGLSNFNSR Q
614 558.3168 1114.619 2 1114.621 -0.0018 0 36.09 0.036 K MPLIGLGTWK S
643 566.3144 1130.614 2 1130.616 -0.0016 0 38.78 0.019 K M@PLIGLGTWK S
821 626.3354 1250.656 2 1250.658 -0.0018 0 59.1 0.00013 R YIVPM@ITVDGK R
836 419.9068 1256.699 3 1256.699 -0.0004 1 41.77 0.0061 K AAIKHALSAGYR H
863 642.3499 1282.685 2 1282.688 -0.003 0 32.37 0.045 M #TASSVLLHTGQK M
864 642.3499 1282.685 2 1282.688 -0.0028 0 56.1 0.00019 M #TASSVLLHTGQK M
865 642.3502 1282.686 2 1282.688 -0.0022 0 63.14 3.80E-05 M #TASSVLLHTGQK M
867 642.3504 1282.686 2 1282.688 -0.0019 0 63.56 3.80E-05 M #TASSVLLHTGQK M
883 433.8859 1298.636 3 1298.637 -0.0008 0 39.23 0.012 K HHPEDVEPALR K
990 776.385 1550.756 2 1550.758 -0.0022 0 83.71 4.40E-07 R GLEVTAYSPLGSSDR A
991 776.3854 1550.756 2 1550.758 -0.0014 0 74.92 3.40E-06 R GLEVTAYSPLGSSDR A

1141 700.0515 2097.133 3 2097.136 -0.003 0 73.08 1.70E-06 R HPDEPVLLEEPVVLALAEK H
1142 700.0519 2097.134 3 2097.136 -0.0019 0 76.7 7.40E-07 R HPDEPVLLEEPVVLALAEK H
1145 702.6644 2104.971 3 2104.974 -0.0022 0 66.53 1.30E-05 R HIDC*ASVYGNETEIGEALK E
1146 1053.493 2104.972 2 2104.974 -0.002 0 62.7 3.10E-05 R HIDC*ASVYGNETEIGEALK E
1158 1101.542 2201.069 2 2201.072 -0.003 0 90.7 4.90E-08 R ILQNIQVFDFTFSPEEM@K Q
1159 734.6969 2201.069 3 2201.072 -0.0026 0 50.66 0.0005 R ILQNIQVFDFTFSPEEM@K Q
1160 1101.542 2201.07 2 2201.072 -0.0015 0 90.59 5.10E-08 R ILQNIQVFDFTFSPEEM@K Q
1326 972.8125 2915.416 3 2915.42 -0.0047 0 38.71 0.0058 K TLADLQLEYLDLYLM@HWPYAFER G
1330 995.5059 2983.496 3 2983.5 -0.0042 1 75.94 8.20E-07 R ILQNIQVFDFTFSPEEM@KQLDALNK N

P06151 L-lactate dehydrogenase A chain 361 10 2 36665 8.44 280 457.2946 912.5747 2 912.5756 -0.0009 0 34.85 0.012 K LVIITAGAR Q
1109 995.5472 1989.08 2 1989.083 -0.0026 0 79.15 3.90E-07 K ITVVGVGAVGMAC*AISILMK D
1110 664.0339 1989.08 3 1989.083 -0.0025 0 60.63 2.70E-05 K ITVVGVGAVGMAC*AISILMK D
1115 669.3646 2005.072 3 2005.077 -0.0054 0 62.98 1.70E-05 K ITVVGVGAVGMAC*AISILM@K D
1116 669.3654 2005.074 3 2005.077 -0.0032 0 82 2.00E-07 K ITVVGVGAVGMAC*AISILM@K D
1117 1003.545 2005.075 2 2005.077 -0.0027 0 65.79 9.00E-06 K ITVVGVGAVGMAC*AISILM@K D
1118 669.366 2005.076 3 2005.077 -0.0013 0 49.72 0.00041 K ITVVGVGAVGMAC*AISILM@K D
1119 1003.546 2005.077 2 2005.077 -0.0009 0 54.97 0.00012 K ITVVGVGAVGMAC*AISILM@K D
1120 1003.546 2005.078 2 2005.077 0.0002 0 52.45 0.0002 K ITVVGVGAVGMAC*AISILM@K D
1121 1011.543 2021.071 2 2021.072 -0.0011 0 36.36 0.0098 K ITVVGVGAVGMAC*AISILM@K D

45 P06151 L-lactate dehydrogenase A chain 2836 74 30 36475 7.62 245 457.2945 912.5744 2 912.5756 -0.0013 0 61.12 3.50E-05 K LVIITAGAR Q
246 457.2946 912.5746 2 912.5756 -0.0011 0 46.51 0.00079 K LVIITAGAR Q
247 457.2949 912.5753 2 912.5756 -0.0003 0 60.08 3.50E-05 K LVIITAGAR Q
463 528.3287 1054.643 2 1054.639 0.0043 0 34.7 0.01 K DQLIVNLLK E
464 528.3292 1054.644 2 1054.639 0.0051 0 57.06 6.00E-05 K DQLIVNLLK E
465 528.3297 1054.645 2 1054.639 0.0061 0 69.88 3.20E-06 K DQLIVNLLK E
469 529.2339 1056.453 2 1056.455 -0.0013 0 45.99 0.0027 K DYC*VTANSK L
562 559.7991 1117.584 2 1117.577 0.0068 0 67.71 3.00E-05 K SADTLWGIQK E
606 572.795 1143.576 2 1143.577 -0.0016 0 46.61 0.0025 K VTLTPEEEAR L
607 572.7952 1143.576 2 1143.577 -0.0014 0 51.97 0.00072 K VTLTPEEEAR L
692 591.3436 1180.673 2 1180.675 -0.0023 1 30.7 0.042 R RVHPISTMIK G
697 394.5655 1180.675 3 1180.675 -0.0003 1 29.56 0.042 R RVHPISTMIK G
731 599.3412 1196.668 2 1196.67 -0.002 1 35.13 0.022 R RVHPISTM@IK G
733 599.3414 1196.668 2 1196.67 -0.0016 1 36.01 0.018 R RVHPISTM@IK G
740 399.8972 1196.67 3 1196.67 -0.0003 1 34.83 0.02 R RVHPISTM@IK G
825 624.8022 1247.59 2 1247.593 -0.0029 0 41.06 0.0077 R VIGSGC*NLDSAR F
826 624.8025 1247.59 2 1247.593 -0.0024 0 65.23 3.10E-05 R VIGSGC*NLDSAR F
827 624.8025 1247.59 2 1247.593 -0.0024 0 36.17 0.025 R VIGSGC*NLDSAR F
828 624.8029 1247.591 2 1247.593 -0.0015 0 85.85 3.10E-07 R VIGSGC*NLDSAR F
829 624.803 1247.592 2 1247.593 -0.0013 0 73.93 4.80E-06 R VIGSGC*NLDSAR F
830 624.8032 1247.592 2 1247.593 -0.0011 0 33.73 0.046 R VIGSGC*NLDSAR F
835 625.8314 1249.648 2 1249.655 -0.0071 0 59.56 0.00015 K QVVDSAYEVIK L
836 625.8337 1249.653 2 1249.655 -0.0025 0 48.39 0.0017 K QVVDSAYEVIK L
837 625.8339 1249.653 2 1249.655 -0.0022 0 50 0.0011 K QVVDSAYEVIK L
839 625.8387 1249.663 2 1249.655 0.0075 0 47.51 0.0018 K QVVDSAYEVIK L
855 630.3074 1258.6 2 1258.604 -0.0038 0 46.26 0.0022 K SLNPELGTDADK E

1059 504.3107 1509.91 3 1509.913 -0.0026 1 32.99 0.0024 M #ATLKDQLIVNLLK E
1060 755.963 1509.912 2 1509.913 -0.0015 1 65.53 1.50E-06 M #ATLKDQLIVNLLK E
1061 755.9632 1509.912 2 1509.913 -0.0012 1 82.45 3.00E-08 M #ATLKDQLIVNLLK E
1062 755.9633 1509.912 2 1509.913 -0.001 1 65.44 1.50E-06 M #ATLKDQLIVNLLK E
1102 803.3911 1604.768 2 1604.769 -0.0015 0 62.22 5.70E-05 K GEMMDLQHGSLFLK T
1112 811.3923 1620.77 2 1620.764 0.0061 0 59.4 9.40E-05 K GEM@MDLQHGSLFLK T
1140 553.6704 1657.989 3 1657.992 -0.0025 1 39.78 0.00056 R NVNIFKFIIPNIVK Y
1141 830.0023 1657.99 2 1657.992 -0.002 1 64.93 1.70E-06 R NVNIFKFIIPNIVK Y
1152 559.2739 1674.8 3 1674.802 -0.0024 0 60.36 7.70E-05 K DLADELALVDVMEDK L
1153 838.4073 1674.8 2 1674.802 -0.0021 0 74.41 3.00E-06 K DLADELALVDVMEDK L
1154 838.4083 1674.802 2 1674.802 -0.0002 0 84.76 3.00E-07 K DLADELALVDVMEDK L
1185 576.6501 1726.929 3 1726.933 -0.004 1 49.13 0.00063 K LVIITAGARQQEGESR L
1241 915.9455 1829.876 2 1829.88 -0.0031 1 72.63 4.10E-06 K SLNPELGTDADKEQWK E
1284 639.6672 1915.98 3 1915.981 -0.0015 1 34.16 0.025 K DLADELALVDVMEDKLK G
1285 958.9972 1915.98 2 1915.981 -0.0014 1 58.03 0.0001 K DLADELALVDVMEDKLK G
1307 972.5621 1943.11 2 1943.113 -0.0035 0 131.65 8.10E-13 K LLIVSNPVDILTYVAWK I
1308 972.5631 1943.112 2 1943.113 -0.0015 0 106.95 2.30E-10 K LLIVSNPVDILTYVAWK I
1321 651.3503 1951.029 3 1951.02 0.0093 1 37.2 0.0095 K DYC*VTANSKLVIITAGAR Q
1363 660.6962 1979.067 3 1979.069 -0.002 1 62.34 1.70E-05 K DQLIVNLLKEEQAPQNK I
1370 664.0339 1989.08 3 1989.083 -0.0025 0 71.94 2.00E-06 K ITVVGVGAVGMAC*AISILMK D
1371 995.5475 1989.08 2 1989.083 -0.0021 0 86.22 7.60E-08 K ITVVGVGAVGMAC*AISILMK D
1372 664.0343 1989.081 3 1989.083 -0.0014 0 75.69 9.10E-07 K ITVVGVGAVGMAC*AISILMK D
1373 995.5482 1989.082 2 1989.083 -0.0006 0 60.94 2.50E-05 K ITVVGVGAVGMAC*AISILMK D
1392 1003.543 2005.071 2 2005.077 -0.0066 0 47.29 0.00066 K ITVVGVGAVGM@AC*AISILMK D



1393 669.3651 2005.074 3 2005.077 -0.0039 0 49.29 0.00039 K ITVVGVGAVGM@AC*AISILMK D
1394 669.3652 2005.074 3 2005.077 -0.0035 0 33.33 0.015 K ITVVGVGAVGM@AC*AISILMK D
1395 1003.544 2005.074 2 2005.077 -0.0032 0 114.24 1.20E-10 K ITVVGVGAVGM@AC*AISILMK D
1396 669.3654 2005.074 3 2005.077 -0.003 0 70.18 3.30E-06 K ITVVGVGAVGM@AC*AISILMK D
1397 669.3655 2005.075 3 2005.077 -0.0028 0 74.49 1.20E-06 K ITVVGVGAVGM@AC*AISILMK D
1398 669.3655 2005.075 3 2005.077 -0.0028 0 68.25 5.10E-06 K ITVVGVGAVGM@AC*AISILMK D
1399 1003.545 2005.075 2 2005.077 -0.0027 0 72.16 2.10E-06 K ITVVGVGAVGM@AC*AISILMK D
1400 669.3657 2005.075 3 2005.077 -0.0023 0 34.45 0.012 K ITVVGVGAVGM@AC*AISILMK D
1401 669.3657 2005.075 3 2005.077 -0.0021 0 75.22 1.00E-06 K ITVVGVGAVGM@AC*AISILMK D
1402 1003.545 2005.075 2 2005.077 -0.002 0 102.22 2.10E-09 K ITVVGVGAVGM@AC*AISILMK D
1403 669.366 2005.076 3 2005.077 -0.0013 0 88.54 5.30E-08 K ITVVGVGAVGM@AC*AISILMK D
1404 1003.545 2005.076 2 2005.077 -0.0012 0 84.6 1.30E-07 K ITVVGVGAVGM@AC*AISILMK D
1424 1011.543 2021.072 2 2021.072 -0.0007 0 47.51 0.00072 K ITVVGVGAVGM@AC*AISILM@K D
1427 1011.545 2021.076 2 2021.072 0.0039 0 82.47 2.20E-07 K ITVVGVGAVGM@AC*AISILM@K D
1429 1011.546 2021.078 2 2021.072 0.0051 0 39.3 0.0047 K ITVVGVGAVGM@AC*AISILM@K D
1431 1011.547 2021.08 2 2021.072 0.008 0 82.45 2.10E-07 K ITVVGVGAVGM@AC*AISILM@K D
1432 674.7012 2021.082 3 2021.072 0.0095 0 77.27 7.10E-07 K ITVVGVGAVGM@AC*AISILM@K D
1502 1056.537 2111.059 2 2111.061 -0.0017 0 96.31 1.60E-08 K GYTSWAIGLSVADLAESIMK N
1620 785.0861 2352.236 3 2352.24 -0.0035 1 47.79 0.00061 K LKGYTSWAIGLSVADLAESIMK N
1627 790.4178 2368.232 3 2368.235 -0.0031 1 49.72 0.00041 K LKGYTSWAIGLSVADLAESIM@K N
1658 858.4958 2572.466 3 2572.467 -0.0013 1 37.76 0.001 K LLIVSNPVDILTYVAWKISGFPK N
1677 1453.749 2905.484 2 2905.49 -0.0061 0 41.93 0.0018 K GLYGINEDVFLSVPC*ILGQNGISDVVK V
1678 969.5029 2905.487 3 2905.49 -0.0026 0 51.03 0.0002 K GLYGINEDVFLSVPC*ILGQNGISDVVK V
1679 969.5034 2905.488 3 2905.49 -0.0011 0 55.08 8.10E-05 K GLYGINEDVFLSVPC*ILGQNGISDVVK V
1733 903.4633 3609.824 4 3609.815 0.009 0 25.06 0.043 R LGVHALSC*HGWVLGEHGDSSVPVWSGVNVAGVSLK S

46 P08249 Malate dehydrogenase, mitochondrial 895 23 16 35589 8.93 333 496.7732 991.5319 2 991.5338 -0.0019 0 41.35 0.0089 R ANTFVAELK G
461 537.295 1072.576 2 1072.576 -0.0009 0 61.99 0.00012 R IQEAGTEVVK A
518 557.8119 1113.609 2 1113.61 -0.0011 0 63.38 6.20E-05 K MIAEAIPELK A
539 565.8091 1129.604 2 1129.605 -0.0015 0 35.9 0.038 K M@IAEAIPELK A
540 565.8093 1129.604 2 1129.605 -0.0013 0 49.38 0.0017 K M@IAEAIPELK A
559 574.3317 1146.649 2 1146.651 -0.0021 0 67.92 1.20E-05 R VNVPVIGGHAGK T
560 383.2244 1146.652 3 1146.651 0.0005 0 46.04 0.0018 R VNVPVIGGHAGK T
692 617.3633 1232.712 2 1232.713 -0.0009 0 52.08 0.00028 K IFGVTTLDIVR A
767 664.3389 1326.663 2 1326.664 -0.001 0 68.78 1.40E-05 R FVFSLVDAMNGK E
773 669.8632 1337.712 2 1337.713 -0.0008 0 75.14 3.20E-06 K GC*DVVVIPAGVPR K
777 672.3367 1342.659 2 1342.659 -0.0002 0 77.52 1.80E-06 R FVFSLVDAM@NGK E
789 684.826 1367.637 2 1367.639 -0.0017 0 56.85 0.0002 K EGVVEC*SFVQSK E
795 685.8884 1369.762 2 1369.764 -0.0017 0 38.9 0.0086 K TIIPLISQC*TPK V
844 727.856 1453.697 2 1453.698 -0.001 0 112.69 5.70E-10 K AGAGSATLSMAYAGAR F
851 735.8534 1469.692 2 1469.693 -0.001 0 91.11 7.50E-08 K AGAGSATLSM@AYAGAR F
886 780.9034 1559.792 2 1559.794 -0.0021 0 84.87 3.20E-07 K VDFPQDQLATLTGR I
887 780.9036 1559.793 2 1559.794 -0.0018 0 92 6.50E-08 K VDFPQDQLATLTGR I

1009 897.0485 1792.082 2 1792.082 0.0002 0 89.16 4.90E-09 K VAVLGASGGIGQPLSLLLK N
1010 598.3684 1792.083 3 1792.082 0.0012 0 30.61 0.0034 K VAVLGASGGIGQPLSLLLK N
1011 598.3685 1792.084 3 1792.082 0.0014 0 49.97 3.90E-05 K VAVLGASGGIGQPLSLLLK N
1012 897.0509 1792.087 2 1792.082 0.005 0 51.61 2.60E-05 K VAVLGASGGIGQPLSLLLK N
1257 599.0665 2392.237 4 2392.239 -0.0017 0 38.13 0.0058 R LTLYDIAHTPGVAADLSHIETR A
1258 798.4202 2392.239 3 2392.239 0.0002 0 72.14 2.30E-06 R LTLYDIAHTPGVAADLSHIETR A

P06151 L-lactate dehydrogenase A chain 179 6 5 36475 7.62 250 457.295 912.5754 2 912.5756 -0.0002 0 46.16 0.00085 K LVIITAGAR Q
433 528.3257 1054.637 2 1054.639 -0.0018 0 49.24 0.00037 K DQLIVNLLK E
707 624.8024 1247.59 2 1247.593 -0.0025 0 46.86 0.0021 R VIGSGC*NLDSAR F

1099 664.0335 1989.079 3 1989.083 -0.0038 0 47.55 0.00055 K ITVVGVGAVGMAC*AISILMK D
1106 669.3635 2005.069 3 2005.077 -0.0089 0 61.03 3.20E-05 K ITVVGVGAVGMAC*AISILM@K D
1107 669.3636 2005.069 3 2005.077 -0.0085 0 45.32 0.0012 K ITVVGVGAVGMAC*AISILM@K D

P07356 Annexin A2 123 4 4 38652 7.55 462 537.2952 1072.576 2 1072.576 -0.0005 0 44.43 0.0075 R DALNIETAVK T
677 611.8004 1221.586 2 1221.588 -0.0016 0 49.32 0.0015 K TPAQYDASELK A
706 622.8145 1243.615 2 1243.616 -0.0012 0 61.08 9.30E-05 R TNQELQEINR V
944 825.9886 1649.963 2 1649.972 -0.009 0 29.91 0.0099 K SALSGHLETVILGLLK T

47 P16858 Glyceraldehyde-3-phosphate dehydroge 2458 59 21 35787 8.44 721 614.3138 1226.613 2 1226.604 0.0092 0 75.07 3.60E-06 R VVDLMAYMASK E
747 622.3058 1242.597 2 1242.599 -0.0017 0 77.51 1.50E-06 R VVDLMAYM@ASK E
748 622.3062 1242.598 2 1242.599 -0.0011 0 56.25 0.00021 R VVDLMAYM@ASK E
749 622.3062 1242.598 2 1242.599 -0.0011 0 65.92 2.30E-05 R VVDLMAYM@ASK E
750 622.3064 1242.598 2 1242.599 -0.0006 0 66.45 2.00E-05 R VVDLMAYM@ASK E
751 622.3065 1242.598 2 1242.599 -0.0005 0 40.8 0.0073 R VVDLMAYM@ASK E
768 630.3033 1258.592 2 1258.594 -0.0016 0 56.17 0.00019 R VVDLM@AYM@ASK E
770 630.3035 1258.592 2 1258.594 -0.0014 0 54.4 0.00029 R VVDLM@AYM@ASK E
875 685.3747 1368.735 2 1368.736 -0.0013 0 51.12 0.00065 R GAAQNIIPASTGAAK A
878 685.3761 1368.738 2 1368.736 0.0015 0 65.68 2.10E-05 R GAAQNIIPASTGAAK A
881 686.8273 1371.64 2 1371.641 -0.0014 1 78.64 1.20E-06 R VVDLM@AYMASKE -
895 694.8245 1387.635 2 1387.636 -0.0018 1 87.55 1.20E-07 R VVDLM@AYM@ASKE -
896 694.8245 1387.635 2 1387.636 -0.0018 1 69.02 8.30E-06 R VVDLM@AYM@ASKE -
990 778.9077 1555.801 2 1555.803 -0.002 0 78.43 1.20E-06 R VPTPNVSVVDLTC*R L
991 778.908 1555.801 2 1555.803 -0.0015 0 80.78 7.00E-07 R VPTPNVSVVDLTC*R L
992 778.908 1555.802 2 1555.803 -0.0014 0 56.65 0.00018 R VPTPNVSVVDLTC*R L
994 778.9081 1555.802 2 1555.803 -0.0011 0 96.61 1.80E-08 R VPTPNVSVVDLTC*R L

1044 543.3217 1626.943 3 1626.946 -0.0024 0 43.74 0.00075 K LVINGKPITIFQER D
1045 543.3223 1626.945 3 1626.946 -0.0007 0 55.23 5.30E-05 K LVINGKPITIFQER D
1046 814.4799 1626.945 2 1626.946 -0.0004 0 51.42 0.00013 K LVINGKPITIFQER D
1047 543.3224 1626.946 3 1626.946 -0.0002 0 58.27 2.50E-05 K LVINGKPITIFQER D
1131 593.937 1778.789 3 1778.79 -0.001 0 55.42 0.00014 K LISWYDNEYGYSNR V
1132 890.4018 1778.789 2 1778.79 -0.0009 0 79.58 5.40E-07 K LISWYDNEYGYSNR V
1133 890.4019 1778.789 2 1778.79 -0.0008 0 70.52 4.30E-06 K LISWYDNEYGYSNR V
1134 890.403 1778.792 2 1778.79 0.0015 0 87.71 8.50E-08 K LISWYDNEYGYSNR V
1180 607.3056 1818.895 3 1818.897 -0.0018 0 64.35 3.20E-05 K IVSNASC*TTNC*LAPLAK V
1181 910.4548 1818.895 2 1818.897 -0.0017 0 40.64 0.0076 K IVSNASC*TTNC*LAPLAK V
1182 910.4556 1818.897 2 1818.897 -0.0001 0 79.98 8.80E-07 K IVSNASC*TTNC*LAPLAK V
1335 1107.058 2212.1 2 2212.102 -0.0016 0 73.44 2.80E-06 R VIISAPSADAPMFVMGVNHEK Y
1349 1115.055 2228.096 2 2228.097 -0.0007 0 62.81 3.20E-05 R VIISAPSADAPM@FVMGVNHEK Y
1362 1123.051 2244.088 2 2244.092 -0.0044 0 57.53 0.0001 R VIISAPSADAPM@FVM@GVNHEK Y
1364 749.0371 2244.09 3 2244.092 -0.0024 0 32.88 0.028 R VIISAPSADAPM@FVM@GVNHEK Y
1403 1146.034 2290.053 2 2290.046 0.0065 0 106.56 1.10E-09 K WGEAGAEYVVESTGVFTTMEK A
1452 790.4081 2368.203 3 2368.203 -0.0005 1 87.27 8.00E-08 K RVIISAPSADAPMFVMGVNHEK Y
1453 593.058 2368.203 4 2368.203 -0.0001 1 49.37 0.00045 K RVIISAPSADAPMFVMGVNHEK Y
1458 795.7393 2384.196 3 2384.198 -0.0021 1 57.05 8.90E-05 K RVIISAPSADAPM@FVMGVNHEK Y
1464 801.0709 2400.191 3 2400.193 -0.002 1 50.33 0.00044 K RVIISAPSADAPM@FVM@GVNHEK Y
1489 649.5949 2594.351 4 2594.353 -0.0021 0 45.04 0.00097 K VIHDNFGIVEGLMTTVHAITATQK T
1490 649.595 2594.351 4 2594.353 -0.0017 0 46.03 0.00085 K VIHDNFGIVEGLMTTVHAITATQK T
1492 865.7911 2594.351 3 2594.353 -0.0013 0 89.33 3.90E-08 K VIHDNFGIVEGLMTTVHAITATQK T
1493 865.7917 2594.353 3 2594.353 0.0007 0 94.18 1.30E-08 K VIHDNFGIVEGLMTTVHAITATQK T
1500 653.5936 2610.345 4 2610.348 -0.0024 0 34.88 0.01 K VIHDNFGIVEGLM@TTVHAITATQK T
1501 653.5941 2610.347 4 2610.348 -0.0002 0 29.2 0.04 K VIHDNFGIVEGLM@TTVHAITATQK T
1503 871.1232 2610.348 3 2610.348 0.0003 0 57.85 5.30E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1504 1306.182 2610.349 2 2610.348 0.0009 0 68.4 4.50E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1505 653.5945 2610.349 4 2610.348 0.0015 0 32.2 0.02 K VIHDNFGIVEGLM@TTVHAITATQK T
1506 871.1237 2610.349 3 2610.348 0.0017 0 50.26 0.00031 K VIHDNFGIVEGLM@TTVHAITATQK T
1508 871.1242 2610.351 3 2610.348 0.0032 0 70.97 2.50E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1509 871.1242 2610.351 3 2610.348 0.0032 0 60.01 3.20E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1510 871.1244 2610.351 3 2610.348 0.0037 0 50.87 0.00025 K VIHDNFGIVEGLM@TTVHAITATQK T
1511 653.5953 2610.352 4 2610.348 0.0046 0 45.25 0.00092 K VIHDNFGIVEGLM@TTVHAITATQK T
1512 871.1257 2610.355 3 2610.348 0.0076 0 57.97 5.00E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1609 1113.528 3337.562 3 3337.568 -0.0051 0 72.93 1.10E-06 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1610 1113.531 3337.572 3 3337.568 0.0044 0 76.21 5.70E-07 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1623 1118.86 3353.559 3 3353.563 -0.0036 0 47.59 0.00033 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1624 839.3983 3353.564 4 3353.563 0.0015 0 40.17 0.0023 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1625 1118.862 3353.565 3 3353.563 0.0023 0 46.78 0.0005 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1626 1118.862 3353.565 3 3353.563 0.0026 0 75.49 6.80E-07 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1627 839.3987 3353.566 4 3353.563 0.0032 0 46.73 0.00051 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F

P08249 Malate dehydrogenase, mitochondrial 1034 30 17 35589 8.93 336 496.7733 991.5321 2 991.5338 -0.0017 0 42.73 0.0068 R ANTFVAELK G
337 496.7733 991.5321 2 991.5338 -0.0017 0 57.26 0.00024 R ANTFVAELK G
338 496.7737 991.5329 2 991.5338 -0.0009 0 61.6 8.70E-05 R ANTFVAELK G
471 537.2941 1072.574 2 1072.576 -0.0027 0 36.65 0.042 R IQEAGTEVVK A
472 537.2943 1072.574 2 1072.576 -0.0024 0 53.93 0.00078 R IQEAGTEVVK A
473 537.2943 1072.574 2 1072.576 -0.0024 0 61.84 0.00013 R IQEAGTEVVK A
534 557.8118 1113.609 2 1113.61 -0.0012 0 43.91 0.0055 K MIAEAIPELK A
562 565.8094 1129.604 2 1129.605 -0.001 0 60.64 0.00013 K M@IAEAIPELK A
584 574.3315 1146.649 2 1146.651 -0.0024 0 38.06 0.012 R VNVPVIGGHAGK T
586 574.332 1146.65 2 1146.651 -0.0014 0 57.23 0.00016 R VNVPVIGGHAGK T
587 383.2244 1146.651 3 1146.651 0.0003 0 34.78 0.025 R VNVPVIGGHAGK T
588 383.2245 1146.652 3 1146.651 0.0007 0 39.26 0.0085 R VNVPVIGGHAGK T
735 617.3665 1232.718 2 1232.713 0.0055 0 50.92 0.00031 K IFGVTTLDIVR A
736 617.3667 1232.719 2 1232.713 0.006 0 60.77 3.20E-05 K IFGVTTLDIVR A
842 664.3418 1326.669 2 1326.664 0.0048 0 61.81 6.40E-05 R FVFSLVDAMNGK E
850 669.8635 1337.713 2 1337.713 -0.0001 0 76.72 2.10E-06 K GC*DVVVIPAGVPR K
856 672.3373 1342.66 2 1342.659 0.0009 0 67.06 1.90E-05 R FVFSLVDAM@NGK E
871 684.826 1367.637 2 1367.639 -0.0017 0 71.42 6.90E-06 K EGVVEC*SFVQSK E
880 685.889 1369.764 2 1369.764 -0.0004 0 61.68 4.50E-05 K TIIPLISQC*TPK V
946 727.8558 1453.697 2 1453.698 -0.0013 0 102.86 5.90E-09 K AGAGSATLSMAYAGAR F
953 490.9044 1469.691 3 1469.693 -0.0018 0 37.78 0.017 K AGAGSATLSM@AYAGAR F
954 735.8534 1469.692 2 1469.693 -0.001 0 103.01 4.80E-09 K AGAGSATLSM@AYAGAR F
997 780.9036 1559.793 2 1559.794 -0.0018 0 39.25 0.012 K VDFPQDQLATLTGR I
998 780.9036 1559.793 2 1559.794 -0.0018 0 102.99 5.20E-09 K VDFPQDQLATLTGR I

1003 780.9043 1559.794 2 1559.794 -0.0003 0 82.41 5.90E-07 K VDFPQDQLATLTGR I
1115 879.9393 1757.864 2 1757.855 0.0095 0 34.64 0.031 K ETEC*TYFSTPLLLGK K
1142 598.368 1792.082 3 1792.082 -0.0001 0 39.47 0.00046 K VAVLGASGGIGQPLSLLLK N
1143 598.3683 1792.083 3 1792.082 0.001 0 46.41 8.90E-05 K VAVLGASGGIGQPLSLLLK N
1144 897.049 1792.084 2 1792.082 0.0013 0 99.05 4.90E-10 K VAVLGASGGIGQPLSLLLK N
1145 897.0502 1792.086 2 1792.082 0.0036 0 82.31 2.20E-08 K VAVLGASGGIGQPLSLLLK N
1554 898.7728 2693.297 3 2692.288 1.0088 1 37.35 0.0076 R FVFSLVDAM2NGKEGVVEC*SFVQSK E

48 P16858 Glyceraldehyde-3-phosphate dehydroge 2050 53 18 35787 8.44 709 614.3085 1226.602 2 1226.604 -0.0015 0 63.37 5.00E-05 R VVDLMAYMASK E
710 614.3087 1226.603 2 1226.604 -0.0011 0 60.75 9.90E-05 R VVDLMAYMASK E
737 622.3062 1242.598 2 1242.599 -0.0011 0 59.11 0.00011 R VVDLMAYM@ASK E
738 622.3062 1242.598 2 1242.599 -0.0011 0 75.93 2.30E-06 R VVDLMAYM@ASK E
739 622.3063 1242.598 2 1242.599 -0.0007 0 33.55 0.038 R VVDLMAYM@ASK E
740 622.3065 1242.598 2 1242.599 -0.0005 0 81.6 6.10E-07 R VVDLMAYM@ASK E
759 630.3031 1258.592 2 1258.594 -0.0021 0 45.94 0.002 R VVDLM@AYM@ASK E
760 630.3034 1258.592 2 1258.594 -0.0015 0 53.57 0.00034 R VVDLM@AYM@ASK E
761 630.3035 1258.592 2 1258.594 -0.0014 0 74.14 3.10E-06 R VVDLM@AYM@ASK E
860 685.3744 1368.734 2 1368.736 -0.0019 0 36.51 0.019 R GAAQNIIPASTGAAK A
863 685.3751 1368.736 2 1368.736 -0.0004 0 58.56 0.00011 R GAAQNIIPASTGAAK A
868 686.8276 1371.641 2 1371.641 -0.0007 1 39.92 0.0087 R VVDLM@AYMASKE -



869 686.8276 1371.641 2 1371.641 -0.0007 1 81.98 5.40E-07 R VVDLM@AYMASKE -
880 694.8245 1387.635 2 1387.636 -0.0018 1 95.84 1.70E-08 R VVDLM@AYM@ASKE -
881 694.8247 1387.635 2 1387.636 -0.0015 1 65.08 2.10E-05 R VVDLM@AYM@ASKE -
981 519.6075 1555.801 3 1555.803 -0.0021 0 44.27 0.003 R VPTPNVSVVDLTC*R L
982 778.9078 1555.801 2 1555.803 -0.0019 0 95.85 2.20E-08 R VPTPNVSVVDLTC*R L
984 778.9081 1555.802 2 1555.803 -0.0011 0 95.34 2.40E-08 R VPTPNVSVVDLTC*R L
985 778.9082 1555.802 2 1555.803 -0.001 0 91.87 5.40E-08 R VPTPNVSVVDLTC*R L
987 778.9084 1555.802 2 1555.803 -0.0006 0 75.13 2.60E-06 R VPTPNVSVVDLTC*R L
989 778.9088 1555.803 2 1555.803 0.0001 0 55.71 0.00022 R VPTPNVSVVDLTC*R L

1042 543.322 1626.944 3 1626.946 -0.0017 0 40.82 0.0015 K LVINGKPITIFQER D
1043 543.3222 1626.945 3 1626.946 -0.0009 0 58.26 2.60E-05 K LVINGKPITIFQER D
1044 814.4797 1626.945 2 1626.946 -0.0009 0 44.81 0.00058 K LVINGKPITIFQER D
1045 814.4798 1626.945 2 1626.946 -0.0007 0 40.96 0.0014 K LVINGKPITIFQER D
1143 890.4015 1778.789 2 1778.79 -0.0014 0 64.77 1.70E-05 K LISWYDNEYGYSNR V
1144 890.4017 1778.789 2 1778.79 -0.0011 0 62.91 2.50E-05 K LISWYDNEYGYSNR V
1145 593.937 1778.789 3 1778.79 -0.0008 0 53.21 0.00023 K LISWYDNEYGYSNR V
1146 890.4022 1778.79 2 1778.79 -0.0001 0 63.19 2.20E-05 K LISWYDNEYGYSNR V
1186 910.4547 1818.895 2 1818.897 -0.002 0 67.33 1.50E-05 K IVSNASC*TTNC*LAPLAK V
1187 607.306 1818.896 3 1818.897 -0.0005 0 52.37 0.00052 K IVSNASC*TTNC*LAPLAK V
1188 910.4557 1818.897 2 1818.897 0 0 77.7 1.50E-06 K IVSNASC*TTNC*LAPLAK V
1349 1115.054 2228.094 2 2228.097 -0.0029 0 60.39 5.20E-05 R VIISAPSADAPMFVM@GVNHEK Y
1360 1123.052 2244.09 2 2244.092 -0.0022 0 54.01 0.00022 R VIISAPSADAPM@FVM@GVNHEK Y
1362 749.0375 2244.091 3 2244.092 -0.0011 0 34.43 0.021 R VIISAPSADAPM@FVM@GVNHEK Y
1394 1146.03 2290.046 2 2290.046 -0.0004 0 111.65 3.10E-10 K WGEAGAEYVVESTGVFTTMEK A
1395 764.3562 2290.047 3 2290.046 0.0004 0 46.79 0.00094 K WGEAGAEYVVESTGVFTTMEK A
1414 1154.027 2306.039 2 2306.041 -0.0019 0 125.15 1.10E-11 K WGEAGAEYVVESTGVFTTM@EK A
1415 769.6873 2306.04 3 2306.041 -0.0014 0 92.62 2.00E-08 K WGEAGAEYVVESTGVFTTM@EK A
1452 801.0707 2400.19 3 2400.193 -0.0026 1 54.37 0.00017 K RVIISAPSADAPM@FVM@GVNHEK Y
1480 871.1208 2610.341 3 2610.348 -0.0071 0 38.38 0.0049 K VIHDNFGIVEGLM@TTVHAITATQK T
1481 1306.178 2610.342 2 2610.348 -0.0057 0 61.78 2.30E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1482 653.5933 2610.344 4 2610.348 -0.0037 0 36.48 0.0067 K VIHDNFGIVEGLM@TTVHAITATQK T
1483 653.5934 2610.344 4 2610.348 -0.0032 0 33.4 0.014 K VIHDNFGIVEGLM@TTVHAITATQK T
1484 871.1226 2610.346 3 2610.348 -0.0016 0 65.25 1.00E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1486 871.1229 2610.347 3 2610.348 -0.0007 0 42.71 0.0018 K VIHDNFGIVEGLM@TTVHAITATQK T
1487 871.1232 2610.348 3 2610.348 0.0001 0 65.28 9.90E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1488 653.5942 2610.348 4 2610.348 0.0002 0 33.77 0.014 K VIHDNFGIVEGLM@TTVHAITATQK T
1489 871.1236 2610.349 3 2610.348 0.0014 0 62.15 2.00E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1491 871.124 2610.35 3 2610.348 0.0025 0 56.86 7.10E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1492 653.5952 2610.352 4 2610.348 0.0042 0 37.78 0.0051 K VIHDNFGIVEGLM@TTVHAITATQK T
1552 1113.527 3337.56 3 3337.568 -0.0073 0 74.83 6.70E-07 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1572 1011.234 4040.906 4 4040.9 0.0056 1 28.07 0.023 R AAIC*SGKVEIVAINDPFIDLNYM@VYM@FQYDSTHGK F

P08249 Malate dehydrogenase, mitochondrial 1680 43 18 35589 8.93 316 496.7735 991.5324 2 991.5338 -0.0014 0 44.88 0.0042 R ANTFVAELK G
317 496.7736 991.5326 2 991.5338 -0.0013 0 60.87 0.0001 R ANTFVAELK G
319 496.7738 991.5331 2 991.5338 -0.0008 0 57.16 0.00024 R ANTFVAELK G
460 537.2942 1072.574 2 1072.576 -0.0025 0 43.79 0.0081 R IQEAGTEVVK A
461 537.2945 1072.574 2 1072.576 -0.002 0 64.69 6.50E-05 R IQEAGTEVVK A
463 537.2946 1072.575 2 1072.576 -0.0017 0 59.95 0.0002 R IQEAGTEVVK A
518 557.8118 1113.609 2 1113.61 -0.0012 0 62.88 6.90E-05 K MIAEAIPELK A
519 557.8119 1113.609 2 1113.61 -0.0011 0 59.21 0.00016 K MIAEAIPELK A
547 565.8094 1129.604 2 1129.605 -0.0009 0 49.34 0.0017 K M@IAEAIPELK A
548 565.8095 1129.605 2 1129.605 -0.0008 0 66.11 3.60E-05 K M@IAEAIPELK A
571 574.3319 1146.649 2 1146.651 -0.0017 0 64.78 2.80E-05 R VNVPVIGGHAGK T
575 383.2244 1146.651 3 1146.651 0.0003 0 37.43 0.013 R VNVPVIGGHAGK T
724 617.3632 1232.712 2 1232.713 -0.0011 0 65.42 1.30E-05 K IFGVTTLDIVR A
726 617.3634 1232.712 2 1232.713 -0.0006 0 47.66 0.00077 K IFGVTTLDIVR A
822 664.3394 1326.664 2 1326.664 -0.0001 0 70.62 9.00E-06 R FVFSLVDAMNGK E
832 669.8637 1337.713 2 1337.713 0.0003 0 71.58 6.70E-06 K GC*DVVVIPAGVPR K
838 672.3362 1342.658 2 1342.659 -0.0012 0 76.16 2.60E-06 R FVFSLVDAM@NGK E
857 684.8259 1367.637 2 1367.639 -0.0019 0 69.78 9.70E-06 K EGVVEC*SFVQSK E
858 684.8261 1367.638 2 1367.639 -0.0015 0 82.48 5.40E-07 K EGVVEC*SFVQSK E
866 685.889 1369.763 2 1369.764 -0.0005 0 69.28 7.80E-06 K TIIPLISQC*TPK V
925 727.8558 1453.697 2 1453.698 -0.0013 0 93.38 5.20E-08 K AGAGSATLSMAYAGAR F
926 727.856 1453.698 2 1453.698 -0.0008 0 94.82 3.50E-08 K AGAGSATLSMAYAGAR F
935 735.8526 1469.691 2 1469.693 -0.0026 0 45.84 0.0021 K AGAGSATLSM@AYAGAR F
937 735.853 1469.691 2 1469.693 -0.0019 0 79.04 1.20E-06 K AGAGSATLSM@AYAGAR F
938 735.8531 1469.692 2 1469.693 -0.0015 0 53.24 0.00047 K AGAGSATLSM@AYAGAR F
939 735.8532 1469.692 2 1469.693 -0.0014 0 44.13 0.0038 K AGAGSATLSM@AYAGAR F
948 745.3704 1488.726 2 1488.728 -0.002 0 40.49 0.009 K GYLGPEQLPDC*LK G
949 745.3713 1488.728 2 1488.728 -0.0001 0 41.04 0.0078 K GYLGPEQLPDC*LK G
992 780.903 1559.791 2 1559.794 -0.003 0 40.06 0.0094 K VDFPQDQLATLTGR I
994 780.9037 1559.793 2 1559.794 -0.0016 0 71.15 7.90E-06 K VDFPQDQLATLTGR I
995 780.9038 1559.793 2 1559.794 -0.0013 0 88.6 1.40E-07 K VDFPQDQLATLTGR I
996 780.9041 1559.794 2 1559.794 -0.0008 0 83.15 4.90E-07 K VDFPQDQLATLTGR I

1126 879.934 1757.854 2 1757.855 -0.0011 0 56.15 0.00021 K ETEC*TYFSTPLLLGK K
1128 879.9344 1757.854 2 1757.855 -0.0004 0 68.44 1.30E-05 K ETEC*TYFSTPLLLGK K
1158 598.3675 1792.081 3 1792.082 -0.0016 0 46.14 7.40E-05 K VAVLGASGGIGQPLSLLLK N
1159 897.0482 1792.082 2 1792.082 -0.0003 0 37.72 0.00068 K VAVLGASGGIGQPLSLLLK N
1160 598.3679 1792.082 3 1792.082 -0.0003 0 63.47 1.80E-06 K VAVLGASGGIGQPLSLLLK N
1161 897.0483 1792.082 2 1792.082 -0.0002 0 93.63 1.80E-09 K VAVLGASGGIGQPLSLLLK N
1162 897.0485 1792.082 2 1792.082 0.0002 0 71.79 2.70E-07 K VAVLGASGGIGQPLSLLLK N
1163 897.0494 1792.084 2 1792.082 0.002 0 102.76 2.10E-10 K VAVLGASGGIGQPLSLLLK N
1448 599.0666 2392.237 4 2392.239 -0.0014 0 46.23 0.0009 R LTLYDIAHTPGVAADLSHIETR A
1449 599.0666 2392.238 4 2392.239 -0.0012 0 50.97 0.0003 R LTLYDIAHTPGVAADLSHIETR A
1450 798.4199 2392.238 3 2392.239 -0.0009 0 87.78 6.30E-08 R LTLYDIAHTPGVAADLSHIETR A
1451 798.4199 2392.238 3 2392.239 -0.0007 0 84.14 1.50E-07 R LTLYDIAHTPGVAADLSHIETR A

49 P16858 Glyceraldehyde-3-phosphate dehydroge 2294 58 22 35787 8.44 688 614.3083 1226.602 2 1226.604 -0.0018 0 80.29 1.00E-06 R VVDLMAYMASK E
711 622.306 1242.598 2 1242.599 -0.0013 0 51.76 0.00059 R VVDLM@AYMASK E
712 622.3061 1242.598 2 1242.599 -0.0012 0 89.14 1.10E-07 R VVDLM@AYMASK E
713 622.3063 1242.598 2 1242.599 -0.0008 0 62.64 4.90E-05 R VVDLM@AYMASK E
734 630.3029 1258.591 2 1258.594 -0.0026 0 62.08 4.50E-05 R VVDLM@AYM@ASK E
735 630.303 1258.592 2 1258.594 -0.0022 0 59.54 8.00E-05 R VVDLM@AYM@ASK E
842 685.3754 1368.736 2 1368.736 0.0002 0 74.92 2.50E-06 R GAAQNIIPASTGAAK A
848 686.8273 1371.64 2 1371.641 -0.0014 1 74.29 3.20E-06 R VVDLM@AYMASKE -
863 694.8243 1387.634 2 1387.636 -0.0023 1 75.89 1.60E-06 R VVDLM@AYM@ASKE -
978 519.6072 1555.8 3 1555.803 -0.0032 0 50.35 0.00075 R VPTPNVSVVDLTC*R L
979 778.9075 1555.8 2 1555.803 -0.0025 0 78.68 1.00E-06 R VPTPNVSVVDLTC*R L
980 778.9078 1555.801 2 1555.803 -0.0017 0 83.14 4.10E-07 R VPTPNVSVVDLTC*R L
981 778.908 1555.801 2 1555.803 -0.0015 0 83.56 3.70E-07 R VPTPNVSVVDLTC*R L
982 778.9081 1555.802 2 1555.803 -0.0012 0 79.24 1.00E-06 R VPTPNVSVVDLTC*R L

1043 543.3215 1626.943 3 1626.946 -0.0031 0 39.33 0.002 K LVINGKPITIFQER D
1045 543.3218 1626.944 3 1626.946 -0.002 0 69.77 1.90E-06 K LVINGKPITIFQER D
1046 814.4792 1626.944 2 1626.946 -0.0018 0 57.23 3.50E-05 K LVINGKPITIFQER D
1144 890.4009 1778.787 2 1778.79 -0.0027 0 69.71 5.10E-06 K LISWYDNEYGYSNR V
1145 890.4012 1778.788 2 1778.79 -0.0022 0 53.07 0.00025 K LISWYDNEYGYSNR V
1146 593.9369 1778.789 3 1778.79 -0.0011 0 67.01 9.90E-06 K LISWYDNEYGYSNR V
1147 890.4023 1778.79 2 1778.79 0.0002 0 76.81 9.90E-07 K LISWYDNEYGYSNR V
1196 607.3056 1818.895 3 1818.897 -0.0018 0 47.31 0.0016 K IVSNASC*TTNC*LAPLAK V
1197 910.4559 1818.897 2 1818.897 0.0004 0 76.84 1.70E-06 K IVSNASC*TTNC*LAPLAK V
1379 1115.055 2228.095 2 2228.097 -0.0021 0 59.14 7.20E-05 R VIISAPSADAPM@FVMGVNHEK Y
1393 749.0374 2244.09 3 2244.092 -0.0015 0 50.63 0.00051 R VIISAPSADAPM@FVM@GVNHEK Y
1394 1123.053 2244.091 2 2244.092 -0.0012 0 54.16 0.00022 R VIISAPSADAPM@FVM@GVNHEK Y
1435 1146.029 2290.043 2 2290.046 -0.0035 0 93.03 2.20E-08 K WGEAGAEYVVESTGVFTTMEK A
1436 764.3561 2290.046 3 2290.046 0 0 55.32 0.00013 K WGEAGAEYVVESTGVFTTMEK A
1453 1154.027 2306.039 2 2306.041 -0.0026 0 105.39 1.10E-09 K WGEAGAEYVVESTGVFTTM@EK A
1454 769.6876 2306.041 3 2306.041 -0.0003 0 60.84 3.30E-05 K WGEAGAEYVVESTGVFTTM@EK A
1500 795.7391 2384.196 3 2384.198 -0.0025 1 42.66 0.0024 K RVIISAPSADAPM@FVMGVNHEK Y
1512 801.0712 2400.192 3 2400.193 -0.0013 1 45.33 0.0015 K RVIISAPSADAPM@FVM@GVNHEK Y
1546 649.5944 2594.348 4 2594.353 -0.0043 0 48.06 0.00049 K VIHDNFGIVEGLMTTVHAITATQK T
1547 865.7903 2594.349 3 2594.353 -0.0037 0 85.91 7.60E-08 K VIHDNFGIVEGLMTTVHAITATQK T
1548 649.5951 2594.351 4 2594.353 -0.0014 0 52.75 0.00018 K VIHDNFGIVEGLMTTVHAITATQK T
1549 1298.183 2594.352 2 2594.353 -0.0008 0 54.84 0.00011 K VIHDNFGIVEGLMTTVHAITATQK T
1550 865.7913 2594.352 3 2594.353 -0.0007 0 61.08 2.60E-05 K VIHDNFGIVEGLMTTVHAITATQK T
1561 871.1204 2610.339 3 2610.348 -0.0083 0 41.92 0.0023 K VIHDNFGIVEGLM@TTVHAITATQK T
1565 1306.179 2610.344 2 2610.348 -0.0035 0 71.06 2.40E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1566 653.5934 2610.344 4 2610.348 -0.0032 0 55.06 9.70E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1567 871.1221 2610.345 3 2610.348 -0.003 0 57.65 5.20E-05 K VIHDNFGIVEGLM@TTVHAITATQK T
1568 871.1221 2610.345 3 2610.348 -0.003 0 50.3 0.00028 K VIHDNFGIVEGLM@TTVHAITATQK T
1570 653.5936 2610.345 4 2610.348 -0.0022 0 43.6 0.0013 K VIHDNFGIVEGLM@TTVHAITATQK T
1571 871.1228 2610.347 3 2610.348 -0.001 0 70.08 3.40E-06 K VIHDNFGIVEGLM@TTVHAITATQK T
1572 871.1234 2610.348 3 2610.348 0.0006 0 51.19 0.00024 K VIHDNFGIVEGLM@TTVHAITATQK T
1573 653.5945 2610.349 4 2610.348 0.0015 0 52.34 0.00019 K VIHDNFGIVEGLM@TTVHAITATQK T
1661 1113.528 3337.561 3 3337.568 -0.0066 0 73.75 9.00E-07 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1662 1113.528 3337.561 3 3337.568 -0.0066 0 60 2.10E-05 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1663 1113.529 3337.564 3 3337.568 -0.0033 0 63.24 9.90E-06 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1664 835.399 3337.567 4 3337.568 -0.0007 0 30.4 0.023 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1665 835.3991 3337.567 4 3337.568 -0.0002 0 31.78 0.016 K VEIVAINDPFIDLNYM@VYMFQYDSTHGK F
1674 839.3974 3353.561 4 3353.563 -0.002 0 25.84 0.05 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1675 1118.861 3353.561 3 3353.563 -0.0018 0 55.89 5.60E-05 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1676 839.398 3353.563 4 3353.563 0.0005 0 34.14 0.0088 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1677 1118.862 3353.563 3 3353.563 0.0008 0 72.18 1.40E-06 K VEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1692 1011.233 4040.905 4 4040.9 0.0046 1 27.51 0.029 R AAIC*SGKVEIVAINDPFIDLNYM@VYM@FQYDSTHGK F
1693 1013.216 4048.834 4 4048.839 -0.0046 0 72.43 7.10E-07 K GILGYTEDQVVSC*DFNSNSHSSTFDAGAGIALNDNFVK L
1694 1350.619 4048.834 3 4048.839 -0.0044 0 67.65 2.20E-06 K GILGYTEDQVVSC*DFNSNSHSSTFDAGAGIALNDNFVK L

P08249 Malate dehydrogenase, mitochondrial 1665 48 18 35589 8.93 307 496.7733 991.5321 2 991.5338 -0.0018 0 57.2 0.00024 R ANTFVAELK G
308 496.7733 991.5321 2 991.5338 -0.0017 0 46.29 0.003 R ANTFVAELK G
310 496.7736 991.5326 2 991.5338 -0.0013 0 51.65 0.00088 R ANTFVAELK G
311 496.7738 991.5331 2 991.5338 -0.0008 0 41.42 0.0091 R ANTFVAELK G
440 537.2941 1072.574 2 1072.576 -0.0027 0 55.3 0.00057 R IQEAGTEVVK A
441 537.2944 1072.574 2 1072.576 -0.0021 0 60.79 0.00016 R IQEAGTEVVK A
442 537.2946 1072.575 2 1072.576 -0.0017 0 54.27 0.00074 R IQEAGTEVVK A
494 557.8115 1113.608 2 1113.61 -0.002 0 44.74 0.0045 K MIAEAIPELK A
495 557.8118 1113.609 2 1113.61 -0.0014 0 50.2 0.0013 K MIAEAIPELK A
525 565.8094 1129.604 2 1129.605 -0.001 0 44.13 0.0057 K M@IAEAIPELK A
526 565.8096 1129.605 2 1129.605 -0.0007 0 57.16 0.00028 K M@IAEAIPELK A
548 574.332 1146.649 2 1146.651 -0.0016 0 54.87 0.00028 R VNVPVIGGHAGK T
550 383.2241 1146.65 3 1146.651 -0.0006 0 36.98 0.015 R VNVPVIGGHAGK T
552 383.2244 1146.651 3 1146.651 0.0003 0 38.94 0.0095 R VNVPVIGGHAGK T
553 383.2244 1146.651 3 1146.651 0.0004 0 40.02 0.0071 R VNVPVIGGHAGK T
699 617.3629 1232.711 2 1232.713 -0.0017 0 32.32 0.027 K IFGVTTLDIVR A
700 617.3631 1232.712 2 1232.713 -0.0012 0 46.63 0.00098 K IFGVTTLDIVR A
701 617.3631 1232.712 2 1232.713 -0.0012 0 50.17 0.00043 K IFGVTTLDIVR A
702 617.3635 1232.713 2 1232.713 -0.0004 0 36.97 0.0091 K IFGVTTLDIVR A



798 664.3388 1326.663 2 1326.664 -0.0012 0 43.55 0.0048 R FVFSLVDAMNGK E
799 664.3392 1326.664 2 1326.664 -0.0003 0 85.19 3.10E-07 R FVFSLVDAMNGK E
809 669.8633 1337.712 2 1337.713 -0.0005 0 86.25 2.30E-07 K GC*DVVVIPAGVPR K
811 672.3363 1342.658 2 1342.659 -0.0011 0 61.53 7.40E-05 R FVFSLVDAM@NGK E
834 684.8257 1367.637 2 1367.639 -0.0022 0 73.02 4.50E-06 K EGVVEC*SFVQSK E
835 684.8262 1367.638 2 1367.639 -0.0013 0 37.82 0.016 K EGVVEC*SFVQSK E
845 685.8889 1369.763 2 1369.764 -0.0006 0 64.05 2.60E-05 K TIIPLISQC*TPK V
920 727.856 1453.697 2 1453.698 -0.001 0 44.09 0.0041 K AGAGSATLSMAYAGAR F
930 735.8526 1469.691 2 1469.693 -0.0026 0 72.77 4.30E-06 K AGAGSATLSM@AYAGAR F
932 735.8533 1469.692 2 1469.693 -0.0013 0 76.85 2.10E-06 K AGAGSATLSM@AYAGAR F
933 735.8536 1469.693 2 1469.693 -0.0005 0 64.12 3.70E-05 K AGAGSATLSM@AYAGAR F
934 735.8536 1469.693 2 1469.693 -0.0005 0 59.25 0.00011 K AGAGSATLSM@AYAGAR F
942 745.3708 1488.727 2 1488.728 -0.0012 0 35.85 0.026 K GYLGPEQLPDC*LK G
985 780.902 1559.79 2 1559.794 -0.0049 0 87.12 2.10E-07 K VDFPQDQLATLTGR I
986 780.9032 1559.792 2 1559.794 -0.0025 0 72.97 5.00E-06 K VDFPQDQLATLTGR I
992 780.9038 1559.793 2 1559.794 -0.0013 0 84.87 3.40E-07 K VDFPQDQLATLTGR I
993 780.9038 1559.793 2 1559.794 -0.0013 0 86.56 2.30E-07 K VDFPQDQLATLTGR I

1127 879.9338 1757.853 2 1757.855 -0.0016 0 64.62 2.90E-05 K ETEC*TYFSTPLLLGK K
1129 879.9363 1757.858 2 1757.855 0.0034 0 42.4 0.0051 K ETEC*TYFSTPLLLGK K
1158 598.3674 1792.08 3 1792.082 -0.0019 0 58.35 3.60E-06 K VAVLGASGGIGQPLSLLLK N
1159 598.3676 1792.081 3 1792.082 -0.0014 0 35.66 0.00083 K VAVLGASGGIGQPLSLLLK N
1160 897.0483 1792.082 2 1792.082 -0.0001 0 115.39 1.20E-11 K VAVLGASGGIGQPLSLLLK N
1161 897.0488 1792.083 2 1792.082 0.0008 0 32.26 0.0023 K VAVLGASGGIGQPLSLLLK N
1162 897.0491 1792.084 2 1792.082 0.0014 0 100.13 3.80E-10 K VAVLGASGGIGQPLSLLLK N
1505 599.0662 2392.236 4 2392.239 -0.0029 0 40.04 0.0035 R LTLYDIAHTPGVAADLSHIETR A
1506 798.4193 2392.236 3 2392.239 -0.0027 0 87.77 5.80E-08 R LTLYDIAHTPGVAADLSHIETR A
1507 798.4193 2392.236 3 2392.239 -0.0027 0 95.27 1.00E-08 R LTLYDIAHTPGVAADLSHIETR A
1508 798.4194 2392.237 3 2392.239 -0.0022 0 38.6 0.005 R LTLYDIAHTPGVAADLSHIETR A
1510 1197.126 2392.238 2 2392.239 -0.001 0 100.52 3.40E-09 R LTLYDIAHTPGVAADLSHIETR A

Q60932 Voltage-dependent anion-selective chan 99 4 4 32331 8.55 363 515.8099 1029.605 2 1029.607 -0.0017 0 61.81 5.50E-05 K LTLSALLDGK N
673 607.313 1212.611 2 1212.614 -0.0025 0 52.12 0.00063 R VTQSNFAVGYK T
875 700.8109 1399.607 2 1399.608 -0.0007 0 35.43 0.014 K YQVDPDAC*FSAK V
876 700.837 1399.659 2 1399.662 -0.0026 0 34.86 0.029 K LTFDSSFSPNTGK K

50 P62259 14-3-3 protein epsilon 1736 54 28 29155 4.63 223 454.2659 906.5172 2 906.5174 -0.0002 0 32.81 0.039 R NLLSVAYK N
236 459.2687 916.5229 2 916.5229 0 0 38.25 0.028 R IISSIEQK E
238 459.2689 916.5232 2 916.5229 0.0003 0 48.66 0.0023 R IISSIEQK E
336 497.2497 992.4848 2 992.4848 -0.0001 0 41.88 0.013 R QM@VETELK L
559 566.2385 1130.462 2 1130.462 0 0 47.32 0.0005 R YDEMVESMK K
583 574.2355 1146.457 2 1146.457 -0.0008 0 47.95 0.00027 R YDEM@VESMK K
584 574.2359 1146.457 2 1146.457 0 0 36.54 0.0038 R YDEM@VESMK K
615 582.2325 1162.451 2 1162.452 -0.0017 0 49.6 8.80E-05 R YDEM@VESM@K K
664 595.334 1188.653 2 1188.654 -0.0002 0 64.37 4.10E-05 K DSTLIMQLLR D
674 597.8035 1193.592 2 1193.593 -0.0004 0 57.39 0.00027 K EAAENSLVAYK A
705 603.3311 1204.648 2 1204.649 -0.001 0 54.28 0.00052 K DSTLIM@QLLR D
706 603.3314 1204.648 2 1204.649 -0.0003 0 54.42 0.00049 K DSTLIM@QLLR D
745 619.3303 1236.646 2 1236.646 -0.0003 0 37.34 0.022 K HLIPAANTGESK V
746 619.3304 1236.646 2 1236.646 0.0001 0 55.18 0.00037 K HLIPAANTGESK V
749 413.2231 1236.648 3 1236.646 0.0014 0 37.33 0.021 K HLIPAANTGESK V
765 628.7986 1255.583 2 1255.583 -0.0007 0 59.87 8.70E-05 R YLAEFATGNDR K
766 628.7989 1255.583 2 1255.583 -0.0001 0 49.21 0.00099 R YLAEFATGNDR K
768 420.5265 1258.558 3 1258.557 0.0004 1 32.56 0.028 R YDEMVESMKK V
802 645.2783 1288.542 2 1288.542 0.0001 0 53.96 0.00013 K EALQDVEDENQ -
841 661.851 1321.687 2 1321.688 -0.0004 1 58.52 0.00016 R KEAAENSLVAYK A
876 692.8457 1383.677 2 1383.678 -0.0014 1 40.44 0.0094 R YLAEFATGNDRK E
902 709.3801 1416.746 2 1416.746 -0.0004 1 44.89 0.0039 R IISSIEQKEENK G
916 724.3582 1446.702 2 1446.702 -0.0007 0 91.22 6.90E-08 K VAGMDVELTVEER N
917 724.3586 1446.703 2 1446.702 0.0002 0 78.88 1.20E-06 K VAGMDVELTVEER N
925 732.3554 1462.696 2 1462.697 -0.0011 0 94.42 3.30E-08 K VAGM@DVELTVEER N
926 732.3565 1462.699 2 1462.697 0.0011 0 55.69 0.00025 K VAGM@DVELTVEER N
937 738.8754 1475.736 2 1475.736 -0.0001 0 68.18 1.70E-05 K LIC*C*DILDVLDK H
938 738.876 1475.737 2 1475.736 0.001 0 78.66 1.40E-06 K LIC*C*DILDVLDK H
958 762.8537 1523.693 2 1523.693 0.0003 1 31.87 0.048 - #MDDREDLVYQAK L
960 762.8541 1523.694 2 1523.693 0.0011 1 40.41 0.0066 - #MDDREDLVYQAK L
966 770.8506 1539.687 2 1539.688 -0.0008 1 31.26 0.04 - #M@DDREDLVYQAK L
980 525.9392 1574.796 3 1574.797 -0.0016 1 35.12 0.032 K KVAGMDVELTVEER N
988 796.4014 1590.788 2 1590.792 -0.004 1 48.34 0.0015 K KVAGM@DVELTVEER N

1088 607.3165 1818.928 3 1818.93 -0.0022 0 41.63 0.0048 K AASDIAMTELPPTHPIR L
1089 607.3166 1818.928 3 1818.93 -0.0019 0 31.95 0.05 K AASDIAMTELPPTHPIR L
1090 607.3167 1818.928 3 1818.93 -0.0017 0 32.78 0.042 K AASDIAMTELPPTHPIR L
1091 607.3169 1818.929 3 1818.93 -0.0009 0 79.15 9.30E-07 K AASDIAMTELPPTHPIR L
1093 607.3171 1818.93 3 1818.93 -0.0002 0 50.66 0.00063 K AASDIAMTELPPTHPIR L
1094 910.4722 1818.93 2 1818.93 0 0 50.85 0.00061 K AASDIAMTELPPTHPIR L
1095 607.3182 1818.933 3 1818.93 0.0029 0 45.59 0.002 K AASDIAMTELPPTHPIR L
1104 612.6479 1834.922 3 1834.925 -0.0027 0 81.34 5.30E-07 K AASDIAM@TELPPTHPIR L
1105 612.6481 1834.922 3 1834.925 -0.0023 0 63.48 3.30E-05 K AASDIAM@TELPPTHPIR L
1106 918.4687 1834.923 2 1834.925 -0.0019 0 61.57 5.40E-05 K AASDIAM@TELPPTHPIR L
1108 612.6485 1834.924 3 1834.925 -0.001 0 69.57 8.60E-06 K AASDIAM@TELPPTHPIR L
1109 612.6486 1834.924 3 1834.925 -0.0009 0 57.69 0.00013 K AASDIAM@TELPPTHPIR L
1110 612.6486 1834.924 3 1834.925 -0.0009 0 56.83 0.00016 K AASDIAM@TELPPTHPIR L
1111 612.6486 1834.924 3 1834.925 -0.0007 0 46.39 0.0018 K AASDIAM@TELPPTHPIR L
1112 612.649 1834.925 3 1834.925 0.0004 0 55.12 0.00022 K AASDIAM@TELPPTHPIR L
1187 696.6602 2086.959 3 2086.958 0.0004 0 56.74 0.00011 K AAFDDAIAELDTLSEESYK D
1188 1044.487 2086.96 2 2086.958 0.0013 0 97.89 8.00E-09 K AAFDDAIAELDTLSEESYK D
1326 777.7382 2330.193 3 2330.195 -0.002 0 50.26 0.0004 R LGLALNFSVFYYEILNSPDR A
1327 1166.105 2330.194 2 2330.195 -0.0002 0 117.31 7.40E-11 R LGLALNFSVFYYEILNSPDR A
1450 1092.205 3273.592 3 3273.596 -0.0046 1 86.51 7.10E-08 K AAFDDAIAELDTLSEESYKDSTLIM@QLLR D
1451 819.4059 3273.594 4 3273.596 -0.0018 1 42.32 0.0018 K AAFDDAIAELDTLSEESYKDSTLIM@QLLR D

Q6IRU2 Tropomyosin alpha-4 chain 785 27 20 28450 4.65 324 494.2455 986.4764 2 986.4781 -0.0017 0 38.26 0.016 K AEGDAAALNR R
363 507.3158 1012.617 2 1012.617 0.0002 0 41.56 0.0033 K LVILEGELK R
411 522.2898 1042.565 2 1042.566 -0.0008 0 65.83 3.30E-05 M #AGLNSLEAVK R
496 546.7465 1091.479 2 1091.481 -0.002 0 47.46 0.001 K C*GDLEEELK N
566 567.7988 1133.583 2 1133.582 0.0006 0 56.81 0.00036 K MEILEMQLK E
573 571.3627 1140.711 2 1140.712 -0.0009 1 59.55 1.30E-05 R KLVILEGELK R
577 381.8672 1142.58 3 1142.579 0.0006 1 33.61 0.043 K AEGDAAALNRR I
589 575.7953 1149.576 2 1149.577 -0.0013 0 43.79 0.0068 K M@EILEMQLK E
590 575.7958 1149.577 2 1149.577 -0.0002 0 36.92 0.031 K M@EILEMQLK E
626 583.7925 1165.571 2 1165.572 -0.0017 0 42.11 0.0086 K M@EILEM@QLK E
634 585.3656 1168.717 2 1168.718 -0.0013 1 28.69 0.028 K LVILEGELKR A
688 600.34 1198.666 2 1198.667 -0.0014 1 55.9 0.00029 M #AGLNSLEAVKR K
689 600.3408 1198.667 2 1198.667 0 1 75.79 2.60E-06 M #AGLNSLEAVKR K
758 622.8145 1243.615 2 1243.616 -0.0012 1 57.36 0.00022 R EKAEGDAAALNR R
767 629.3373 1256.66 2 1256.661 -0.0012 0 68.42 1.40E-05 R IQLLEEELDR A
895 471.9279 1412.762 3 1412.762 -0.0006 1 56.87 0.00016 R RIQLLEEELDR A
897 707.3885 1412.762 2 1412.762 0.0001 1 48.04 0.0012 R RIQLLEEELDR A
992 534.2562 1599.747 3 1599.749 -0.002 0 36.74 0.014 K IQALQQQADDAEDR A
993 800.8813 1599.748 2 1599.749 -0.0008 0 46.94 0.0016 K IQALQQQADDAEDR A
994 800.8823 1599.75 2 1599.749 0.0011 0 85.22 2.20E-07 K IQALQQQADDAEDR A

1041 864.9294 1727.844 2 1727.844 0.0004 1 85.76 2.10E-07 R KIQALQQQADDAEDR A
1128 625.9752 1874.904 3 1874.904 -0.0007 1 40.29 0.0076 K C*GDLEEELKNVTNNLK S
1133 943.4785 1884.943 2 1884.943 -0.0004 0 116.75 1.60E-10 R AQEQLATALQNLEEAEK A
1134 629.3217 1884.943 3 1884.943 0.0003 0 69.59 7.90E-06 R AQEQLATALQNLEEAEK A
1264 752.0433 2253.108 3 2253.11 -0.0016 1 66.96 1.30E-05 K IQALQQQADDAEDRAQGLQR E
1337 780.7094 2339.106 3 2339.106 0.0001 0 48.04 0.00083 K EENVGLHQTLDQTLNELNC*I -
1338 1170.561 2339.107 2 2339.106 0.0005 0 58.81 6.60E-05 K EENVGLHQTLDQTLNELNC*I -

O70251 Elongation factor 1-beta 236 4 3 24678 4.53 857 673.8342 1345.654 2 1345.655 -0.0009 0 73.29 5.50E-06 K LQIQC*VVEDDK V
1000 809.428 1616.841 2 1616.841 0.0004 0 92.89 4.20E-08 K TPAGLQVLNDYLADK S
1001 809.4284 1616.842 2 1616.841 0.0013 0 78.15 1.30E-06 K TPAGLQVLNDYLADK S
1031 856.8839 1711.753 2 1711.754 -0.0004 0 73.82 1.90E-06 K YGPSSVEDTTGSGAADAK D

51 Q8K1Z0 Ubiquinone biosynthesis protein COQ9, 1120 39 16 35061 5.6 53 390.2057 778.3968 2 778.3974 -0.0005 0 37.99 0.036 K TDQFLR D
54 390.2058 778.397 2 778.3974 -0.0003 0 40.9 0.018 K TDQFLR D

239 454.2529 906.4912 2 906.4923 -0.0011 1 34.64 0.049 R KTDQFLR D
240 454.2529 906.4913 2 906.4923 -0.001 1 38.48 0.02 R KTDQFLR D
241 454.2532 906.4919 2 906.4923 -0.0005 1 36.38 0.033 R KTDQFLR D
249 458.2532 914.4918 2 914.4934 -0.0016 0 36.81 0.039 K NLTGLNQR R
339 493.286 984.5574 2 984.5604 -0.003 0 32.29 0.05 K LVQLGQAEK R
342 493.2866 984.5587 2 984.5604 -0.0017 0 64.67 3.30E-05 K LVQLGQAEK R
343 493.2867 984.5588 2 984.5604 -0.0016 0 49.63 0.001 K LVQLGQAEK R
582 571.3367 1140.659 2 1140.662 -0.0026 1 54.5 0.00019 K LVQLGQAEKR K
738 615.3212 1228.628 2 1228.63 -0.002 0 35.44 0.031 R LNQVLEEEQK L
739 615.3215 1228.628 2 1228.63 -0.0015 0 61.14 8.30E-05 R LNQVLEEEQK L
838 651.7991 1301.584 2 1301.586 -0.0019 0 44.52 0.0021 R INDAMNMGHTAK Q
839 651.7992 1301.584 2 1301.586 -0.0018 0 65.82 1.60E-05 R INDAMNMGHTAK Q
840 434.8689 1301.585 3 1301.586 -0.0009 0 52.67 0.00032 R INDAMNMGHTAK Q
841 434.8689 1301.585 3 1301.586 -0.0008 0 58.17 9.00E-05 R INDAMNMGHTAK Q
868 659.7967 1317.579 2 1317.581 -0.0017 0 67.63 9.40E-06 R INDAM@NMGHTAK Q
870 440.2004 1317.58 3 1317.581 -0.001 0 48.35 0.00078 R INDAM@NMGHTAK Q
988 490.9226 1469.746 3 1469.749 -0.0029 0 37.95 0.015 R M@LIPYIEHWPR A

1097 582.6533 1744.938 3 1744.939 -0.0014 0 46.67 0.0012 K STGEALVQGLMGAAVTLK N
1098 873.4765 1744.939 2 1744.939 -0.0009 0 86.98 1.10E-07 K STGEALVQGLMGAAVTLK N
1099 582.6537 1744.939 3 1744.939 -0.0001 0 47.93 0.0009 K STGEALVQGLMGAAVTLK N
1105 881.4725 1760.931 2 1760.934 -0.0037 0 101.08 5.40E-09 K STGEALVQGLM@GAAVTLK N
1106 587.9841 1760.931 3 1760.934 -0.0037 0 56.43 0.00016 K STGEALVQGLM@GAAVTLK N
1107 587.9848 1760.933 3 1760.934 -0.0017 0 50.83 0.00056 K STGEALVQGLM@GAAVTLK N
1108 587.9849 1760.933 3 1760.934 -0.0015 0 77.64 1.20E-06 K STGEALVQGLM@GAAVTLK N
1109 881.4739 1760.933 2 1760.934 -0.0009 0 73.45 3.00E-06 K STGEALVQGLM@GAAVTLK N
1386 867.6864 2600.037 3 2600.042 -0.0049 0 32.1 0.0028 R YTDQSGEEEEDYESEEQLQHR I
1387 1301.027 2600.038 2 2600.042 -0.0038 0 49.14 5.60E-05 R YTDQSGEEEEDYESEEQLQHR I
1388 867.6875 2600.041 3 2600.042 -0.0016 0 69.35 3.70E-07 R YTDQSGEEEEDYESEEQLQHR I
1392 886.8116 2657.413 3 2657.417 -0.0039 1 77.71 3.80E-07 K STGEALVQGLM@GAAVTLKNLTGLNQR R
1411 707.3375 2825.321 4 2825.323 -0.002 0 39.62 0.0038 K QQPPHSSSQQHSETQGPEFSRPPPR Y
1413 942.7811 2825.321 3 2825.323 -0.0016 0 32.28 0.02 K QQPPHSSSQQHSETQGPEFSRPPPR Y
1414 707.3376 2825.322 4 2825.323 -0.0015 0 43.12 0.0017 K QQPPHSSSQQHSETQGPEFSRPPPR Y
1415 942.7816 2825.323 3 2825.323 -0.0001 0 39.51 0.0036 K QQPPHSSSQQHSETQGPEFSRPPPR Y
1445 1030.479 3088.416 3 3088.416 0.0005 0 31.66 0.016 R AVLAGIYNTTELVMMQDSSPDFEDTWR F
1454 1035.809 3104.405 3 3104.411 -0.0057 0 85.37 6.00E-08 R AVLAGIYNTTELVM@MQDSSPDFEDTWR F
1455 1035.81 3104.409 3 3104.411 -0.0013 0 53.23 9.60E-05 R AVLAGIYNTTELVM@MQDSSPDFEDTWR F
1464 1041.141 3120.402 3 3120.406 -0.0037 0 71.72 1.30E-06 R AVLAGIYNTTELVM@M@QDSSPDFEDTWR F

Q9D8Y0 EF-hand domain-containing protein D2 263 10 8 26775 5.01 275 469.2782 936.5418 2 936.5433 -0.0015 0 32.5 0.031 R EFLLIFR K
316 487.2744 972.5342 2 972.5352 -0.0011 0 68.37 2.90E-05 K VQAINVSSR F
570 567.834 1133.653 2 1133.656 -0.0023 0 42 0.0031 K LGAPQTHLGLK S
571 378.8924 1133.655 3 1133.656 -0.0002 0 41.53 0.0035 K LGAPQTHLGLK S



664 590.7986 1179.583 2 1179.585 -0.0019 0 52.69 0.00076 R DGFIDLMELK L
808 638.8337 1275.653 2 1275.656 -0.0029 0 64.29 5.40E-05 R LSEIDVSTEGVK G

1034 512.9101 1535.709 3 1535.71 -0.0019 1 31.67 0.044 R FEEEIKAEQEER K
1035 768.8615 1535.709 2 1535.71 -0.0018 1 31.96 0.041 R FEEEIKAEQEER K
1040 779.831 1557.647 2 1557.651 -0.003 0 58.23 3.50E-05 K SM@IQEVDEDFDSK L
1045 784.8857 1567.757 2 1567.759 -0.0021 0 71.14 7.50E-06 R ADLNQGIGEPQSPSR R

Q60994 Adiponectin 73 2 2 26824 5.3 466 533.7791 1065.544 2 1065.546 -0.0018 0 47.86 0.0028 R SAFSVGLETR V
1021 752.8685 1503.722 2 1503.725 -0.0022 0 46.17 0.0021 K AVLFTYDQYQEK N

52 Q9CZR8 Elongation factor Ts, mitochondrial 715 19 16 35312 6.62 259 459.2599 916.5052 2 916.5052 0 0 74.97 6.70E-06 K LGENMILK R
270 464.7765 927.5385 2 927.5389 -0.0004 0 50.83 0.00073 K DQLALAIGK L
281 467.257 932.4994 2 932.5001 -0.0007 0 63.73 8.70E-05 K LGENM@ILK R
282 467.2571 932.4997 2 932.5001 -0.0004 0 51.85 0.0013 K LGENM@ILK R
456 532.2576 1062.501 2 1062.502 -0.001 0 46.87 0.0026 K ALETC*GGDLK Q
476 538.2465 1074.479 2 1074.48 -0.0019 0 47.65 0.0012 K TGYSFVNC*K K
813 721.9157 1441.817 2 1441.814 0.0029 1 87.36 1.10E-07 R EGSLKDQLALAIGK L
830 756.7933 1511.572 2 1511.572 -0.0001 0 45.81 0.00012 R FEC*GEDEQVAEAE -
893 881.9334 1761.852 2 1761.853 -0.0011 0 86.35 1.90E-07 K GFLNSSELSELAAGPDR E
894 588.2916 1761.853 3 1761.853 -0.0003 0 34.72 0.027 K GFLNSSELSELAAGPDR E

1107 1181.091 2360.168 2 2360.168 -0.0006 0 105.44 1.40E-09 K YGALVIC*ETPEQIANLEEVGR R
1108 787.7299 2360.168 3 2360.168 -0.0004 0 36.74 0.011 K YGALVIC*ETPEQIANLEEVGR R
1129 853.4244 2557.252 3 2557.253 -0.0015 0 52.46 0.00028 K FQQLVQQVALGTMAHC*QNLTDR L
1131 644.3185 2573.245 4 2573.248 -0.0028 0 28.67 0.05 K FQQLVQQVALGTM@AHC*QNLTDR L
1132 858.7563 2573.247 3 2573.248 -0.0009 0 46.97 0.00079 K FQQLVQQVALGTM@AHC*QNLTDR L
1150 917.7805 2750.32 3 2750.318 0.0014 0 82.3 2.60E-07 R LGQHVVGMAPLSVGSLDDEPGGETETR M
1152 923.1112 2766.312 3 2766.313 -0.0013 0 83.08 2.00E-07 R LGQHVVGM@APLSVGSLDDEPGGETETR M
1154 945.1671 2832.479 3 2832.481 -0.0017 0 55.9 6.00E-05 K VPSGFYVGSYVHGVTQSPSLQNLVLGK Y
1168 988.1653 2961.474 3 2961.475 -0.0012 0 89.76 3.30E-08 K EGLIGLLQEGNTAVLVEVNC*ETDFVSR N
1227 1125.266 3372.776 3 3372.779 -0.0031 0 52.73 5.70E-05 R MLPQPYLLDPSITLGQYVQPQGVTVVDFVR F

53 Q9R0P3 S-formylglutathione hydrolase 600 21 15 31299 6.7 407 520.7564 1039.498 2 1039.501 -0.0026 0 48.48 0.0015 K AYDATC*LVK A
643 587.8085 1173.602 2 1173.603 -0.0006 0 44.49 0.0052 K VFEHSSVELK C
764 635.8 1269.585 2 1269.588 -0.0023 0 45.81 0.0024 K AFSGYLGPDESK W
868 699.8478 1397.681 2 1397.683 -0.0016 1 87.72 1.70E-07 K KAFSGYLGPDESK W
872 703.8689 1405.723 2 1405.724 -0.0009 0 35.26 0.034 R FAVYLPPQAESGK C
873 703.869 1405.723 2 1405.724 -0.0008 0 44.95 0.0037 R FAVYLPPQAESGK C
874 703.8693 1405.724 2 1405.724 -0.0001 0 45.53 0.003 R FAVYLPPQAESGK C
950 804.4168 1606.819 2 1606.82 -0.0012 0 80.39 8.30E-07 K AYSGSQIDILIDQGK D

1075 662.9935 1985.959 3 1985.964 -0.005 0 35.57 0.017 R MSIFGHSMGGHGALIC*ALK N
1079 996.9869 1991.959 2 1991.96 -0.0004 0 52.12 0.00037 R SVSAFAPIC*NPVLC*SWGK K
1088 668.3259 2001.956 3 2001.959 -0.0027 0 37.91 0.01 R MSIFGHSM@GGHGALIC*ALK N
1203 761.7151 2282.124 3 2282.129 -0.0055 0 43.44 0.0028 K SGYQQAASEHGLVVIAPDTSPR G
1204 1142.071 2282.127 2 2282.129 -0.0026 0 70.7 4.90E-06 K SGYQQAASEHGLVVIAPDTSPR G
1205 761.7164 2282.127 3 2282.129 -0.0018 0 41.81 0.0039 K SGYQQAASEHGLVVIAPDTSPR G
1276 796.7167 2387.128 3 2387.129 -0.0008 0 56.12 0.0002 K C*PALYWLSGLTC*TEQNFISK S
1277 1194.571 2387.128 2 2387.129 -0.0007 0 37.48 0.014 K C*PALYWLSGLTC*TEQNFISK S
1310 853.7474 2558.221 3 2558.223 -0.0025 0 38.52 0.007 R LQEGYDHSYYFIATFIADHIR H
1323 888.7092 2663.106 3 2663.109 -0.0032 0 36.85 0.0019 K GEDDSWDFGTGAGFYVNATEDPWK A
1333 914.1138 2739.32 3 2739.321 -0.0019 0 33.35 0.021 R M@YSYVTEELPQLINANFPVDPQR M
1441 1022.245 4084.951 4 4084.958 -0.0069 1 29.69 0.021 K AYSGSQIDILIDQGKDDEFLSNGQLLPDNFIAAC*TEK K
1442 1362.659 4084.955 3 4084.958 -0.0026 1 44.61 0.00059 K AYSGSQIDILIDQGKDDEFLSNGQLLPDNFIAAC*TEK K

Q8R4N0 Citrate lyase subunit beta-like protein, m 503 15 13 37525 8.76 262 464.7399 927.4652 2 927.4661 -0.0009 0 36.15 0.031 K VEGPEEIR W
509 547.7769 1093.539 2 1093.54 -0.0012 0 58.9 0.00019 K DTQDILYAR Q
843 684.8295 1367.645 2 1367.646 -0.0011 0 79.6 1.00E-06 K TLEDFDLGTTEK C
855 693.9005 1385.787 2 1385.788 -0.0013 0 56.72 0.00011 K QAQNIVTLATSIK E
877 709.8866 1417.759 2 1417.761 -0.0019 0 53.94 0.00043 K IQWAEELIAAFK E
990 870.9675 1739.921 2 1739.925 -0.0041 0 93.86 2.40E-08 K AFGLQAIDLVYIDFR D
991 580.981 1739.921 3 1739.925 -0.0036 0 33.17 0.026 K AFGLQAIDLVYIDFR D
992 870.9682 1739.922 2 1739.925 -0.0028 0 44.03 0.0022 K AFGLQAIDLVYIDFR D

1007 897.3868 1792.759 2 1792.761 -0.0018 0 72.44 1.90E-06 K VDC*AVLDC*EDGVAENK K
1134 717.0428 2148.107 3 2148.106 0.0003 0 35.44 0.013 R INSVSSGLAEVDLETFLQAR V
1281 801.7591 2402.256 3 2402.259 -0.004 0 41.16 0.0033 K QVIHPNQIAVVQEQFTPTPEK I
1282 802.4248 2404.253 3 2404.253 -0.0008 0 53.85 0.00019 K LEQPMNLIPFVETAMGLLNFK A
1286 807.7561 2420.247 3 2420.248 -0.0019 0 62.98 2.30E-05 K LEQPM@NLIPFVETAMGLLNFK A
1291 813.0885 2436.244 3 2436.243 0.0004 0 42.25 0.0024 K LEQPM@NLIPFVETAM@GLLNFK A
1308 847.1096 2538.307 3 2538.312 -0.0048 1 52.61 0.00021 K AFGLQAIDLVYIDFRDEDGLLR Q

Q3TC72 Fumarylacetoacetate hydrolase domain 490 14 11 34668 8.42 61 396.2366 790.4587 2 790.4589 -0.0002 0 34.34 0.037 K SPIIFSK F
552 562.2902 1122.566 2 1122.567 -0.0012 0 47.03 0.0028 K DTIADPHNLK I
654 589.866 1177.717 2 1177.718 -0.0009 0 59.49 1.90E-05 R ALATQLPVIPR S

1034 940.9612 1879.908 2 1879.91 -0.0019 0 77.79 1.30E-06 R VNGEVVQSSNTNQMVFK T
1035 948.9591 1895.904 2 1895.905 -0.0011 0 75.49 2.40E-06 R VNGEVVQSSNTNQM@VFK T
1036 632.9754 1895.904 3 1895.905 -0.0004 0 36.43 0.019 R VNGEVVQSSNTNQM@VFK T
1043 955.4863 1908.958 2 1908.962 -0.0035 0 68.56 1.10E-05 K TMVQFLEQGETTLSVAR R
1044 637.3276 1908.961 3 1908.962 -0.0006 0 53.65 0.00036 K TMVQFLEQGETTLSVAR R
1051 642.6589 1924.955 3 1924.956 -0.0016 0 48.21 0.0012 K TM@VQFLEQGETTLSVAR R
1052 963.4849 1924.955 2 1924.956 -0.0011 0 90.6 6.90E-08 K TM@VQFLEQGETTLSVAR R
1111 685.6732 2053.998 3 2054 -0.0027 0 51.07 0.0005 K ATDVMAHVAGFTVAHDVSAR D
1116 691.005 2069.993 3 2069.995 -0.0021 0 58.67 8.10E-05 K ATDVM@AHVAGFTVAHDVSAR D
1119 1039.537 2077.06 2 2077.062 -0.0023 0 50.15 0.00053 K FSSSIVGPYDEIILPPESK E
1138 725.673 2173.997 3 2174 -0.0024 0 61.22 4.10E-05 K VIC*VGLNYADHC*QEQNVR V

Q99LC5 Electron transfer flavoprotein subunit alp 483 14 13 34988 8.62 91 411.2112 820.4078 2 820.4079 -0.0002 0 37.23 0.044 K SPDTFVR T
584 572.3113 1142.608 2 1142.608 -0.0003 0 54.2 0.00047 K VLVAQHDAYK G
778 645.8383 1289.662 2 1289.665 -0.003 0 45.4 0.0038 R LGGEVSC*LVAGTK C
806 655.8404 1309.666 2 1309.67 -0.0038 0 65.43 2.90E-05 R TIYAGNALC*TVK C
876 705.9134 1409.812 2 1409.813 -0.0007 0 33.84 0.0074 K LNVAPVSDIIEIK S
957 822.8702 1643.726 2 1643.728 -0.0017 0 82.86 2.70E-07 R GTSFEAAATSGGSASSEK A

1020 604.9907 1811.95 3 1811.953 -0.0026 0 67.02 9.90E-06 K LLYDLADQLHAAVGASR A
1021 906.9835 1811.952 2 1811.953 -0.0006 0 80.08 5.60E-07 K LLYDLADQLHAAVGASR A
1040 952.9616 1903.909 2 1903.91 -0.0012 0 45.66 0.002 R AAVDAGFVPNDMQVGQTGK I
1048 960.9587 1919.903 2 1919.905 -0.0018 0 34.96 0.023 R AAVDAGFVPNDM@QVGQTGK I
1146 1104.561 2207.108 2 2207.115 -0.0073 0 90.11 6.00E-08 K DPEAPIFQVADYGIVADLFK V
1263 784.4432 2350.308 3 2350.308 -0.0004 0 48.46 0.00019 K IVAPELYIAVGISGAIQHLAGMK D
1271 789.7741 2366.3 3 2366.303 -0.0028 0 48.66 0.00019 K IVAPELYIAVGISGAIQHLAGM@K D
1356 983.1991 2946.576 3 2946.574 0.0012 1 57.93 2.00E-05 K TIVAINKDPEAPIFQVADYGIVADLFK V

Q60930 Voltage-dependent anion-selective chan 453 12 9 31713 7.44 240 457.2298 912.445 2 912.4454 -0.0004 0 39.29 0.014 R SNFAVGYR T
779 647.3364 1292.658 2 1292.661 -0.0029 0 46.95 0.0024 K YQLDPTASISAK V
888 714.853 1427.692 2 1427.693 -0.0018 0 100.15 9.40E-09 K LTFDTTFSPNTGK K
892 717.3235 1432.632 2 1432.633 -0.0009 0 59.45 5.30E-05 K WC*EYGLTFTEK W
938 519.6027 1555.786 3 1555.788 -0.0021 1 32.49 0.048 K LTFDTTFSPNTGKK S

1041 636.6016 1906.783 3 1906.785 -0.0022 0 42.31 0.00078 K SC*SGVEFSTSGSSNTDTGK V
1042 954.399 1906.784 2 1906.785 -0.0016 0 83.03 6.50E-08 K SC*SGVEFSTSGSSNTDTGK V
1127 1052.081 2102.147 2 2102.148 -0.0018 0 72.18 1.50E-06 K VNNSSLIGVGYTQTLRPGVK L
1128 701.723 2102.147 3 2102.148 -0.0014 0 51.85 0.00016 K VNNSSLIGVGYTQTLRPGVK L
1302 1260.106 2518.198 2 2518.201 -0.0031 0 59.1 7.00E-05 K WNTDNTLGTEIAIEDQIC*QGLK L
1303 840.4072 2518.2 3 2518.201 -0.0013 0 59.39 6.00E-05 K WNTDNTLGTEIAIEDQIC*QGLK L
1305 843.0656 2526.175 3 2526.178 -0.0025 0 69.43 4.20E-06 R TGDFQLHTNVNNGTEFGGSIYQK V

54 Q99LC5 Electron transfer flavoprotein subunit alp 1064 26 16 34988 8.62 97 411.2112 820.4078 2 820.4079 -0.0002 0 42.06 0.014 K SPDTFVR T
98 411.2112 820.4079 2 820.4079 -0.0001 0 48.28 0.0035 K SPDTFVR T

520 537.2818 1072.549 2 1072.551 -0.0022 0 35.87 0.04 K SDRPELTGAK V
617 572.3101 1142.606 2 1142.608 -0.0028 0 56.98 0.00022 K VLVAQHDAYK G
802 645.8386 1289.663 2 1289.665 -0.0024 0 74.96 4.20E-06 R LGGEVSC*LVAGTK C
839 655.8416 1309.669 2 1309.67 -0.0015 0 66.29 2.60E-05 R TIYAGNALC*TVK C
898 705.9132 1409.812 2 1409.813 -0.0011 0 41.85 0.0012 K LNVAPVSDIIEIK S

1019 822.8693 1643.724 2 1643.728 -0.0035 0 115.16 1.60E-10 R GTSFEAAATSGGSASSEK A
1020 822.8707 1643.727 2 1643.728 -0.0007 0 44.84 0.0019 R GTSFEAAATSGGSASSEK A
1039 564.2802 1689.819 3 1689.821 -0.0023 0 42.03 0.0057 K APSSSSVGISEWLDQK L
1040 845.9168 1689.819 2 1689.821 -0.0019 0 87.07 1.80E-07 K APSSSSVGISEWLDQK L
1071 872.9086 1743.803 2 1743.804 -0.0012 0 59.21 7.90E-05 K QFSYTHIC*AGASAFGK N
1091 598.6797 1793.017 3 1793.019 -0.0012 0 36.49 0.004 K GLLPEELTPLILETQK Q
1092 897.5163 1793.018 2 1793.019 -0.0005 0 53.66 8.40E-05 K GLLPEELTPLILETQK Q
1105 604.9909 1811.951 3 1811.953 -0.0021 0 66.72 1.10E-05 K LLYDLADQLHAAVGASR A
1106 906.9834 1811.952 2 1811.953 -0.0007 0 101.52 4.00E-09 K LLYDLADQLHAAVGASR A
1156 952.9612 1903.908 2 1903.91 -0.0019 0 34.16 0.029 R AAVDAGFVPNDMQVGQTGK I
1248 736.7108 2207.11 3 2207.115 -0.0046 0 70.67 5.60E-06 K DPEAPIFQVADYGIVADLFK V
1249 1104.564 2207.114 2 2207.115 -0.0014 0 117.93 1.00E-10 K DPEAPIFQVADYGIVADLFK V
1344 784.4426 2350.306 3 2350.308 -0.0022 0 45.83 0.00036 K IVAPELYIAVGISGAIQHLAGMK D
1345 1176.161 2350.307 2 2350.308 -0.0017 0 88.32 2.10E-08 K IVAPELYIAVGISGAIQHLAGMK D
1351 789.7732 2366.298 3 2366.303 -0.0054 0 59.42 1.90E-05 K IVAPELYIAVGISGAIQHLAGM@K D
1352 1184.157 2366.3 2 2366.303 -0.003 0 60.67 1.20E-05 K IVAPELYIAVGISGAIQHLAGM@K D
1353 789.7742 2366.301 3 2366.303 -0.0025 0 47.28 0.00026 K IVAPELYIAVGISGAIQHLAGM@K D
1408 983.1954 2946.564 3 2946.574 -0.01 1 77.75 2.40E-07 K TIVAINKDPEAPIFQVADYGIVADLFK V
1409 737.6485 2946.565 4 2946.574 -0.0094 1 56.99 2.80E-05 K TIVAINKDPEAPIFQVADYGIVADLFK V

Q9D0M3 Cytochrome c1, heme protein, mitochon 648 21 11 35305 9.24 99 411.2294 820.4442 2 820.4443 -0.0001 0 42.08 0.011 K DVATFLR W
815 649.8557 1297.697 2 1297.699 -0.0021 0 76.16 2.10E-06 R GLLSSLDHTSIR R
818 649.8564 1297.698 2 1297.699 -0.0008 0 39.76 0.0094 R GLLSSLDHTSIR R
967 512.2441 1533.71 3 1533.713 -0.0029 0 43.5 0.0031 R HLVGVC*YTEEEAK A
968 512.2444 1533.711 3 1533.713 -0.002 0 31.53 0.05 R HLVGVC*YTEEEAK A
969 767.8636 1533.713 2 1533.713 -0.0007 0 68.89 9.80E-06 R HLVGVC*YTEEEAK A

1031 835.9453 1669.876 2 1669.879 -0.0028 0 37.66 0.011 R AANNGALPPDLSYIVR A
1034 836.4515 1670.889 2 1669.879 1.0098 0 31.48 0.042 R AANNGALPPDLSYIVR A
1141 622.3112 1863.912 3 1863.916 -0.0037 0 46.3 0.0018 K LSDYFPKPYPNPEAAR A
1142 932.9647 1863.915 2 1863.916 -0.0006 0 42.4 0.0047 K LSDYFPKPYPNPEAAR A
1146 935.9943 1869.974 2 1869.984 -0.0099 0 53.67 0.00027 K MLLM@M@GLLLPLTYAMK R
1148 935.9958 1869.977 2 1869.984 -0.007 0 42.26 0.0036 K MLLM@M@GLLLPLTYAMK R
1149 935.9973 1869.98 2 1869.984 -0.004 0 64.26 2.10E-05 K MLLM@M@GLLLPLTYAMK R
1154 634.998 1901.972 3 1901.974 -0.0017 0 33.97 0.025 K M@LLM@M@GLLLPLTYAM@K R
1155 951.994 1901.974 2 1901.974 -0.0003 0 75.08 2.00E-06 K M@LLM@M@GLLLPLTYAM@K R
1376 878.7318 2633.173 3 2633.174 -0.0003 0 48.8 0.00036 K ALAEEVEVQDGPNDDGEMFMRPGK L
1377 884.0617 2649.163 3 2649.169 -0.0054 0 55 7.50E-05 K ALAEEVEVQDGPNDDGEM@FMRPGK L
1378 885.4229 2653.247 3 2653.248 -0.0016 0 73.44 1.80E-06 R HGGEDYVFSLLTGYC*EPPTGVSLR E
1379 885.4237 2653.249 3 2653.248 0.001 0 53.06 0.00018 R HGGEDYVFSLLTGYC*EPPTGVSLR E
1382 889.3929 2665.157 3 2665.164 -0.0066 0 80.32 1.90E-07 K ALAEEVEVQDGPNDDGEM@FM@RPGK L
1383 889.3944 2665.161 3 2665.164 -0.0022 0 45 0.0006 K ALAEEVEVQDGPNDDGEM@FM@RPGK L

Q99L13 3-hydroxyisobutyrate dehydrogenase, m 336 9 8 35417 8.37 773 631.3137 1260.613 2 1260.614 -0.001 0 67.37 2.40E-05 K DFSSVFQYLR E
827 653.8272 1305.64 2 1305.641 -0.0014 0 62.45 7.50E-05 K DLGLAQDSATSTK T
994 791.4583 1580.902 2 1580.904 -0.0019 0 56.54 4.50E-05 K TPILLGSLAHQIYR M
995 527.9746 1580.902 3 1580.904 -0.0018 0 59.74 2.20E-05 K TPILLGSLAHQIYR M

1004 801.3858 1600.757 2 1600.758 -0.001 0 56.32 0.00019 K EAGEQVASSPAEVAEK A
1009 809.9296 1617.845 2 1617.846 -0.0016 0 76.4 2.00E-06 K GSLLIDSSTIDPSVSK E
1061 862.908 1723.801 2 1723.802 -0.0008 0 61.54 5.30E-05 K M@GAVFM@DAPVSGGVGAAR S
1065 868.4278 1734.841 2 1734.843 -0.0023 0 43.37 0.0037 K TPVGFIGLGNM@GNPM@AK N
1170 645.9932 1934.958 3 1934.96 -0.0024 0 33.38 0.035 K HGYPLILYDVFPDVC*K E



55 Q9JHW2 Nitrilase homolog 2 860 28 17 30483 6.44 136 420.2713 838.5281 2 838.5276 0.0005 0 28.17 0.02 R QQIPILK Q
162 426.7264 851.4382 2 851.4389 -0.0007 0 43.86 0.0061 K ITFQESK T
392 513.2604 1024.506 2 1024.508 -0.0014 0 55.52 0.00038 R ADLYTVESK K
635 591.3105 1180.606 2 1180.609 -0.0024 1 59.26 0.00016 K RADLYTVESK K
637 592.2828 1182.551 2 1182.553 -0.0014 0 57.55 0.00018 K VGLGIC*YDMR F
660 600.2799 1198.545 2 1198.548 -0.0022 0 32.51 0.042 K VGLGIC*YDM@R F
767 655.3477 1308.681 2 1308.683 -0.0017 0 52.76 0.0006 R FAELAQIYAQR G
768 437.2346 1308.682 3 1308.683 -0.0008 0 47.55 0.0019 R FAELAQIYAQR G
775 656.9122 1311.81 2 1311.813 -0.0028 0 27.19 0.019 R LALIQLQVSSIK S
776 656.9127 1311.811 2 1311.813 -0.0017 0 40.61 0.0009 R LALIQLQVSSIK S
778 656.9131 1311.812 2 1311.813 -0.0009 0 54.29 3.70E-05 R LALIQLQVSSIK S
779 656.9131 1311.812 2 1311.813 -0.0009 0 40.3 0.00093 R LALIQLQVSSIK S
781 656.9132 1311.812 2 1311.813 -0.0007 0 59.11 1.20E-05 R LALIQLQVSSIK S
782 656.9133 1311.812 2 1311.813 -0.0006 0 55.27 3.00E-05 R LALIQLQVSSIK S
871 781.4009 1560.787 2 1560.79 -0.0023 0 69.41 1.10E-05 R AVDNQVYVATASPAR D
873 781.4018 1560.789 2 1560.79 -0.0006 0 87.44 1.80E-07 R AVDNQVYVATASPAR D
874 781.4019 1560.789 2 1560.79 -0.0005 0 57.08 0.0002 R AVDNQVYVATASPAR D
900 834.4218 1666.829 2 1666.83 -0.0012 0 86.59 1.90E-07 K AGTEETILYSDIDLK K
901 556.6169 1666.829 3 1666.83 -0.0011 0 34.07 0.034 K AGTEETILYSDIDLK K
939 599.3147 1794.922 3 1794.925 -0.0028 1 44.66 0.0024 K AGTEETILYSDIDLKK L
940 898.4689 1794.923 2 1794.925 -0.0018 1 66.73 1.40E-05 K AGTEETILYSDIDLKK L
957 932.9613 1863.908 2 1863.91 -0.0021 0 69.4 8.70E-06 K ESSIYLIGGSIPEEDAGK L
961 623.9848 1868.933 3 1868.934 -0.0017 0 45.14 0.0023 K LYNTC*SVFGPDGSLLVK H
962 935.4736 1868.933 2 1868.934 -0.0017 0 80.47 6.70E-07 K LYNTC*SVFGPDGSLLVK H
972 961.9279 1921.841 2 1921.84 0.0009 0 91.94 2.70E-08 K TLSPGDSFSTFDTPYC*K V
997 667.0565 1998.148 3 1998.147 0.0002 1 40.54 0.00075 R LALIQLQVSSIKSDNLTR A

1161 947.8209 2840.441 3 2840.443 -0.0023 0 46.98 0.00069 R GC*QLLVYPGAFNLTTGPAHWELLQR A
1179 1023.47 3067.388 3 3067.391 -0.003 0 37.55 0.0038 K QGANIVSLPEC*FNSPYGTTYFPDYAEK I

Q9D0M3 Cytochrome c1, heme protein, mitochon 183 6 5 35305 9.24 753 649.8558 1297.697 2 1297.699 -0.002 0 53.44 0.00039 R GLLSSLDHTSIR R
862 512.2444 1533.712 3 1533.713 -0.0018 0 37.82 0.013 R HLVGVC*YTEEEAK A
863 767.8638 1533.713 2 1533.713 -0.0003 0 44.12 0.0029 R HLVGVC*YTEEEAK A
958 622.3118 1863.914 3 1863.916 -0.0019 0 35.63 0.023 K LSDYFPKPYPNPEAAR A
967 951.9927 1901.971 2 1901.974 -0.0029 0 39.78 0.0068 K M@LLM@M@GLLLPLTYAM@K R

1146 885.4222 2653.245 3 2653.248 -0.0034 0 74.9 1.20E-06 R HGGEDYVFSLLTGYC*EPPTGVSLR E
O09131 Glutathione S-transferase omega-1 159 4 4 27480 6.92 485 540.3132 1078.612 2 1078.614 -0.0015 0 48.06 0.0012 R HEVININLK N

509 549.8365 1097.658 2 1097.66 -0.0013 0 66.99 8.60E-06 K VPPLIASFVR S
694 613.7889 1225.563 2 1225.565 -0.0015 1 34.94 0.027 K KLEEGMDNYK S

1029 1081.982 2161.95 2 2161.951 -0.0018 0 76.15 7.50E-07 R EYLNLYLQDSPEAC*DYGL -
Q9CXI0 Ubiquinone biosynthesis methyltransfer 129 3 3 37312 7.14 724 629.3272 1256.64 2 1256.64 -0.0002 0 48.57 0.0016 K SYQYLVESIR K

894 544.6122 1630.815 3 1630.818 -0.0028 0 59.56 0.00011 R NVTHIDQALQEAHR V
968 954.4876 1906.961 2 1906.961 -0.0005 0 76.42 1.70E-06 R FLC*LEFGQVNDPLISR L

56 Q9CQV8 14-3-3 protein beta/alpha 861 23 14 28069 4.77 241 452.2605 902.5065 2 902.5073 -0.0008 0 46.99 0.0038 R VISSIEQK T
243 452.2607 902.5069 2 902.5073 -0.0004 0 48.8 0.0026 R VISSIEQK T
367 508.2139 1014.413 2 1014.415 -0.0018 0 45.5 0.00085 R YDDMAAAMK A
368 508.2141 1014.414 2 1014.415 -0.0014 0 53.69 0.00013 R YDDMAAAMK A
402 516.2113 1030.408 2 1030.41 -0.0019 0 43.6 0.00073 R YDDM@AAAMK A
640 595.3336 1188.653 2 1188.654 -0.0009 0 75.38 3.60E-06 K DSTLIMQLLR D
655 598.7922 1195.57 2 1195.572 -0.0023 0 56.88 0.00022 R YLSEVASGENK Q
661 603.3306 1204.647 2 1204.649 -0.002 0 60.52 0.00012 K DSTLIM@QLLR D
662 603.3307 1204.647 2 1204.649 -0.0017 0 52.71 0.00077 K DSTLIM@QLLR D
663 603.3307 1204.647 2 1204.649 -0.0017 0 44.89 0.0047 K DSTLIM@QLLR D
664 603.3308 1204.647 2 1204.649 -0.0015 0 60.93 0.00012 K DSTLIM@QLLR D
721 626.8265 1251.638 2 1251.639 -0.001 1 35.16 0.037 K KEM@QPTHPIR L
722 418.2202 1251.639 3 1251.639 -0.0006 1 36.8 0.025 K KEM@QPTHPIR L
790 675.8658 1349.717 2 1349.719 -0.002 0 71.03 7.10E-06 K YLILNATQAESK V
857 799.8728 1597.731 2 1597.733 -0.0021 0 88.28 1.10E-07 K AVTEQGHELSNEER N
959 1065.534 2129.053 2 2129.056 -0.0031 0 66.32 1.60E-05 K IEAELQDIC*NDVLELLDK Y
972 1080.004 2157.994 2 2157.995 -0.0011 0 105.31 1.60E-09 K TAFDEAIAELDTLNEESYK D
973 720.3388 2157.995 3 2157.995 -0.0007 0 43.79 0.0022 K TAFDEAIAELDTLNEESYK D
974 1080.015 2158.015 2 2158.018 -0.0031 0 104.27 2.20E-09 K QTTVSNSQQAYQEAFEISK K
975 720.3459 2158.016 3 2158.018 -0.002 0 63.51 2.50E-05 K QTTVSNSQQAYQEAFEISK K

1080 1159.107 2316.2 2 2316.204 -0.0046 0 109.89 4.40E-10 R LGLALNFSVFYYEILNSPEK A
1081 773.074 2316.2 3 2316.204 -0.0039 0 50.44 0.00036 R LGLALNFSVFYYEILNSPEK A
1082 773.075 2316.203 3 2316.204 -0.0011 0 54.38 0.00014 R LGLALNFSVFYYEILNSPEK A
1106 796.4048 2386.193 3 2386.194 -0.001 1 72.55 2.80E-06 R EKIEAELQDIC*NDVLELLDK Y

57 Q9JKB1 Ubiquitin carboxyl-terminal hydrolase iso 802 25 13 26135 4.96 410 519.2974 1036.58 2 1036.582 -0.0015 0 32.42 0.047 R KPFPINHGK T
550 379.5185 1135.534 3 1135.533 0.0006 0 52.96 0.00061 K MHFESGSTLK K
557 570.7859 1139.557 2 1139.561 -0.0039 0 65.64 3.30E-05 K FLENYDAIR V
558 570.7864 1139.558 2 1139.561 -0.0029 0 36.78 0.022 K FLENYDAIR V
559 570.7866 1139.559 2 1139.561 -0.0024 0 62.77 5.80E-05 K FLENYDAIR V
849 770.3525 1538.691 2 1538.692 -0.0017 0 61.26 4.60E-05 K FLEESVSMSPEER A
852 778.3495 1554.685 2 1554.687 -0.0026 0 61.58 3.30E-05 K FLEESVSM@SPEER A
853 778.3499 1554.685 2 1554.687 -0.0019 0 85.99 1.20E-07 K FLEESVSM@SPEER A
856 788.8669 1575.719 2 1575.724 -0.0047 0 63.54 3.00E-05 K SQGQDVTSSVYFMK Q
857 788.8679 1575.721 2 1575.724 -0.0028 0 42.77 0.0037 K SQGQDVTSSVYFMK Q
860 531.5789 1591.715 3 1591.719 -0.0041 0 44.18 0.002 K SQGQDVTSSVYFM@K Q
861 796.8652 1591.716 2 1591.719 -0.0029 0 82.36 2.90E-07 K SQGQDVTSSVYFM@K Q
862 796.8652 1591.716 2 1591.719 -0.0029 0 96.36 1.10E-08 K SQGQDVTSSVYFM@K Q
901 574.9405 1721.8 3 1721.803 -0.0033 0 57.69 0.00014 K TSDETLLEDAIEVC*K K
902 861.9075 1721.8 2 1721.803 -0.0025 0 74.96 2.60E-06 K TSDETLLEDAIEVC*K K
903 861.9075 1721.801 2 1721.803 -0.0024 0 87.35 1.50E-07 K TSDETLLEDAIEVC*K K
931 617.6386 1849.894 3 1849.898 -0.0039 1 41.05 0.006 K TSDETLLEDAIEVC*K F
932 925.9544 1849.894 2 1849.898 -0.0036 1 55.24 0.00023 K TSDETLLEDAIEVC*KK F
934 633.6711 1897.991 3 1897.994 -0.0024 0 32.76 0.032 R WLPLEANPEVTNQFLK Q
935 950.0038 1897.993 2 1897.994 -0.0008 0 33.47 0.026 R WLPLEANPEVTNQFLK Q
936 950.0042 1897.994 2 1897.994 0.0001 0 46.07 0.0014 R WLPLEANPEVTNQFLK Q
976 699.3677 2095.081 3 2095.084 -0.0032 0 59.13 7.00E-05 K QTISNAC*GTIGLIHAIANNK D
984 722.6687 2164.984 3 2164.987 -0.003 0 58.22 5.80E-05 R VTHETSAHEGQTEAPSIDEK V

1097 605.3185 2417.245 4 2417.249 -0.0041 0 36.19 0.01 K VDLHFIALVHVDGHLYELDGR K
1099 806.7569 2417.249 3 2417.249 -0.0003 0 32.2 0.025 K VDLHFIALVHVDGHLYELDGR K

P09542 Myosin light chain 3 175 6 6 22407 5.03 366 505.7682 1009.522 2 1009.523 -0.0014 0 53.33 0.00062 K EAFLLFDR T
704 625.2944 1248.574 2 1248.577 -0.0025 0 40.98 0.0075 K EGNGTVM@GAELR H
736 641.3146 1280.615 2 1280.618 -0.0036 0 54.47 0.00037 K ITYGQC*GDVLR A
808 698.879 1395.743 2 1395.747 -0.0036 0 89.77 7.20E-08 R ALGQNPTQAEVLR V
844 755.3758 1508.737 2 1508.74 -0.0028 0 34.06 0.037 K IEFTPEQIEEFK E
975 698.3752 2092.104 3 2092.107 -0.0026 0 36.21 0.011 K AAPAPAAAPAAAPAAAPEPERPK E

58 P09542 Myosin light chain 3 1220 38 18 22407 5.03 298 481.7368 961.459 2 961.4604 -0.0014 0 42.71 0.0077 R LTEDEVEK L
356 498.2844 994.5543 2 994.556 -0.0017 0 32.9 0.05 R HVLATLGER L
357 498.2847 994.5548 2 994.556 -0.0012 0 49.1 0.0011 R HVLATLGER L
358 498.2847 994.5549 2 994.556 -0.0011 0 40.6 0.0076 R HVLATLGER L
359 498.2849 994.5552 2 994.556 -0.0008 0 44.06 0.0034 R HVLATLGER L
375 505.7678 1009.521 2 1009.523 -0.0023 0 54.35 0.00049 K EAFLLFDR T
376 505.768 1009.522 2 1009.523 -0.0018 0 66.37 3.10E-05 K EAFLLFDR T
668 617.2964 1232.578 2 1232.582 -0.0036 0 62.5 4.80E-05 K EGNGTVMGAELR H
669 617.2973 1232.58 2 1232.582 -0.0019 0 48.06 0.0016 K EGNGTVMGAELR H
681 625.2951 1248.576 2 1248.577 -0.0012 0 57 0.00021 K EGNGTVM@GAELR H
682 625.2952 1248.576 2 1248.577 -0.0011 0 43.54 0.0047 K EGNGTVM@GAELR H
711 641.3154 1280.616 2 1280.618 -0.0021 0 58.8 0.00015 K ITYGQC*GDVLR A
712 641.3155 1280.616 2 1280.618 -0.0019 0 63.48 5.80E-05 K ITYGQC*GDVLR A
713 641.3157 1280.617 2 1280.618 -0.0014 0 44.5 0.0046 K ITYGQC*GDVLR A
761 698.8798 1395.745 2 1395.747 -0.002 0 93.23 3.10E-08 R ALGQNPTQAEVLR V
762 698.8798 1395.745 2 1395.747 -0.002 0 65.34 1.90E-05 R ALGQNPTQAEVLR V
763 698.8798 1395.745 2 1395.747 -0.0019 0 96.61 1.50E-08 R ALGQNPTQAEVLR V
791 751.3427 1500.671 2 1500.673 -0.0024 0 41 0.0042 K DTGTYEDFVEGLR V
794 755.3763 1508.738 2 1508.74 -0.0018 0 58.8 0.00013 K IEFTPEQIEEFK E
795 755.3763 1508.738 2 1508.74 -0.0018 0 64.1 3.80E-05 K IEFTPEQIEEFK E
835 574.9534 1721.838 3 1721.841 -0.0024 1 34.35 0.036 R VFDKEGNGTVMGAELR H
836 861.9267 1721.839 2 1721.841 -0.0018 1 63.64 4.50E-05 R VFDKEGNGTVMGAELR H
841 869.9247 1737.835 2 1737.836 -0.0008 1 57.72 0.00014 R VFDKEGNGTVM@GAELR H
847 872.4116 1742.809 2 1742.811 -0.0024 1 83.47 3.00E-07 K NKDTGTYEDFVEGLR V
848 581.9435 1742.809 3 1742.811 -0.0023 1 49.87 0.00068 K NKDTGTYEDFVEGLR V
850 875.9655 1749.916 2 1749.919 -0.0025 1 36.26 0.013 K IKIEFTPEQIEEFK E
851 584.3127 1749.916 3 1749.919 -0.0025 1 42.36 0.0032 K IKIEFTPEQIEEFK E
915 667.3152 1998.924 3 1998.925 -0.0014 0 37.01 0.012 K M@M@DFETFLPMLQHISK N
922 1008.465 2014.916 2 2014.92 -0.0044 0 40.62 0.0039 K M@M@DFETFLPM@LQHISK N
923 672.646 2014.916 3 2014.92 -0.0041 0 43.06 0.0022 K M@M@DFETFLPM@LQHISK N
925 672.6464 2014.917 3 2014.92 -0.0028 0 37.29 0.0085 K M@M@DFETFLPM@LQHISK N
940 698.3752 2092.104 3 2092.107 -0.0026 0 41.21 0.0034 K AAPAPAAAPAAAPAAAPEPERPK E
941 698.3753 2092.104 3 2092.107 -0.0024 0 57.04 9.00E-05 K AAPAPAAAPAAAPAAAPEPERPK E
942 1047.059 2092.104 2 2092.107 -0.0024 0 82.13 2.80E-07 K AAPAPAAAPAAAPAAAPEPERPK E
943 524.0334 2092.104 4 2092.107 -0.002 0 56.87 9.40E-05 K AAPAPAAAPAAAPAAAPEPERPK E
953 1073.483 2144.951 2 2144.951 -0.0001 0 86.93 6.80E-08 K LMAGQEDSNGC*INYEAFVK H
955 721.3212 2160.942 3 2160.946 -0.0039 0 89.36 3.30E-08 K LM@AGQEDSNGC*INYEAFVK H
956 1081.478 2160.942 2 2160.946 -0.0036 0 101.52 2.00E-09 K LM@AGQEDSNGC*INYEAFVK H

Q9R0P9 Ubiquitin carboxyl-terminal hydrolase iso 326 10 7 24822 5.14 214 443.7478 885.4811 2 885.4821 -0.001 0 47.05 0.0021 K LGVAGQWR F
225 448.238 894.4615 2 894.4633 -0.0018 0 37.35 0.032 R FSAVALC*K A
330 491.2476 980.4806 2 980.4815 -0.0009 0 59.64 0.00016 K QFLSETEK L
897 621.971 1862.891 3 1862.894 -0.0028 0 31.55 0.049 - M@QLKPM@EINPEM@LNK V
910 992.45 1982.885 2 1982.886 -0.0011 0 84 1.70E-07 K NEAIQAAHDSVAQEGQC*R V
911 661.9694 1982.886 3 1982.886 0 0 53.8 0.00017 K NEAIQAAHDSVAQEGQC*R V
986 738.6873 2213.04 3 2213.042 -0.0021 0 46.02 0.0012 R MPFPVNHGASSEDSLLQDAAK V
987 738.6875 2213.041 3 2213.042 -0.0016 0 76.44 1.10E-06 R MPFPVNHGASSEDSLLQDAAK V
999 744.0187 2229.034 3 2229.037 -0.003 0 67.73 6.70E-06 R M@PFPVNHGASSEDSLLQDAAK V

1000 744.0189 2229.035 3 2229.037 -0.0023 0 47.81 0.00067 R M@PFPVNHGASSEDSLLQDAAK V
Q99PT1 Rho GDP-dissociation inhibitor 1 121 4 4 23393 5.12 680 623.2814 1244.548 2 1244.55 -0.0013 0 43.14 0.0029 K TDYMVGSYGPR A

690 631.2795 1260.545 2 1260.545 0 0 42.6 0.0023 K TDYM@VGSYGPR A
821 825.9619 1649.909 2 1649.91 -0.0009 0 74.27 1.30E-06 R VAVSADPNVPNVIVTR L
872 900.4056 1798.797 2 1798.797 -0.0004 0 29.96 0.043 R AEEYEFLTPM@EEAPK G

59 O88441 Metaxin-2 784 23 11 29739 5.44 641 577.76 1153.506 2 1153.507 -0.0019 0 54.14 0.00026 R ANAEYMSPSGK V
642 577.7601 1153.506 2 1153.507 -0.0016 0 60.74 5.80E-05 R ANAEYMSPSGK V
727 607.8126 1213.611 2 1213.613 -0.0026 0 53.45 0.0005 R LGTQPYFFNK Q
771 629.3043 1256.594 2 1256.597 -0.0031 0 56.74 0.00018 K NYSNLLAFC*R R
772 629.3043 1256.594 2 1256.597 -0.0031 0 41.89 0.0056 K NYSNLLAFC*R R
856 692.8375 1383.66 2 1383.663 -0.0027 0 70.53 8.80E-06 K GHSLSDGLDEVQK A
860 692.838 1383.661 2 1383.663 -0.0017 0 51.88 0.00067 K GHSLSDGLDEVQK A
885 484.5567 1450.648 3 1450.652 -0.0035 0 32.2 0.032 R IEQHYFEDWGK G
886 726.3326 1450.651 2 1450.652 -0.0011 0 53.45 0.00026 R IEQHYFEDWGK G

1126 683.0181 2046.033 3 2046.036 -0.0037 0 40.07 0.006 R YGSPYPWPLNHILAYQK Q



1128 683.0183 2046.033 3 2046.036 -0.0034 0 43.47 0.0028 R YGSPYPWPLNHILAYQK Q
1131 683.0187 2046.034 3 2046.036 -0.0019 0 35.81 0.016 R YGSPYPWPLNHILAYQK Q
1205 760.0179 2277.032 3 2277.037 -0.0046 0 50.28 0.00035 K TLDQVLEDVDQC*C*QALSQR L
1206 760.0185 2277.034 3 2277.037 -0.0029 0 59.68 3.80E-05 K TLDQVLEDVDQC*C*QALSQR L
1207 1139.524 2277.034 2 2277.037 -0.0025 0 117.76 5.90E-11 K TLDQVLEDVDQC*C*QALSQR L
1270 602.3428 2405.342 4 2405.347 -0.0052 0 33.61 0.0037 K VPFIHVGNQVVSELGPIVQFVK A
1272 802.7883 2405.343 3 2405.347 -0.004 0 52.26 4.90E-05 K VPFIHVGNQVVSELGPIVQFVK A
1273 802.7885 2405.344 3 2405.347 -0.0034 0 34.86 0.0025 K VPFIHVGNQVVSELGPIVQFVK A
1274 802.7888 2405.344 3 2405.347 -0.0027 0 59.09 1.00E-05 K VPFIHVGNQVVSELGPIVQFVK A
1275 1203.68 2405.345 2 2405.347 -0.0026 0 55.05 2.70E-05 K VPFIHVGNQVVSELGPIVQFVK A
1303 982.8381 2945.492 3 2945.499 -0.0066 0 68.06 4.80E-06 R GEQILLSDNAASLAVQAFLQM@C*NLPVK V
1321 1058.874 3173.6 3 3173.603 -0.003 0 75.82 6.30E-07 M #SLVAEAFVSQIAATEPWPENATLYQQLR G
1328 1088.228 3261.662 3 3261.666 -0.0041 0 42.19 0.0013 K QPTELDALVFGHLYTILTTQLTSDELSEK V

Q64105 Sepiapterin reductase 573 15 10 27865 5.58 739 614.3136 1226.613 2 1226.614 -0.0016 0 49.49 0.0013 K EELGAQQPDLK V
827 665.3804 1328.746 2 1328.749 -0.0023 0 40.85 0.0053 R LLSPGSVMLVSAR S
841 673.3776 1344.741 2 1344.744 -0.0029 0 77 1.50E-06 R LLSPGSVM@LVSAR S
870 704.8213 1407.628 2 1407.63 -0.0019 0 52.42 0.00035 K SDGALVDC*GTSAQK L
939 523.9568 1568.849 3 1568.852 -0.0035 0 81.08 5.10E-07 K VVLAAADLGTEAGVQR L
940 785.4318 1568.849 2 1568.852 -0.0031 0 103.78 2.80E-09 K VVLAAADLGTEAGVQR L
945 532.9565 1595.848 3 1595.852 -0.004 1 31.62 0.045 R QLKEELGAQQPDLK V
946 798.9319 1595.849 2 1595.852 -0.0026 1 57.76 9.70E-05 R QLKEELGAQQPDLK V
979 846.9512 1691.888 2 1691.892 -0.0038 0 51.71 0.00048 K TVVNISSLC*ALQPYK G
980 564.9701 1691.889 3 1691.892 -0.0032 0 32.34 0.04 K TVVNISSLC*ALQPYK G
996 868.9278 1735.841 2 1735.845 -0.004 0 100.82 7.70E-09 R DM@LYQVLAAEEPSVR V
997 579.6213 1735.842 3 1735.845 -0.0029 0 52.93 0.00045 R DM@LYQVLAAEEPSVR V

1063 933.9275 1865.84 2 1865.843 -0.003 0 85 1.50E-07 - MEADGLGC*AVC*VLTGASR G
1108 668.6654 2002.974 3 2002.978 -0.0038 0 54.7 0.00025 R VLSYAPGPLDNDM@QQLAR E
1109 1002.495 2002.975 2 2002.978 -0.0029 0 36.54 0.015 R VLSYAPGPLDNDM@QQLAR E

Q8K4Z3 Apolipoprotein A-I-binding protein 474 12 5 30953 7.59 913 745.3892 1488.764 2 1488.765 -0.0015 0 70.27 1.10E-05 K LFGYQPTIYYPK R
914 745.3897 1488.765 2 1488.765 -0.0004 0 62.47 6.00E-05 K LFGYQPTIYYPK R

1039 607.6742 1820.001 3 1820.004 -0.0036 0 35.91 0.0087 K GNPSGIQPDLLISLTAPK K
1040 911.0078 1820.001 2 1820.004 -0.0034 0 67.89 5.50E-06 K GNPSGIQPDLLISLTAPK K
1041 911.0078 1820.001 2 1820.004 -0.0034 0 68.27 5.00E-06 K GNPSGIQPDLLISLTAPK K
1042 607.6746 1820.002 3 1820.004 -0.0023 0 44.76 0.0011 K GNPSGIQPDLLISLTAPK K
1068 629.6791 1886.015 3 1886.02 -0.0042 0 46.64 0.00089 K RPNKPLFTGLVTQC*QK M
1069 472.5111 1886.016 4 1886.02 -0.0042 0 38.43 0.0059 K RPNKPLFTGLVTQC*QK M
1070 629.6791 1886.016 3 1886.02 -0.0041 0 54.26 0.00015 K RPNKPLFTGLVTQC*QK M
1112 1009.468 2016.921 2 2016.925 -0.0045 0 64.59 1.80E-05 K YQLNLPSYPDTEC*VYR L
1114 1009.468 2016.921 2 2016.925 -0.0041 0 48.57 0.00071 K YQLNLPSYPDTEC*VYR L
1233 1155.569 2309.123 2 2309.126 -0.003 0 118.34 7.00E-11 K SPPTVLVIC*GPGNNGGDGLVC*AR H

P14602 Heat shock protein beta-1 354 13 7 23000 6.12 286 466.2575 930.5005 2 930.5022 -0.0017 0 53.61 0.0009 K EGVVEITGK H
287 466.2578 930.501 2 930.5022 -0.0012 0 55.51 0.00059 K EGVVEITGK H
513 538.2894 1074.564 2 1074.567 -0.0026 0 65.44 5.10E-05 R QLSSGVSEIR Q
615 575.3052 1148.596 2 1148.598 -0.0019 0 57.86 0.00026 R LFDQAFGVPR L
648 580.8284 1159.642 2 1159.645 -0.0025 1 57.38 0.0002 K TKEGVVEITGK H

1021 899.4713 1796.928 2 1796.931 -0.0028 0 47.69 0.0011 R VSLDVNHFAPEELTVK T
1047 916.9897 1831.965 2 1831.968 -0.0032 0 30.99 0.043 K AVTQSAEITIPVTFEAR A
1048 611.6622 1831.965 3 1831.968 -0.0031 0 44.41 0.0019 K AVTQSAEITIPVTFEAR A
1049 916.9902 1831.966 2 1831.968 -0.0022 0 60.1 4.90E-05 K AVTQSAEITIPVTFEAR A
1307 1022.546 3064.616 3 3064.622 -0.0061 0 55.26 5.10E-05 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1308 1022.547 3064.619 3 3064.622 -0.0034 0 29.96 0.015 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1324 1065.243 3192.707 3 3192.717 -0.0097 1 53.47 5.30E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1325 1065.245 3192.712 3 3192.717 -0.0049 1 47.57 0.00017 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A

P17751 Triosephosphate isomerase 277 7 7 26696 6.9 602 569.2893 1136.564 2 1136.565 -0.0007 0 42.5 0.0086 K IAVAAQNC*YK V
761 624.3015 1246.589 2 1246.59 -0.0017 0 56.36 0.00024 K SNVNDGVAQSTR I
825 663.8383 1325.662 2 1325.665 -0.003 0 80.01 9.30E-07 R IIYGGSVTGATC*K E
890 486.911 1457.711 3 1457.715 -0.0039 0 34.14 0.036 R HVFGESDELIGQK V
896 733.8649 1465.715 2 1465.716 -0.0008 0 36.41 0.027 K TATPQQAQEVHEK L
947 801.9469 1601.879 2 1601.882 -0.0025 0 45.96 0.0013 K VVLAYEPVWAIGTGK T
960 819.4122 1636.81 2 1636.813 -0.0032 0 98.67 1.30E-08 K VTNGAFTGEISPGM@IK D

P09542 Myosin light chain 3 144 3 3 22407 5.03 794 641.3149 1280.615 2 1280.618 -0.003 0 60.85 8.80E-05 K ITYGQC*GDVLR A
868 698.8782 1395.742 2 1395.747 -0.0051 0 62.69 3.90E-05 R ALGQNPTQAEVLR V

1154 698.3753 2092.104 3 2092.107 -0.0024 0 46.44 0.001 K AAPAPAAAPAAAPAAAPEPERPK E
Q9R0M5 Thiamin pyrophosphokinase 1 109 3 3 27051 5.44 273 458.7542 915.4939 2 915.496 -0.0021 0 39.37 0.027 K C*LQVLQR K

936 780.912 1559.81 2 1559.813 -0.0034 0 68.03 1.60E-05 K YC*LVVLNQPLDAR F
1090 650.2853 1947.834 3 1947.838 -0.0041 0 48.58 0.00034 R AC*ADGGANHLYDLTEGER E

60 Q9CQ60 6-phosphogluconolactonase 1198 31 11 27237 5.55 604 592.2632 1182.512 2 1182.513 -0.001 0 47.56 0.00099 R WTLGFC*DER L
605 592.2632 1182.512 2 1182.513 -0.0009 0 35.55 0.016 R WTLGFC*DER L
666 626.3557 1250.697 2 1250.698 -0.0015 0 58.54 9.10E-05 K EGTLPAALVQPR T
667 626.3557 1250.697 2 1250.698 -0.0015 0 44.49 0.0023 K EGTLPAALVQPR T
668 626.3557 1250.697 2 1250.698 -0.0015 0 49.28 0.00077 K EGTLPAALVQPR T
669 626.3558 1250.697 2 1250.698 -0.0012 0 39.55 0.0067 K EGTLPAALVQPR T
766 741.8883 1481.762 2 1481.763 -0.0006 0 93.37 4.40E-08 R DLPAAAAPAGPASFAR W
767 741.889 1481.764 2 1481.763 0.0009 0 44.42 0.0033 R DLPAAAAPAGPASFAR W
797 790.8795 1579.745 2 1579.745 -0.0008 0 90.75 7.00E-08 R TGALC*WFLDEAAAR L
804 532.2917 1593.853 3 1593.855 -0.0014 0 62.04 4.00E-05 R FALGLSGGSLVSM@LAR D
805 532.2918 1593.854 3 1593.855 -0.0013 0 60.86 5.30E-05 R FALGLSGGSLVSM@LAR D
806 797.9343 1593.854 2 1593.855 -0.0009 0 101.46 4.40E-09 R FALGLSGGSLVSM@LAR D
807 797.9349 1593.855 2 1593.855 0.0003 0 91.74 3.80E-08 R FALGLSGGSLVSM@LAR D
808 797.935 1593.855 2 1593.855 0.0006 0 55.84 0.00015 R FALGLSGGSLVSM@LAR D
814 534.6378 1600.892 3 1600.894 -0.0021 0 32.91 0.021 K IVAPISDSPKPPPQR V
816 534.6379 1600.892 3 1600.894 -0.0017 0 33.57 0.019 K IVAPISDSPKPPPQR V
818 801.4537 1600.893 2 1600.894 -0.0008 0 51.17 0.00031 K IVAPISDSPKPPPQR V
819 801.4543 1600.894 2 1600.894 0.0005 0 57.92 6.30E-05 K IVAPISDSPKPPPQR V
877 884.4382 1766.862 2 1766.863 -0.0009 0 75.4 2.50E-06 R LVPFDHAESTYGLYR T
878 589.9616 1766.863 3 1766.863 0.0002 0 56.75 0.00017 R LVPFDHAESTYGLYR T
906 617.3502 1849.029 3 1849.031 -0.002 1 38.38 0.0033 R ILEDKEGTLPAALVQPR T
907 617.3506 1849.03 3 1849.031 -0.001 1 46.72 0.00049 R ILEDKEGTLPAALVQPR T
908 925.5232 1849.032 2 1849.031 0.0009 1 49.86 0.00021 R ILEDKEGTLPAALVQPR T

1022 1171.668 2341.321 2 2341.326 -0.0043 0 132.8 6.20E-13 R VTLTLPVLNAAQSIIFVATGEGK A
1023 781.4482 2341.323 3 2341.326 -0.003 0 54.09 4.00E-05 R VTLTLPVLNAAQSIIFVATGEGK A
1024 781.4483 2341.323 3 2341.326 -0.0026 0 69.5 1.10E-06 R VTLTLPVLNAAQSIIFVATGEGK A
1025 1171.67 2341.325 2 2341.326 -0.0007 0 80.7 8.80E-08 R VTLTLPVLNAAQSIIFVATGEGK A
1033 936.4865 2806.438 3 2806.439 -0.0013 0 46.81 0.0007 K LPIPDSQVLTINPALPVEDAAEDYAR K
1034 936.4867 2806.438 3 2806.439 -0.0006 0 52.34 0.0002 K LPIPDSQVLTINPALPVEDAAEDYAR K
1035 1404.227 2806.439 2 2806.439 -0.0003 0 71.59 2.40E-06 K LPIPDSQVLTINPALPVEDAAEDYAR K
1037 950.8486 2849.524 3 2849.529 -0.0048 0 73.36 6.80E-07 M #AAPAPSLISVFSSPQELGASLAQLVAQR A

Q9DCT2 NADH dehydrogenase [ubiquinone] iron 556 14 8 30131 6.67 706 655.3422 1308.67 2 1308.671 -0.0015 0 53.63 0.00048 K DFPLTGYVELR Y
707 655.3427 1308.671 2 1308.671 -0.0005 0 51.67 0.00075 K DFPLTGYVELR Y
733 679.3698 1356.725 2 1356.725 0.0002 0 68.32 1.40E-05 K SLADLTAVDVPTR Q
737 683.8896 1365.765 2 1365.766 -0.001 0 55.45 0.00014 R FEIVYNLLSLR F
738 683.8897 1365.765 2 1365.766 -0.0007 0 63.83 2.10E-05 R FEIVYNLLSLR F
752 479.9289 1436.765 3 1436.766 -0.0016 1 43.88 0.0032 R KDFPLTGYVELR Y
768 496.2677 1485.781 3 1485.783 -0.0014 0 58.54 0.00013 R VVAEPVELAQEFR K
769 743.8981 1485.782 2 1485.783 -0.001 0 85.76 2.40E-07 R VVAEPVELAQEFR K
787 517.9239 1550.75 3 1550.752 -0.0019 0 44.34 0.004 R ILTDYGFEGHPFR K
788 517.9239 1550.75 3 1550.752 -0.0019 0 59.34 0.00013 R ILTDYGFEGHPFR K
789 776.3828 1550.751 2 1550.752 -0.0007 0 80.96 8.20E-07 R ILTDYGFEGHPFR K
841 832.948 1663.881 2 1663.882 -0.0007 0 115.55 2.00E-10 K QLSAFGEYVAEILPK Y
842 832.9487 1663.883 2 1663.882 0.0008 0 38.82 0.008 K QLSAFGEYVAEILPK Y
851 856.9069 1711.799 2 1711.799 -0.0003 0 45.35 0.002 K FDLNSPWEAFPAYR Q

O88696 Putative ATP-dependent Clp protease p 119 1 1 29685 8.33 834 817.4084 1632.802 2 1632.803 -0.0006 0 118.78 1.50E-10 R GQATDIAIQAEEIM@K L

61 P14602 Heat shock protein beta-1 722 23 12 23000 6.12 246 466.258 930.5014 2 930.5022 -0.0008 0 54.36 0.00076 K EGVVEITGK H
247 466.258 930.5015 2 930.5022 -0.0007 0 60.17 0.0002 K EGVVEITGK H
343 503.2425 1004.471 2 1004.472 -0.0011 0 46.05 0.003 R SPSWEPFR D
461 538.2902 1074.566 2 1074.567 -0.0012 0 71.11 1.60E-05 R QLSSGVSEIR Q
502 552.7561 1103.498 2 1103.5 -0.0019 0 36.36 0.017 R QDEHGYISR C
575 575.3052 1148.596 2 1148.598 -0.0019 0 35.36 0.047 R LFDQAFGVPR L
576 575.3056 1148.597 2 1148.598 -0.0012 0 60.67 0.00013 R LFDQAFGVPR L
577 575.3062 1148.598 2 1148.598 -0.0001 0 43.67 0.0062 R LFDQAFGVPR L
609 580.8285 1159.642 2 1159.645 -0.0024 1 69.5 1.20E-05 K TKEGVVEITGK H
888 494.9223 1481.745 3 1481.747 -0.0024 1 43.54 0.0042 K EGVVEITGKHEER Q

1005 899.4722 1796.93 2 1796.931 -0.001 0 67.88 1.10E-05 R VSLDVNHFAPEELTVK T
1031 916.9909 1831.967 2 1831.968 -0.0007 0 58.52 7.40E-05 K AVTQSAEITIPVTFEAR A
1032 611.6632 1831.968 3 1831.968 -0.0002 0 59.62 5.80E-05 K AVTQSAEITIPVTFEAR A
1033 916.9912 1831.968 2 1831.968 -0.0001 0 73.29 2.50E-06 K AVTQSAEITIPVTFEAR A
1307 914.4858 2740.436 3 2740.44 -0.0039 1 33.25 0.011 K AVTQSAEITIPVTFEARAQIGGPEAGK S
1321 1533.317 3064.619 2 3064.622 -0.0028 0 49.02 0.00018 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1322 1022.547 3064.62 3 3064.622 -0.0023 0 49.72 0.00015 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1323 1022.547 3064.62 3 3064.622 -0.0021 0 57.9 2.30E-05 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1324 1022.548 3064.621 3 3064.622 -0.0006 0 39.62 0.0015 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1351 1065.246 3192.715 3 3192.717 -0.002 1 55.23 2.80E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1352 1065.246 3192.715 3 3192.717 -0.0016 1 56.23 2.20E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1353 1065.246 3192.716 3 3192.717 -0.0012 1 50.42 8.40E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1354 1065.246 3192.717 3 3192.717 0.0002 1 49.05 0.00011 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A

Q64105 Sepiapterin reductase 572 16 12 27865 5.58 47 392.7684 783.5222 2 783.5218 0.0004 0 28.83 0.02 K LLGLLQK D
706 614.3138 1226.613 2 1226.614 -0.0011 0 49.58 0.0013 K EELGAQQPDLK V
800 665.381 1328.748 2 1328.749 -0.0011 0 55.4 0.00019 R LLSPGSVMLVSAR S
845 704.8215 1407.629 2 1407.63 -0.0015 0 56.91 0.00012 K SDGALVDC*GTSAQK L
903 771.4478 1540.881 2 1540.882 -0.0014 0 112.24 2.00E-10 R LLLINNAATLGDVSK G
911 523.9574 1568.85 3 1568.852 -0.0019 0 66.89 1.40E-05 K VVLAAADLGTEAGVQR L
912 785.4332 1568.852 2 1568.852 -0.0004 0 107.4 1.20E-09 K VVLAAADLGTEAGVQR L
918 532.9573 1595.85 3 1595.852 -0.0017 1 33.36 0.027 R QLKEELGAQQPDLK V
919 798.9326 1595.851 2 1595.852 -0.0013 1 55.4 0.00017 R QLKEELGAQQPDLK V
946 550.6091 1648.806 3 1648.809 -0.0035 1 50.29 0.00097 K LKSDGALVDC*GTSAQK L
973 574.2913 1719.852 3 1719.85 0.0018 0 41.91 0.0055 R DMLYQVLAAEEPSVR V
977 868.9287 1735.843 2 1735.845 -0.0022 0 71.29 6.40E-06 R DM@LYQVLAAEEPSVR V
978 579.6217 1735.843 3 1735.845 -0.0018 0 39.05 0.011 R DM@LYQVLAAEEPSVR V

1051 933.9288 1865.843 2 1865.843 -0.0003 0 75.31 1.50E-06 - MEADGLGC*AVC*VLTGASR G
1088 994.4982 1986.982 2 1986.983 -0.0015 0 36 0.019 R VLSYAPGPLDNDMQQLAR E
1096 1002.496 2002.978 2 2002.978 0 0 35.8 0.02 R VLSYAPGPLDNDM@QQLAR E

P17751 Triosephosphate isomerase 345 11 10 26696 6.9 553 569.2889 1136.563 2 1136.565 -0.0015 0 50.56 0.0014 K IAVAAQNC*YK V
727 624.3018 1246.589 2 1246.59 -0.0011 0 38.63 0.014 K SNVNDGVAQSTR I
798 663.8393 1325.664 2 1325.665 -0.0009 0 83.34 4.70E-07 R IIYGGSVTGATC*K E
869 729.8646 1457.715 2 1457.715 -0.0004 0 39.42 0.01 R HVFGESDELIGQK V
876 733.865 1465.715 2 1465.716 -0.0007 0 52.71 0.00063 K TATPQQAQEVHEK L
922 534.9673 1601.88 3 1601.882 -0.0017 0 44.75 0.0016 K VVLAYEPVWAIGTGK T
923 801.9482 1601.882 2 1601.882 0.0002 0 64.77 1.40E-05 K VVLAYEPVWAIGTGK T
933 811.4167 1620.819 2 1620.818 0.0008 0 73.7 3.90E-06 K VTNGAFTGEISPGMIK D
939 819.4131 1636.812 2 1636.813 -0.0014 0 65.91 2.60E-05 K VTNGAFTGEISPGM@IK D

1025 608.6603 1822.959 3 1822.961 -0.0019 0 39.38 0.0063 K VSHALAEGLGVIAC*IGEK L



1318 1010.533 3028.577 3 3028.576 0.001 0 29.74 0.025 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
P67778 Prohibitin 179 7 6 29802 5.57 447 531.7561 1061.498 2 1061.499 -0.0013 0 36.11 0.029 R QVSDDLTER A

574 575.2981 1148.582 2 1148.583 -0.0009 0 76.42 3.50E-06 R FDAGELITQR E
651 593.333 1184.652 2 1184.651 0.0001 0 56.58 0.00023 K DLQNVNITLR I
871 730.8301 1459.646 2 1459.647 -0.0011 0 41.91 0.0031 R IYTSIGEDYDER V

1129 707.0527 2118.136 3 2118.136 0.0003 0 40.65 0.0026 R AATFGLILDDVSLTHLTFGK E
1268 593.5685 2370.245 4 2370.244 0.0006 0 44.27 0.0012 K FGLALAVAGGVVNSALYNVDAGHR A
1269 791.0893 2370.246 3 2370.244 0.0016 0 36.51 0.0073 K FGLALAVAGGVVNSALYNVDAGHR A

O08709 Peroxiredoxin-6 101 3 3 25051 6 358 511.2885 1020.562 2 1020.564 -0.0021 0 46.22 0.0031 R VVFIFGPDK K
437 529.2994 1056.584 2 1056.586 -0.0013 0 45.03 0.0046 K LPFPIIDDK N
838 698.3326 1394.651 2 1394.65 0.0006 0 44.78 0.0027 R DFTPVC*TTELGR A

62 Q8K3J1 NADH dehydrogenase [ubiquinone] iron 663 20 9 24023 5.89 201 451.2017 900.3889 2 900.3899 -0.001 0 31.04 0.035 R YDIDM@TK C
202 451.2018 900.3891 2 900.3899 -0.0007 0 31.76 0.03 R YDIDM@TK C
559 587.8362 1173.658 2 1173.658 -0.0002 0 53.74 0.00042 R ILMWTELIR G
588 595.8336 1189.653 2 1189.653 -0.0002 0 67.93 1.70E-05 R ILM@WTELIR G
589 595.8342 1189.654 2 1189.653 0.0009 0 61.61 6.90E-05 R ILM@WTELIR G
677 629.3377 1256.661 2 1256.659 0.0021 0 61.93 6.60E-05 R GLGMTLSYLFR E
697 637.3339 1272.653 2 1272.654 -0.0003 0 67.76 2.00E-05 R GLGM@TLSYLFR E
698 637.3341 1272.654 2 1272.654 0 0 80.16 1.10E-06 R GLGM@TLSYLFR E
699 637.3343 1272.654 2 1272.654 0.0004 0 61.29 8.40E-05 R GLGM@TLSYLFR E
701 637.3345 1272.655 2 1272.654 0.0009 0 49.37 0.0013 R GLGM@TLSYLFR E
702 637.3346 1272.655 2 1272.654 0.001 0 57.18 0.00022 R GLGM@TLSYLFR E
704 637.335 1272.656 2 1272.654 0.0019 0 44.45 0.0043 R GLGM@TLSYLFR E
741 654.8265 1307.639 2 1307.64 -0.0012 0 39.79 0.014 R EPATINYPFEK G
743 654.8273 1307.64 2 1307.64 0.0002 0 41.02 0.0095 R EPATINYPFEK G
744 654.8276 1307.641 2 1307.64 0.001 0 37.4 0.022 R EPATINYPFEK G
985 1021.506 2040.997 2 2040.997 -0.0003 0 72.06 4.00E-06 K LC*EAIC*PAQAITIEAEPR A
988 1021.506 2040.998 2 2040.997 0.0008 0 89.66 6.70E-08 K LC*EAIC*PAQAITIEAEPR A

1213 855.1011 2562.282 3 2562.283 -0.0012 1 40.84 0.0033 R GLGM@TLSYLFREPATINYPFEK G
1222 670.8398 2679.33 4 2679.329 0.0008 1 39.77 0.0042 K LLNNGDKWEAEIAANIQADYLYR -
1223 894.1177 2679.331 3 2679.329 0.0022 1 60.55 3.70E-05 K LLNNGDKWEAEIAANIQADYLYR -

Q9CPU0 Lactoylglutathione lyase 636 19 10 20796 5.24 91 419.2129 836.4113 2 836.4102 0.0011 0 43.41 0.0085 K LDFPAM@K F
278 489.274 976.5334 2 976.5342 -0.0007 1 42.03 0.009 K RFEELGVK F
280 489.2742 976.5338 2 976.5342 -0.0003 1 48.61 0.002 K RFEELGVK F
289 492.8256 983.6367 2 983.6379 -0.0012 0 41.19 0.0011 R VLGLTLLQK L
290 492.8259 983.6373 2 983.6379 -0.0006 0 76.21 3.30E-07 R VLGLTLLQK L
291 492.826 983.6374 2 983.6379 -0.0005 0 67.4 2.50E-06 R VLGLTLLQK L
292 492.8262 983.6379 2 983.6379 0 0 24.72 0.047 R VLGLTLLQK L
685 632.8397 1263.665 2 1263.665 0.0002 0 58.7 0.00016 K DFLLQQTMLR I
709 640.8369 1279.659 2 1279.66 -0.0002 0 55.84 0.00032 K DFLLQQTM@LR I
710 640.8369 1279.659 2 1279.66 -0.0002 0 56.92 0.00025 K DFLLQQTM@LR I
711 640.8373 1279.66 2 1279.66 0.0007 0 57.92 0.00019 K DFLLQQTM@LR I
788 698.3449 1394.675 2 1394.676 -0.0005 0 50.83 0.00082 K FSLYFLAYEDK N
789 698.3459 1394.677 2 1394.676 0.0014 0 67.89 1.80E-05 K FSLYFLAYEDK N
897 597.6348 1789.883 3 1789.882 0.0003 0 40.84 0.0067 R GFGHIGIAVPDVYSAC*K R
964 981.9965 1961.978 2 1961.977 0.0009 1 32.68 0.036 K FSLYFLAYEDKNDIPK D

1126 1152.088 2302.162 2 2302.163 -0.0012 0 83.73 2.00E-07 K GLAFIQDPDGYWIEILNPNK I
1128 1152.09 2302.165 2 2302.163 0.0013 0 97.11 9.10E-09 K GLAFIQDPDGYWIEILNPNK I
1235 966.4081 2896.203 3 2896.202 0.0011 0 58.35 1.10E-05 M #AEPQPASSGLTDETAFSC*C*SDPDPSTK D
1297 1386.958 4157.851 3 4157.85 0.0003 1 52.11 6.20E-05 M #AEPQPASSGLTDETAFSC*C*SDPDPSTK I

O88587 Catechol O-methyltransferase 522 13 9 29477 5.52 322 501.7736 1001.533 2 1001.533 -0.0002 0 54.92 0.00066 K GQIMDAVIR E
338 509.7705 1017.527 2 1017.528 -0.0012 0 43.32 0.01 K GQIM@DAVIR E
339 509.7707 1017.527 2 1017.528 -0.0009 0 57.13 0.00042 K GQIM@DAVIR E
707 638.8289 1275.643 2 1275.646 -0.0028 1 35.03 0.043 K AVYQGPGSSPVKS -
905 902.9786 1803.943 2 1803.944 -0.0013 0 66.57 1.50E-05 R YLPDTLLLEEC*GLLR K
906 602.3221 1803.945 3 1803.944 0.0006 0 48.89 0.00079 R YLPDTLLLEEC*GLLR K
907 902.9796 1803.945 2 1803.944 0.0006 0 84.72 2.10E-07 R YLPDTLLLEEC*GLLR K

1024 731.3035 2190.889 3 2190.887 0.0012 0 48.74 9.10E-05 R GSSSFEC*THYSSYLEYM@K V
1125 768.3876 2302.141 3 2302.142 -0.0005 0 42.39 0.0031 R EYRPSLVLELGAYC*GYSAVR M
1157 1165.643 2329.271 2 2329.268 0.0026 0 100.24 1.50E-09 K GTVLLADNVIVPGTPDFLAYVR G
1241 985.8207 2954.44 3 2954.441 -0.0001 0 68.34 4.70E-06 R LLTMEINPDYAAITQQM@LDFAGLQDK V
1242 985.8211 2954.442 3 2954.441 0.001 0 70.1 3.00E-06 R LLTMEINPDYAAITQQM@LDFAGLQDK V
1243 991.152 2970.434 3 2970.435 -0.0012 0 74.81 1.10E-06 R LLTM@EINPDYAAITQQM@LDFAGLQDK V

Q9R0Y5 Adenylate kinase isoenzyme 1 406 9 6 21526 5.67 506 565.8322 1129.65 2 1129.65 0.0003 0 73.18 3.80E-06 K IIFVVGGPGSGK G
825 499.2561 1494.747 3 1494.747 -0.0001 0 53.7 0.00041 K YGYTHLSTGDLLR A
831 770.3757 1538.737 2 1538.737 0.0003 0 65.46 2.80E-05 K VDSSNGFLIDGYPR E
839 793.9263 1585.838 2 1585.839 -0.0004 0 41.83 0.0052 K GELVPLDTVLDM@LR D
840 529.62 1585.838 3 1585.839 -0.0004 0 38.79 0.011 K GELVPLDTVLDM@LR D
841 793.9278 1585.841 2 1585.839 0.0025 0 42.93 0.0042 K GELVPLDTVLDM@LR D
995 1026.993 2051.972 2 2051.973 -0.0007 0 107.2 1.30E-09 R LETYYNATEPVISFYDK R

1026 1097.064 2192.114 2 2192.115 -0.0006 0 86.05 1.60E-07 K IGQPTLLLYVDAGAETM@TQR L
1027 731.7125 2192.116 3 2192.115 0.0008 0 57.48 0.00011 K IGQPTLLLYVDAGAETM@TQR L

Q61171 Peroxiredoxin-2 58 2 2 21765 5.2 161 438.7632 875.5118 2 875.5116 0.0002 0 38.21 0.011 R GLFIIDAK G
622 606.3407 1210.667 2 1210.667 -0.0001 0 43.29 0.0037 R QITVNDLPVGR S

63 Q9R0Y5 Adenylate kinase isoenzyme 1 1205 32 15 21526 5.67 22 381.6963 761.378 2 761.378 0 1 47.02 0.0058 K RGETSGR V
241 460.2673 918.5201 2 918.5208 -0.0007 1 54.88 0.00044 K KLSAIMEK G
506 565.8315 1129.648 2 1129.65 -0.0012 0 45.32 0.0025 K IIFVVGGPGSGK G
507 565.8317 1129.649 2 1129.65 -0.0007 0 41.57 0.0058 K IIFVVGGPGSGK G
508 565.8322 1129.65 2 1129.65 0.0002 0 73.25 3.70E-06 K IIFVVGGPGSGK G
592 595.7984 1189.582 2 1189.583 -0.0004 1 60.27 0.00013 R VDDNEETIKK R
714 665.3976 1328.781 2 1328.782 -0.0009 1 54.74 7.20E-05 K AKIIFVVGGPGSGK G
763 499.2558 1494.746 3 1494.747 -0.001 0 62.38 5.90E-05 K YGYTHLSTGDLLR A
764 748.3801 1494.746 2 1494.747 -0.001 0 71.93 6.40E-06 K YGYTHLSTGDLLR A
766 499.2561 1494.746 3 1494.747 -0.0003 0 37.04 0.019 K YGYTHLSTGDLLR A
779 770.3748 1538.735 2 1538.737 -0.0014 0 105.86 2.70E-09 K VDSSNGFLIDGYPR E
780 770.3755 1538.737 2 1538.737 0 0 83.32 4.70E-07 K VDSSNGFLIDGYPR E
790 785.9291 1569.844 2 1569.844 0 0 39.38 0.0085 K GELVPLDTVLDMLR D
801 793.9265 1585.839 2 1585.839 -0.0001 0 76.26 1.90E-06 K GELVPLDTVLDM@LR D
802 529.6204 1585.839 3 1585.839 0.0007 0 47.43 0.0014 K GELVPLDTVLDM@LR D
804 793.9275 1585.84 2 1585.839 0.0019 0 85.32 2.30E-07 K GELVPLDTVLDM@LR D
805 529.6209 1585.841 3 1585.839 0.0022 0 53.25 0.00039 K GELVPLDTVLDM@LR D
806 793.9288 1585.843 2 1585.839 0.0044 0 56.32 0.00016 K GELVPLDTVLDM@LR D
946 1026.994 2051.974 2 2051.973 0.001 0 73.57 2.90E-06 R LETYYNATEPVISFYDK R
947 1026.995 2051.975 2 2051.973 0.0027 0 84.67 2.50E-07 R LETYYNATEPVISFYDK R
958 726.3807 2176.12 3 2176.12 0.0006 0 71.54 3.30E-06 K IGQPTLLLYVDAGAETMTQR L
959 1089.068 2176.121 2 2176.12 0.0009 0 79.93 4.70E-07 K IGQPTLLLYVDAGAETMTQR L
964 1097.064 2192.113 2 2192.115 -0.0016 0 63.82 2.70E-05 K IGQPTLLLYVDAGAETM@TQR L
965 731.712 2192.114 3 2192.115 -0.0004 0 37.02 0.013 K IGQPTLLLYVDAGAETM@TQR L
966 731.712 2192.114 3 2192.115 -0.0004 0 36.99 0.013 K IGQPTLLLYVDAGAETM@TQR L
967 1097.065 2192.115 2 2192.115 0.0004 0 82.72 3.30E-07 K IGQPTLLLYVDAGAETM@TQR L
968 731.7133 2192.118 3 2192.115 0.0032 0 47.59 0.0012 K IGQPTLLLYVDAGAETM@TQR L
974 737.0318 2208.074 3 2208.074 -0.0003 1 34.48 0.021 R LETYYNATEPVISFYDKR G
975 1105.044 2208.074 2 2208.074 0.0004 1 31.08 0.045 R LETYYNATEPVISFYDKR G

1102 1224.084 2446.153 2 2446.157 -0.004 0 71.01 4.40E-06 K VNAEGTVDTVFSEVC*TYLDSLK -
1103 816.3919 2446.154 3 2446.157 -0.0035 0 64.83 1.80E-05 K VNAEGTVDTVFSEVC*TYLDSLK -
1112 1288.133 2574.252 2 2574.252 -0.0008 1 59.53 4.80E-05 R KVNAEGTVDTVFSEVC*TYLDSLK -

O88587 Catechol O-methyltransferase 579 16 13 29477 5.52 327 501.7733 1001.532 2 1001.533 -0.0008 0 60.05 0.00022 K GQIMDAVIR E
340 509.7705 1017.526 2 1017.528 -0.0013 0 65.46 6.60E-05 K GQIM@DAVIR E
341 509.7706 1017.527 2 1017.528 -0.001 0 59.79 0.00023 K GQIM@DAVIR E
485 560.7581 1119.502 2 1119.502 -0.0003 0 54.97 0.00026 K EWAMNVGDAK G
589 595.3132 1188.612 2 1188.614 -0.0021 0 40.23 0.014 K AVYQGPGSSPVK S
679 638.8293 1275.644 2 1275.646 -0.0019 1 39.7 0.015 K AVYQGPGSSPVKS -
867 602.3225 1803.946 3 1803.944 0.0017 0 54.05 0.00025 R YLPDTLLLEEC*GLLR K
868 902.9803 1803.946 2 1803.944 0.002 0 74.22 2.50E-06 R YLPDTLLLEEC*GLLR K
961 731.3029 2190.887 3 2190.887 -0.0007 0 33.31 0.0034 R GSSSFEC*THYSSYLEYM@K V

1050 768.3882 2302.143 3 2302.142 0.0013 0 70.15 5.40E-06 R EYRPSLVLELGAYC*GYSAVR M
1072 1165.642 2329.269 2 2329.268 0.0012 0 74.34 5.80E-07 K GTVLLADNVIVPGTPDFLAYVR G
1105 820.1292 2457.366 3 2457.363 0.0025 1 55.74 2.80E-05 R KGTVLLADNVIVPGTPDFLAYVR G
1135 980.4875 2938.441 3 2938.446 -0.005 0 53.78 0.00013 R LLTMEINPDYAAITQQMLDFAGLQDK V
1136 985.8208 2954.441 3 2954.441 0.0001 0 75.6 9.00E-07 R LLTMEINPDYAAITQQM@LDFAGLQDK V
1137 985.8212 2954.442 3 2954.441 0.0013 0 58.4 4.70E-05 R LLTMEINPDYAAITQQM@LDFAGLQDK V
1138 991.1538 2970.44 3 2970.435 0.0042 0 55.9 9.10E-05 R LLTM@EINPDYAAITQQM@LDFAGLQDK V

Q99LX0 Protein DJ-1 268 8 7 20008 6.32 181 437.7535 873.4925 2 873.492 0.0005 0 46.07 0.0054 K DGLILTSR G
807 797.3604 1592.706 2 1592.706 -0.0001 0 36.66 0.012 R DVMIC*PDTSLEDAK T
823 553.2943 1656.861 3 1656.862 -0.0006 1 51.36 0.00057 K VTVAGLAGKDPVQC*SR D
895 636.0148 1905.023 3 1905.025 -0.0021 0 60.63 3.30E-05 R GPGTSFEFALAIVEALVGK D
896 953.5188 1905.023 2 1905.025 -0.0017 0 106.97 7.80E-10 R GPGTSFEFALAIVEALVGK D

1067 776.0739 2325.2 3 2325.197 0.0024 0 32.02 0.027 K GLIAAIC*AGPTALLAHEVGFGC*K V
1124 903.4685 2707.384 3 2707.389 -0.0054 1 40.85 0.0028 R GPGTSFEFALAIVEALVGKDM@ANQVK A
1129 929.4719 2785.394 3 2785.396 -0.0019 0 40.35 0.003 K TQGPYDVVVLPGGNLGAQNLSESPM@VK E

P61087 Ubiquitin-conjugating enzyme E2 K 99 2 2 22393 5.33 692 651.8387 1301.663 2 1301.666 -0.0026 0 50.24 0.0012 K IPETYPFNPPK V
750 725.3649 1448.715 2 1448.715 0.0006 0 65.71 3.20E-05 K VDLVDENFTELR G

Q99LP6 GrpE protein homolog 1, mitochondrial 67 2 2 24292 8.58 326 501.7639 1001.513 2 1001.514 -0.0009 0 37.27 0.031 R ALADTENLR Q
664 629.3514 1256.688 2 1256.686 0.002 0 52.19 0.00065 K DLLEVADILEK A

64 P70195 Proteasome subunit beta type-7 337 11 9 29872 8.14 346 508.7716 1015.529 2 1015.53 -0.0012 0 36.84 0.037 K DGIVLGADTR A
347 508.7718 1015.529 2 1015.53 -0.0007 0 54.61 0.00062 K DGIVLGADTR A
352 510.7542 1019.494 2 1019.496 -0.0018 0 57.36 0.0003 R ATEGMVVADK N
755 698.8051 1395.596 2 1395.598 -0.0021 0 29.19 0.046 K FRPDM@EEEEAK K
800 503.5717 1507.693 3 1507.698 -0.0043 1 43.38 0.0037 K FRPDMEEEEAKK L
802 508.9044 1523.691 3 1523.693 -0.0011 1 39.25 0.0091 K FRPDM@EEEEAKK L
929 1060.008 2118.001 2 2118.001 -0.0007 0 102.69 3.40E-09 K LPYVTM@GSGSLAAM@AVFEDK F
932 1075.525 2149.036 2 2149.035 0.0014 0 55.6 0.00016 K VTPLEIEVLEETVQTM@DTS -

1087 921.8137 2762.419 3 2762.416 0.0033 0 63.11 1.70E-05 K LVSEAIAAGIFNDLGSGSNIDLC*VISK S
1142 837.928 3347.683 4 3347.683 0.0004 0 54.77 7.40E-05 R YQGYIGAALVLGGVDVTGPHLYSIYPHGSTDK L
1167 1071.262 4281.02 4 4281.014 0.0062 0 39.35 0.0021 K IHFISPNIYC*C*GAGTAADTDM@TTQLISSNLELHSLTTGR L

Q9DCW4 Electron transfer flavoprotein subunit be 70 2 2 27606 8.24 484 551.7908 1101.567 2 1101.567 0.0004 0 58.05 0.00023 R EIDGGLETLR L
890 974.4675 1946.92 2 1946.919 0.0014 0 32.07 0.039 K EIIAVSC*GPSQC*QETIR T

65 P00920 Carbonic anhydrase 2 542 18 13 29014 6.49 289 476.2298 950.4451 2 950.4458 -0.0007 0 47.4 0.0025 K GGPLSDSYR L
356 499.784 997.5534 2 997.5556 -0.0022 0 51.64 0.00048 K IGPASQGLQK V
357 499.7842 997.5538 2 997.5556 -0.0018 0 38.52 0.011 K IGPASQGLQK V
367 502.7426 1003.471 2 1003.472 -0.0017 0 36.74 0.022 K DFPIANGDR Q
376 505.3048 1008.595 2 1008.597 -0.0017 0 43.07 0.0021 K VLEALHSIK T
910 527.9433 1580.808 3 1580.81 -0.0019 0 45.28 0.0025 K YAAELHLVHWNTK Y
911 791.412 1580.809 2 1580.81 -0.0005 0 39.18 0.0088 K YAAELHLVHWNTK Y
948 549.931 1646.771 3 1646.772 -0.0012 0 45.11 0.0026 R EPITVSSEQMSHFR T
949 824.3939 1646.773 2 1646.772 0.0009 0 55.78 0.00022 R EPITVSSEQMSHFR T
959 832.3907 1662.767 2 1662.767 -0.0002 0 55.77 0.00022 R EPITVSSEQM@SHFR T
967 556.9941 1667.961 3 1667.961 -0.0004 0 27.18 0.034 K AVQQPDGLAVLGIFLK I
968 834.9881 1667.962 2 1667.961 0.0006 0 82.05 1.00E-07 K AVQQPDGLAVLGIFLK I



970 834.9887 1667.963 2 1667.961 0.0018 0 64.68 6.30E-06 K AVQQPDGLAVLGIFLK I
1258 628.5505 2510.173 4 2510.173 0.0003 0 30.76 0.035 R LIQFHFHWGSSDGQGSEHTVNK K
1259 850.4016 2548.183 3 2548.183 0 0 74.61 1.30E-06 K SIVNNGHSFNVEFDDSQDNAVLK G
1265 883.5102 2647.509 3 2647.506 0.0026 1 44.91 0.00018 K AVQQPDGLAVLGIFLKIGPASQGLQK V
1280 946.1502 2835.429 3 2835.429 -0.0003 0 50.74 0.00028 R QSPVDIDTATAQHDPALQPLLISYDK A
1281 964.1168 2889.329 3 2889.324 0.0047 0 67.02 5.90E-06 R TLNFNEEGDAEEAM@VDNWRPAQPLK N

P67778 Prohibitin 248 8 8 29802 5.57 396 512.253 1022.491 2 1022.492 -0.0006 0 42.62 0.0072 K EFTEAVEAK Q
593 575.2988 1148.583 2 1148.583 0.0005 0 63.83 6.20E-05 R FDAGELITQR E
648 593.3328 1184.651 2 1184.651 -0.0003 0 47.16 0.0021 K DLQNVNITLR I
826 466.2854 1395.834 3 1395.835 -0.0007 0 41.46 0.00095 R ILFRPVASQLPR I
863 730.8304 1459.646 2 1459.647 -0.0003 0 62.94 2.40E-05 R IYTSIGEDYDER V

1091 666.7003 1997.079 3 1997.079 -0.0001 0 36.98 0.0063 K AAELIANSLATAGDGLIELR K
1124 707.0529 2118.137 3 2118.136 0.0008 0 48.3 0.00044 R AATFGLILDDVSLTHLTFGK E
1246 593.5697 2370.25 4 2370.244 0.0053 0 62.34 1.90E-05 K FGLALAVAGGVVNSALYNVDAGHR A

Q3TLP5 Enoyl-CoA hydratase domain-containing 178 4 4 31832 9.03 891 768.4089 1534.803 2 1534.803 0.0008 0 97.91 1.30E-08 R IAASSAVM@GLIETTR G
945 820.8821 1639.75 2 1639.751 -0.0015 0 37.37 0.011 R EQM@SDVEVGTFVQR L

1010 592.0242 1773.051 3 1773.051 -0.0005 0 55.83 1.10E-05 R ALALAQEILPQAPIAVR L
1011 887.5333 1773.052 2 1773.051 0.0009 0 57.58 6.60E-06 R ALALAQEILPQAPIAVR L

P48787 Troponin I, cardiac muscle 173 6 5 24244 9.57 621 581.7792 1161.544 2 1161.545 -0.001 0 43.3 0.0055 K NIDALSGMEGR K
638 589.7764 1177.538 2 1177.54 -0.0015 0 51.49 0.00079 K NIDALSGM@EGR K
726 623.3374 1244.66 2 1244.661 -0.001 0 74.5 4.60E-06 K NITEIADLTQK I
881 755.3729 1508.731 2 1508.733 -0.0014 0 46.94 0.0022 R ISADAM@M@QALLGTR A
882 755.3746 1508.735 2 1508.733 0.002 0 38.18 0.015 R ISADAM@M@QALLGTR A

1067 953.9414 1905.868 2 1905.87 -0.0022 0 48.87 0.00064 M #ADESSDAAGEPQPAPAPVR R
P97371 Proteasome activator complex subunit 1 131 5 5 28655 5.73 132 420.787 839.5594 2 839.5593 0.0001 0 35.06 0.003 K IVVLLQR L

825 698.3981 1394.782 2 1394.781 0.0008 0 70.94 2.90E-06 R NAYAVLYDIILK N
834 706.8724 1411.73 2 1411.731 -0.0003 0 33.28 0.042 K EPALNEANLSNLK A
884 760.3723 1518.73 2 1518.731 -0.0015 0 51.97 0.00064 R IEDGNNFGVAVQEK V

1061 624.6428 1870.907 3 1870.906 0.0004 0 33.65 0.033 R QLVHELDEAEYQEIR L
O70435 Proteasome subunit alpha type-3 103 2 2 28387 5.19 570 565.7811 1129.548 2 1129.548 -0.0001 0 41.47 0.0076 R VFQVEYAM@K A

695 609.3275 1216.64 2 1216.641 -0.0008 0 87.12 2.90E-07 K AVENSSTAIGIR C
Q9CYW4 Haloacid dehalogenase-like hydrolase d 87 2 2 28009 6.31 391 510.7767 1019.539 2 1019.54 -0.0012 0 62.04 0.0001 K LAVVSNFDR R

673 600.3527 1198.691 2 1198.692 -0.0013 0 54.01 0.00025 R LEDILTGLGLR E
Q8K0Z7 Translational activator of cytochrome c o 81 2 2 32293 8.35 496 542.2951 1082.576 2 1082.576 -0.0004 0 46.42 0.0023 K GIYLLYEGR G

839 478.238 1431.692 3 1431.693 -0.0006 0 44.84 0.0031 K FIC*DASSLHQVR K

66 P00920 Carbonic anhydrase 2 1285 44 16 29014 6.49 271 476.2297 950.4449 2 950.4458 -0.0008 0 37.21 0.026 K GGPLSDSYR L
273 476.2298 950.445 2 950.4458 -0.0007 0 53.9 0.00055 K GGPLSDSYR L
335 499.7843 997.554 2 997.5556 -0.0016 0 53.47 0.00036 K IGPASQGLQK V
336 499.7843 997.5541 2 997.5556 -0.0016 0 72.98 4.10E-06 K IGPASQGLQK V
337 499.7844 997.5542 2 997.5556 -0.0015 0 53.78 0.00034 K IGPASQGLQK V
338 499.7844 997.5542 2 997.5556 -0.0014 0 40.48 0.0072 K IGPASQGLQK V
339 499.7845 997.5544 2 997.5556 -0.0012 0 35.14 0.023 K IGPASQGLQK V
352 502.7427 1003.471 2 1003.472 -0.0014 0 43.9 0.0043 K DFPIANGDR Q
361 505.3049 1008.595 2 1008.597 -0.0015 0 45.17 0.0013 K VLEALHSIK T
362 505.3053 1008.596 2 1008.597 -0.0007 0 38.34 0.0062 K VLEALHSIK T
429 522.2375 1042.46 2 1042.462 -0.0016 0 32.05 0.04 M #SHHWGYSK H
821 527.9436 1580.809 3 1580.81 -0.001 0 39.95 0.0074 K YAAELHLVHWNTK Y
822 527.9437 1580.809 3 1580.81 -0.0006 0 33.44 0.033 K YAAELHLVHWNTK Y
827 527.9438 1580.81 3 1580.81 -0.0002 0 33.66 0.031 K YAAELHLVHWNTK Y
828 791.4122 1580.81 2 1580.81 -0.0002 0 63.87 2.90E-05 K YAAELHLVHWNTK Y
904 549.9313 1646.772 3 1646.772 -0.0003 0 36.36 0.019 R EPITVSSEQMSHFR T
905 824.3934 1646.772 2 1646.772 0.0001 0 65.98 2.20E-05 R EPITVSSEQMSHFR T
924 832.3893 1662.764 2 1662.767 -0.0032 0 67.7 1.30E-05 R EPITVSSEQM@SHFR T
925 555.2624 1662.765 3 1662.767 -0.0018 0 41.75 0.0054 R EPITVSSEQM@SHFR T
934 834.9874 1667.96 2 1667.961 -0.0009 0 50.05 0.00017 K AVQQPDGLAVLGIFLK I
935 556.9943 1667.961 3 1667.961 -0.0001 0 64.49 6.40E-06 K AVQQPDGLAVLGIFLK I
936 834.9879 1667.961 2 1667.961 0.0001 0 68.7 2.40E-06 K AVQQPDGLAVLGIFLK I
937 834.9879 1667.961 2 1667.961 0.0002 0 31.68 0.011 K AVQQPDGLAVLGIFLK I
938 556.9946 1667.962 3 1667.961 0.001 0 76.99 3.30E-07 K AVQQPDGLAVLGIFLK I
939 834.9887 1667.963 2 1667.961 0.0018 0 85.35 5.40E-08 K AVQQPDGLAVLGIFLK I
940 834.9888 1667.963 2 1667.961 0.0021 0 29.43 0.021 K AVQQPDGLAVLGIFLK I
971 570.6426 1708.906 3 1708.905 0.0012 1 30.81 0.05 K KYAAELHLVHWNTK Y
972 428.2338 1708.906 4 1708.905 0.0013 1 41.93 0.0039 K KYAAELHLVHWNTK Y

1251 628.5501 2510.171 4 2510.173 -0.0016 0 32.74 0.021 R LIQFHFHWGSSDGQGSEHTVNK K
1252 628.5501 2510.171 4 2510.173 -0.0014 0 31.17 0.03 R LIQFHFHWGSSDGQGSEHTVNK K
1253 628.5505 2510.173 4 2510.173 0.0001 0 51.84 0.00026 R LIQFHFHWGSSDGQGSEHTVNK K
1255 628.5506 2510.173 4 2510.173 0.0005 0 40.98 0.0033 R LIQFHFHWGSSDGQGSEHTVNK K
1256 837.732 2510.174 3 2510.173 0.0014 0 44.93 0.0014 R LIQFHFHWGSSDGQGSEHTVNK K
1257 837.7325 2510.176 3 2510.173 0.0031 0 41.27 0.003 R LIQFHFHWGSSDGQGSEHTVNK K
1269 850.4017 2548.183 3 2548.183 0.0004 0 65.11 1.20E-05 K SIVNNGHSFNVEFDDSQDNAVLK G
1270 850.4018 2548.184 3 2548.183 0.0005 0 67.13 7.30E-06 K SIVNNGHSFNVEFDDSQDNAVLK G
1289 662.8833 2647.504 4 2647.506 -0.002 1 52.97 2.40E-05 K AVQQPDGLAVLGIFLKIGPASQGLQK V
1290 883.5095 2647.507 3 2647.506 0.0006 1 62.64 2.50E-06 K AVQQPDGLAVLGIFLKIGPASQGLQK V
1302 946.1505 2835.43 3 2835.429 0.0007 0 28.72 0.043 R QSPVDIDTATAQHDPALQPLLISYDK A
1303 946.1506 2835.43 3 2835.429 0.001 0 68.87 4.10E-06 R QSPVDIDTATAQHDPALQPLLISYDK A
1304 946.1507 2835.43 3 2835.429 0.0012 0 34.09 0.012 R QSPVDIDTATAQHDPALQPLLISYDK A
1307 946.1521 2835.435 3 2835.429 0.0054 0 70.49 2.70E-06 R QSPVDIDTATAQHDPALQPLLISYDK A
1310 958.7838 2873.329 3 2873.329 0.0004 0 40.61 0.003 R TLNFNEEGDAEEAMVDNWRPAQPLK N
1312 964.1157 2889.325 3 2889.324 0.0013 0 75.79 8.00E-07 R TLNFNEEGDAEEAM@VDNWRPAQPLK N

P48787 Troponin I, cardiac muscle 312 7 7 24244 9.57 591 581.7791 1161.544 2 1161.545 -0.0011 0 42.47 0.0066 K NIDALSGMEGR K
612 589.7762 1177.538 2 1177.54 -0.0018 0 54.11 0.00043 K NIDALSGM@EGR K
675 623.338 1244.661 2 1244.661 0.0001 0 80.49 1.10E-06 K NITEIADLTQK I
797 747.3763 1492.738 2 1492.738 0.0004 0 88.8 1.40E-07 R ISADAMM@QALLGTR A
801 755.373 1508.732 2 1508.733 -0.0011 0 77.63 1.80E-06 R ISADAM@M@QALLGTR A

1054 953.9414 1905.868 2 1905.87 -0.0022 0 68.86 6.50E-06 M #ADESSDAAGEPQPAPAPVR R
1183 764.6933 2291.058 3 2291.056 0.0019 0 40.18 0.0045 R C*QPLELDGLGFEELQDLC*R Q

P67778 Prohibitin 305 12 10 29802 5.57 384 512.2527 1022.491 2 1022.492 -0.0011 0 45.67 0.0036 K EFTEAVEAK Q
463 531.7559 1061.497 2 1061.499 -0.0018 0 47.88 0.0018 R QVSDDLTER A
567 575.2981 1148.582 2 1148.583 -0.0009 0 56.18 0.00037 R FDAGELITQR E
622 593.3326 1184.651 2 1184.651 -0.0007 0 45.88 0.0028 K DLQNVNITLR I
762 466.2858 1395.836 3 1395.835 0.0004 0 52.07 9.90E-05 R ILFRPVASQLPR I
763 698.925 1395.836 2 1395.835 0.0005 0 39.65 0.0017 R ILFRPVASQLPR I
789 730.8307 1459.647 2 1459.647 0.0003 0 55.53 0.00013 R IYTSIGEDYDER V

1045 928.02 1854.025 2 1854.025 0.0003 0 31.76 0.02 R NITYLPAGQSVLLQLPQ -
1088 666.7004 1997.079 3 1997.079 0 0 46.3 0.00074 K AAELIANSLATAGDGLIELR K
1120 707.0533 2118.138 3 2118.136 0.0021 0 63.13 1.60E-05 R AATFGLILDDVSLTHLTFGK E
1239 593.5687 2370.246 4 2370.244 0.0014 0 36.95 0.0064 K FGLALAVAGGVVNSALYNVDAGHR A
1240 791.0895 2370.247 3 2370.244 0.0024 0 53.01 0.00016 K FGLALAVAGGVVNSALYNVDAGHR A

O70435 Proteasome subunit alpha type-3 136 4 4 28387 5.19 547 565.7806 1129.547 2 1129.548 -0.0012 0 40.54 0.0096 R VFQVEYAM@K A
587 576.8062 1151.598 2 1151.598 0.0004 0 46.04 0.003 R SNFGYNIPLK H
650 609.3276 1216.641 2 1216.641 -0.0006 0 72.57 8.40E-06 K AVENSSTAIGIR C

1074 980.4503 1958.886 2 1958.886 0.0003 0 44.72 0.0016 M #SSIGTGYDLSASTFSPDGR V
P15327 Bisphosphoglycerate mutase 87 3 3 29960 6.57 546 565.7749 1129.535 2 1129.536 -0.0011 0 50.79 0.00081 K LNNDGLEEAR N

670 621.3325 1240.651 2 1240.652 -0.0019 0 43.87 0.0039 K SILISAHGNSSR A
1086 664.6938 1991.06 3 1991.059 0.0007 0 30.19 0.042 R AVGPHQFLGNQEAIQAAIK K

Q8K0Z7 Translational activator of cytochrome c o 66 2 2 32293 8.35 485 542.2951 1082.576 2 1082.576 -0.0004 0 48.99 0.0013 K GIYLLYEGR G
776 478.2377 1431.691 3 1431.693 -0.0017 0 40.15 0.0098 K FIC*DASSLHQVR K

Q9CR00 26S proteasome non-ATPase regulatory 62 2 2 24705 6 602 583.7877 1165.561 2 1165.562 -0.0007 0 41.8 0.0086 K ANYDVLESQK G
717 653.3268 1304.639 2 1304.639 -0.0004 0 42.17 0.0081 R AAAVSDIQDLM@R R

67 Q9DCW4 Electron transfer flavoprotein subunit be 395 16 12 27606 8.24 249 452.7788 903.5431 2 903.543 0.0002 0 39.6 0.0052 K VDLLFLGK Q
250 453.2292 904.4439 2 904.4436 0.0003 0 55.28 0.00062 R TALAMGADR G
305 474.2873 946.56 2 946.56 0 1 34.74 0.021 K RVIDFAVK I
473 527.8188 1053.623 2 1053.618 0.0049 0 59.4 3.30E-05 K LPAVVTADLR L
517 538.2851 1074.556 2 1074.556 -0.0001 0 86.46 4.50E-07 K AGDLGVDLTSK V
558 551.7905 1101.566 2 1101.567 -0.0002 0 39.1 0.02 R EIDGGLETLR L
559 551.7908 1101.567 2 1101.567 0.0004 0 60.93 0.00012 R EIDGGLETLR L
671 581.3475 1160.68 2 1160.681 -0.0001 1 28.22 0.05 K EKVDLLFLGK Q
836 432.6066 1294.798 3 1294.797 0.0007 1 25.04 0.031 R LKLPAVVTADLR L
878 670.3644 1338.714 2 1338.714 0 0 37.66 0.017 K VSVISVEEPPQR S
880 447.2456 1338.715 3 1338.714 0.0007 0 38.08 0.012 K VSVISVEEPPQR S

1086 635.6262 1903.857 3 1903.856 0.001 0 50.57 0.00037 K HSM@NPFC*EIAVEEAVR L
1096 649.9807 1946.92 3 1946.919 0.0011 0 54.62 0.00021 K EIIAVSC*GPSQC*QETIR T
1097 974.4674 1946.92 2 1946.919 0.0013 0 78.65 8.50E-07 K EIIAVSC*GPSQC*QETIR T
1143 714.7268 2141.159 3 2141.159 -0.0007 0 48.07 0.00046 R GIHVEIPGAQAESLGPLQVAR V
1144 1071.587 2141.159 2 2141.159 -0.0005 0 43.01 0.0015 R GIHVEIPGAQAESLGPLQVAR V

Q9DBJ1 Phosphoglycerate mutase 1 105 5 5 28834 6.67 481 530.2824 1058.55 2 1058.551 -0.0006 0 35.51 0.048 R HYGGLTGLNK A
641 575.838 1149.662 2 1149.662 -0.0003 0 43.53 0.0026 R VLIAAHGNSLR G

1051 890.3992 1778.784 2 1778.782 0.0016 0 36.35 0.011 R DAGYEFDIC*FTSVQK R
1147 724.7216 2171.143 3 2171.145 -0.0019 0 36.68 0.0081 R TLWTVLDAIDQM@WLPVVR T
1252 809.059 2424.155 3 2424.148 0.0072 1 39.97 0.0052 R YADLTEDQLPSC*ESLKDTIAR A

68 Q9DCW4 Electron transfer flavoprotein subunit be 322 12 10 27606 8.24 233 452.7787 903.5429 2 903.543 0 0 41.77 0.0033 K VDLLFLGK Q
234 453.2287 904.4429 2 904.4436 -0.0007 0 37.45 0.042 R TALAMGADR G
437 527.8163 1053.618 2 1053.618 -0.0002 0 67.42 6.30E-06 K LPAVVTADLR L
471 538.2849 1074.555 2 1074.556 -0.0006 0 73.27 9.50E-06 K AGDLGVDLTSK V
495 551.7904 1101.566 2 1101.567 -0.0003 0 44.86 0.0052 R EIDGGLETLR L
496 551.7905 1101.566 2 1101.567 -0.0002 0 46.22 0.0038 R EIDGGLETLR L
502 552.7922 1103.57 2 1103.571 -0.0011 0 43.63 0.0072 K VETTEDLVAK L
775 670.3645 1338.715 2 1338.714 0.0001 0 44.75 0.0031 K VSVISVEEPPQR S
967 635.6261 1903.857 3 1903.856 0.0008 0 45.43 0.0012 K HSM@NPFC*EIAVEEAVR L
981 649.9801 1946.919 3 1946.919 -0.0005 0 41.55 0.0046 K EIIAVSC*GPSQC*QETIR T
982 974.4672 1946.92 2 1946.919 0.0009 0 79.43 7.10E-07 K EIIAVSC*GPSQC*QETIR T

1027 714.7271 2141.159 3 2141.159 0 0 30.42 0.026 R GIHVEIPGAQAESLGPLQVAR V
P13634 Carbonic anhydrase 1 293 10 7 28303 6.44 290 479.7819 957.5492 2 957.5495 -0.0003 0 42.68 0.0078 K VLDALNSVK T

357 505.7841 1009.554 2 1009.556 -0.0019 0 34.58 0.029 K VGPANPSLQK V
407 521.7552 1041.496 2 1041.498 -0.002 0 58.2 0.00014 K YSSASEAISK A
661 608.8518 1215.689 2 1215.69 -0.0006 0 46.35 0.0019 K ADGLAILGVLM@K V
662 608.852 1215.689 2 1215.69 -0.0003 0 59 0.0001 K ADGLAILGVLM@K V
862 778.9177 1555.821 2 1555.821 0.0003 0 47.52 0.0015 K DSISLSPEQLAQLR G
917 878.9653 1755.916 2 1755.916 0.0006 0 53.3 0.00029 K LYPIANGNNQSPIDIK T

1146 811.0756 2430.205 3 2430.203 0.0022 0 56.82 9.30E-05 K TSEANHDSSLKPLSISYNPATAK E
1156 643.5761 2570.275 4 2570.277 -0.0012 0 30.83 0.037 K EIVNVGHSFHVIFDDSSNQSVLK G
1157 857.7661 2570.276 3 2570.277 -0.0002 0 72.04 2.60E-06 K EIVNVGHSFHVIFDDSSNQSVLK G

P42125 3,2-trans-enoyl-CoA isomerase, mitocho 183 4 4 32058 8.87 847 750.3726 1498.731 2 1498.73 0.0003 0 61.43 5.60E-05 R EADIQNFTSFISK D
852 758.4063 1514.798 2 1514.801 -0.0034 0 79.41 1.10E-06 R VLVETEGPAGVAVM@K L
913 579.2994 1734.876 3 1734.879 -0.0026 0 39.11 0.011 K VGVVDEVVPEDQVHSK A

1162 872.1011 2613.282 3 2613.282 -0.0003 0 67.97 6.50E-06 R GVILTSEC*PGIFSAGLDLLEM@YGR N
Q9DBJ1 Phosphoglycerate mutase 1 179 5 5 28834 6.67 563 575.8374 1149.66 2 1149.662 -0.0016 0 47.44 0.0013 R VLIAAHGNSLR G

890 842.4595 1682.904 2 1682.903 0.0012 0 51.87 0.00038 R ALPFWNEEIVPQIK E
929 890.3987 1778.783 2 1778.782 0.0008 0 61.85 2.90E-05 R DAGYEFDIC*FTSVQK R
965 934.9324 1867.85 2 1867.851 -0.0006 0 63.47 2.20E-05 R YADLTEDQLPSC*ESLK D



1142 809.0565 2424.148 3 2424.148 -0.0003 1 43.09 0.0025 R YADLTEDQLPSC*ESLKDTIAR A
Q9WTP6 Adenylate kinase 2, mitochondrial 156 5 5 26452 6.96 311 490.3002 978.5859 2 978.5862 -0.0004 0 30.84 0.021 R AVLLGPPGAGK G

544 568.2986 1134.583 2 1134.582 0.0004 0 68.6 3.60E-05 K NGFLLDGFPR T
854 760.4 1518.786 2 1518.785 0.0004 0 57.36 0.00019 K LVSDEM@VVELIEK N

1004 674.9778 2021.912 3 2021.912 -0.0004 0 31.78 0.031 K LAENFC*VC*HLATGDM@LR A
1163 878.1192 2631.336 3 2631.337 -0.0009 0 57.83 7.40E-05 R GIHCAIDASQTPDIVFASILAAFSK A

Q99KB8 Hydroxyacylglutathione hydrolase, mitoc 115 4 4 34062 7.66 183 435.774 869.5335 2 869.5334 0.0001 0 42.77 0.0027 K ALLEVLGR L
785 677.2867 1352.559 2 1352.559 -0.0005 0 28.28 0.038 K FYEGTADEMYK A
795 685.2839 1368.553 2 1368.554 -0.0012 0 63.2 1.10E-05 K FYEGTADEM@YK A
934 596.2838 1785.829 3 1785.832 -0.0022 0 41.9 0.0041 K TVQQHAGETDPVTTM@R A

Q8BVI4 Dihydropteridine reductase 89 3 3 25554 7.67 394 515.3006 1028.587 2 1028.587 0.0001 0 41.07 0.0099 K EGGLLTLAGAK A
888 557.9716 1670.893 3 1670.895 -0.0021 0 46.52 0.0014 K RPNSGSLIQVVTTDGK T

1143 809.0781 2424.213 3 2424.214 -0.0016 0 42.96 0.0025 K NSGM@PPGAAAIAVLPVTLDTPM@NR K
Q8BH95 Enoyl-CoA hydratase, mitochondrial 74 2 2 31454 8.76 731 645.3237 1288.633 2 1288.633 -0.0004 0 53.39 0.00058 K LVEEAIQC*AEK I

758 437.8914 1310.653 3 1310.652 0.0005 0 39.32 0.013 K FLSHWDHITR V

69 Q9DBJ1 Phosphoglycerate mutase 1 1556 52 22 28786 6.67 11 379.2245 756.4345 2 756.4355 -0.0009 1 36.08 0.026 K RGGQALR D
305 488.2489 974.4833 2 974.4855 -0.0022 0 55.76 0.00044 K AMEAVAAQGK A
306 488.2492 974.4839 2 974.4855 -0.0016 0 57.67 0.00032 K AMEAVAAQGK A
447 530.2819 1058.549 2 1058.551 -0.0016 0 41.25 0.013 R HYGGLTGLNK A
452 530.2822 1058.55 2 1058.551 -0.001 0 40.81 0.014 R HYGGLTGLNK A
455 530.2824 1058.55 2 1058.551 -0.0006 0 39.28 0.02 R HYGGLTGLNK A
456 530.2825 1058.55 2 1058.551 -0.0005 0 37.55 0.03 R HYGGLTGLNK A
531 552.2968 1102.579 2 1102.58 -0.0014 1 90.39 1.80E-07 R KAMEAVAAQGK A
611 575.8376 1149.661 2 1149.662 -0.0012 0 40.49 0.0055 R VLIAAHGNSLR G
612 575.8376 1149.661 2 1149.662 -0.0011 0 48.34 0.00089 R VLIAAHGNSLR G
613 575.838 1149.661 2 1149.662 -0.0005 0 57.57 0.0001 R VLIAAHGNSLR G
859 436.2616 1305.763 3 1305.763 0.0001 1 31.62 0.013 K RVLIAAHGNSLR G
861 653.8891 1305.764 2 1305.763 0.0007 1 43.79 0.00079 K RVLIAAHGNSLR G
872 656.8047 1311.595 2 1311.596 -0.0006 0 61.92 5.00E-05 R HGESAWNLENR F

1026 544.2889 1629.845 3 1629.847 -0.0024 1 34.52 0.028 R HYGGLTGLNKAETAAK H
1034 842.4584 1682.902 2 1682.903 -0.001 0 82.83 3.20E-07 R ALPFWNEEIVPQIK E
1035 842.4586 1682.903 2 1682.903 -0.0005 0 63.1 2.80E-05 R ALPFWNEEIVPQIK E
1036 561.9753 1682.904 3 1682.903 0.0008 0 31.18 0.044 R ALPFWNEEIVPQIK E
1105 890.3976 1778.781 2 1778.782 -0.0016 0 76.89 9.20E-07 R DAGYEFDIC*FTSVQK R
1107 890.3981 1778.782 2 1778.782 -0.0005 0 58.09 6.90E-05 R DAGYEFDIC*FTSVQK R
1108 890.3983 1778.782 2 1778.782 -0.0001 0 69.35 5.20E-06 R DAGYEFDIC*FTSVQK R
1109 890.3985 1778.782 2 1778.782 0.0003 0 85.92 1.10E-07 R DAGYEFDIC*FTSVQK R
1110 593.9348 1778.783 3 1778.782 0.0004 0 53.41 0.0002 R DAGYEFDIC*FTSVQK R
1111 890.399 1778.784 2 1778.782 0.0014 0 67.94 7.40E-06 R DAGYEFDIC*FTSVQK R
1112 890.3994 1778.784 2 1778.782 0.0021 0 41.05 0.0037 R DAGYEFDIC*FTSVQK R
1155 934.9327 1867.851 2 1867.851 0 0 70.82 4.20E-06 R YADLTEDQLPSC*ESLK D
1156 934.9332 1867.852 2 1867.851 0.001 0 49 0.0006 R YADLTEDQLPSC*ESLK D
1195 660.6299 1978.868 3 1978.87 -0.0017 0 52.97 0.00019 R FSGWYDADLSPAGHEEAK R
1196 990.4415 1978.868 2 1978.87 -0.0013 0 70.73 3.30E-06 R FSGWYDADLSPAGHEEAK R
1197 660.6304 1978.869 3 1978.87 -0.0004 0 36.3 0.009 R FSGWYDADLSPAGHEEAK R
1256 705.7144 2114.121 3 2114.119 0.002 0 44.55 0.0014 K NLKPIKPMQFLGDEETVR K
1260 533.5355 2130.113 4 2130.114 -0.0013 0 42.42 0.0028 K NLKPIKPM@QFLGDEETVR K
1261 711.045 2130.113 3 2130.114 -0.0012 0 39.71 0.0052 K NLKPIKPM@QFLGDEETVR K
1262 533.5356 2130.114 4 2130.114 -0.0008 0 34.36 0.018 K NLKPIKPM@QFLGDEETVR K
1263 1066.064 2130.114 2 2130.114 -0.0007 0 62.6 2.70E-05 K NLKPIKPM@QFLGDEETVR K
1264 711.0455 2130.115 3 2130.114 0.0005 0 37.14 0.0088 K NLKPIKPM@QFLGDEETVR K
1268 534.7495 2134.969 4 2134.971 -0.0021 1 49.75 0.00044 R FSGWYDADLSPAGHEEAKR G
1269 712.6641 2134.971 3 2134.971 -0.0003 1 30.11 0.039 R FSGWYDADLSPAGHEEAKR G
1278 724.7208 2171.141 3 2171.145 -0.0043 0 56.52 9.10E-05 R TLWTVLDAIDQM@WLPVVR T
1280 1086.578 2171.142 2 2171.145 -0.003 0 56.16 8.80E-05 R TLWTVLDAIDQM@WLPVVR T
1473 1209.058 2416.101 2 2416.105 -0.0036 0 57.54 7.30E-05 R SYDVPPPPMEPDHPFYSNISK D
1480 1213.08 2424.145 2 2424.148 -0.0025 1 80.28 4.60E-07 R YADLTEDQLPSC*ESLKDTIAR A
1481 809.0563 2424.147 3 2424.148 -0.0007 1 42.2 0.003 R YADLTEDQLPSC*ESLKDTIAR A
1482 809.0565 2424.148 3 2424.148 -0.0003 1 40.67 0.0044 R YADLTEDQLPSC*ESLKDTIAR A
1483 809.0569 2424.149 3 2424.148 0.0012 1 43.17 0.0024 R YADLTEDQLPSC*ESLKDTIAR A
1484 809.0571 2424.15 3 2424.148 0.0017 1 41.05 0.0039 R YADLTEDQLPSC*ESLKDTIAR A
1491 1217.059 2432.102 2 2432.1 0.0029 0 56.8 8.20E-05 R SYDVPPPPM@EPDHPFYSNISK D
1531 648.0572 2588.2 4 2588.201 -0.0009 1 34.56 0.012 R RSYDVPPPPM@EPDHPFYSNISK D
1532 863.741 2588.201 3 2588.201 0.0007 1 49.44 0.00041 R RSYDVPPPPM@EPDHPFYSNISK D
1558 1008.527 3022.56 3 3022.557 0.0024 0 56.97 5.10E-05 K HLEGLSEEAIMELNLPTGIPIVYELDK N
1559 1013.859 3038.554 3 3038.552 0.0019 0 46.5 0.00058 K HLEGLSEEAIM@ELNLPTGIPIVYELDK N
1560 1013.859 3038.555 3 3038.552 0.0023 0 83.45 1.20E-07 K HLEGLSEEAIM@ELNLPTGIPIVYELDK N

Q8BH95 Enoyl-CoA hydratase, mitochondrial 311 9 9 31454 8.76 146 432.235 862.4555 2 862.4548 0.0007 0 56.43 0.00042 K AFAAGADIK E
362 506.2439 1010.473 2 1010.474 -0.0011 0 38.12 0.018 R EGMTAFVEK R
587 568.2395 1134.465 2 1134.465 -0.0007 0 43.06 0.0012 R TFQDC*YSSK F
836 645.3231 1288.632 2 1288.633 -0.0017 0 57.94 0.00019 K LVEEAIQC*AEK I
903 669.8231 1337.632 2 1337.632 -0.0003 0 51.77 0.00073 K SLAMEM@VLTGDR I
915 677.8202 1353.626 2 1353.627 -0.001 0 53.32 0.00047 K SLAM@EM@VLTGDR I
956 713.4114 1424.808 2 1424.81 -0.0016 0 68.81 5.00E-06 K NSSVGLIQLNRPK A

1092 878.9072 1755.8 2 1755.799 0.0013 0 53.99 0.00022 K ESVNAAFEM@TLTEGNK L
1246 1056.066 2110.117 2 2110.117 -0.0006 0 99.94 4.20E-09 K AQFGQPEILLGTIPGAGGTQR L

Q9DCW4 Electron transfer flavoprotein subunit be 292 12 9 27606 8.24 215 452.7789 903.5433 2 903.543 0.0004 0 38.62 0.0065 K VDLLFLGK Q
442 527.8157 1053.617 2 1053.618 -0.0014 0 33.59 0.016 K LPAVVTADLR L
443 527.8157 1053.617 2 1053.618 -0.0013 0 60.87 3.00E-05 K LPAVVTADLR L
489 538.2845 1074.554 2 1074.556 -0.0013 0 73.21 8.90E-06 K AGDLGVDLTSK V
528 551.79 1101.566 2 1101.567 -0.0011 0 57.13 0.00029 R EIDGGLETLR L
529 551.7902 1101.566 2 1101.567 -0.0007 0 37.21 0.029 R EIDGGLETLR L
533 552.7921 1103.57 2 1103.571 -0.0015 0 40.19 0.015 K VETTEDLVAK L
650 581.3475 1160.681 2 1160.681 0 1 33.21 0.016 K EKVDLLFLGK Q

1166 635.6251 1903.854 3 1903.856 -0.0021 0 42.86 0.0022 K HSM@NPFC*EIAVEEAVR L
1183 974.4669 1946.919 2 1946.919 0.0002 0 86.32 1.50E-07 K EIIAVSC*GPSQC*QETIR T
1184 649.9804 1946.919 3 1946.919 0.0004 0 48.86 0.0008 K EIIAVSC*GPSQC*QETIR T
1274 714.7273 2141.16 3 2141.159 0.0008 0 30.46 0.025 R GIHVEIPGAQAESLGPLQVAR V

Q9WTP6 Adenylate kinase 2, mitochondrial 230 6 6 26452 6.96 311 490.2996 978.5846 2 978.5862 -0.0016 0 29.11 0.041 R AVLLGPPGAGK G
588 568.2977 1134.581 2 1134.582 -0.0014 0 57.62 0.00047 K NGFLLDGFPR T
994 752.4025 1502.79 2 1502.79 0.0002 0 78.6 1.40E-06 K LVSDEMVVELIEK N

1001 760.4002 1518.786 2 1518.785 0.0008 0 83.89 4.20E-07 K LVSDEM@VVELIEK N
1219 674.978 2021.912 3 2021.912 0.0001 0 34.85 0.015 K LAENFC*VC*HLATGDM@LR A
1537 878.1185 2631.334 3 2631.337 -0.0029 0 59.32 4.90E-05 R GIHC*AIDASQTPDIVFASILAAFSK A

P17751 Triosephosphate isomerase 120 3 3 26696 6.9 893 663.8398 1325.665 2 1325.665 0.0001 0 95.49 2.90E-08 R IIYGGSVTGATC*K E
1015 801.9487 1601.883 2 1601.882 0.0012 0 42.55 0.0024 K VVLAYEPVWAIGTGK T
1142 608.6609 1822.961 3 1822.961 -0.0003 0 38.82 0.007 K VSHALAEGLGVIAC*IGEK L

70 P13634 Carbonic anhydrase 1 937 29 12 28303 6.44 222 468.2323 934.45 2 934.4508 -0.0008 0 40.28 0.017 K GGPLADSYR L
225 468.2325 934.4505 2 934.4508 -0.0004 0 40.76 0.015 K GGPLADSYR L
250 479.7819 957.5492 2 957.5495 -0.0003 0 35.22 0.043 K VLDALNSVK T
251 479.7821 957.5496 2 957.5495 0.0001 0 55.08 0.00041 K VLDALNSVK T
322 505.7841 1009.554 2 1009.556 -0.002 0 51 0.00067 K VGPANPSLQK V
323 505.7841 1009.554 2 1009.556 -0.002 0 52.35 0.00049 K VGPANPSLQK V
325 505.7844 1009.554 2 1009.556 -0.0014 0 64.73 3.20E-05 K VGPANPSLQK V
381 521.7542 1041.494 2 1041.498 -0.0039 0 56.06 0.00026 K YSSASEAISK A
382 521.7552 1041.496 2 1041.498 -0.0019 0 55.34 0.00029 K YSSASEAISK A
384 521.7559 1041.497 2 1041.498 -0.0005 0 36.2 0.026 K YSSASEAISK A
728 600.8544 1199.694 2 1199.695 -0.0004 0 55.34 0.00022 K ADGLAILGVLMK V
755 608.8521 1215.69 2 1215.69 0 0 72.88 4.20E-06 K ADGLAILGVLM@K V
756 608.8522 1215.69 2 1215.69 0.0001 0 83.64 3.40E-07 K ADGLAILGVLM@K V
757 608.8526 1215.691 2 1215.69 0.001 0 39.87 0.0072 K ADGLAILGVLM@K V

1019 519.6134 1555.818 3 1555.821 -0.0022 0 63.08 4.00E-05 K DSISLSPEQLAQLR G
1020 778.9176 1555.821 2 1555.821 0.0001 0 67.75 1.50E-05 K DSISLSPEQLAQLR G
1021 778.9176 1555.821 2 1555.821 0.0001 0 67.88 1.40E-05 K DSISLSPEQLAQLR G
1060 547.6108 1639.811 3 1639.811 0 0 37 0.017 R YSGELHLVHWNSAK Y
1066 820.9138 1639.813 2 1639.811 0.0023 0 45.71 0.0024 R YSGELHLVHWNSAK Y
1124 878.9646 1755.915 2 1755.916 -0.0009 0 79.31 7.00E-07 K LYPIANGNNQSPIDIK T
1125 586.3122 1755.915 3 1755.916 -0.0008 0 40.44 0.0054 K LYPIANGNNQSPIDIK T
1126 586.3123 1755.915 3 1755.916 -0.0006 0 52.9 0.0003 K LYPIANGNNQSPIDIK T
1127 878.9651 1755.916 2 1755.916 0.0001 0 90.95 5.10E-08 K LYPIANGNNQSPIDIK T
1264 998.9192 1995.824 2 1995.824 0.0003 0 69.8 1.10E-06 M #ASADWGYGSENGPDQWSK L
1450 811.0744 2430.201 3 2430.203 -0.0013 0 49.62 0.00053 K TSEANHDSSLKPLSISYNPATAK E
1451 811.0751 2430.203 3 2430.203 0.0008 0 49.05 0.00055 K TSEANHDSSLKPLSISYNPATAK E
1467 857.7654 2570.275 3 2570.277 -0.002 0 38.42 0.0066 K EIVNVGHSFHVIFDDSSNQSVLK G
1469 857.7663 2570.277 3 2570.277 0.0005 0 56.46 9.20E-05 K EIVNVGHSFHVIFDDSSNQSVLK G
1471 857.7666 2570.278 3 2570.277 0.0014 0 78.13 6.40E-07 K EIVNVGHSFHVIFDDSSNQSVLK G

Q8BVI4 Dihydropteridine reductase 323 9 6 25554 7.67 208 460.2769 918.5393 2 918.5399 -0.0006 1 31.19 0.05 R RVLVYGGR G
363 515.3 1028.585 2 1028.587 -0.0012 0 34.06 0.047 K EGGLLTLAGAK A
914 684.8562 1367.698 2 1367.698 -0.0001 0 72.19 5.70E-06 K GAVHQLC*QSLAGK N
915 456.9067 1367.698 3 1367.698 0.0004 0 34.2 0.035 K GAVHQLC*QSLAGK N

1017 776.8792 1551.744 2 1551.743 0.0014 0 38.74 0.014 K AALDGTPGMIGYGMAK G
1238 648.2941 1941.861 3 1941.863 -0.0021 0 54.45 0.00012 K MTDSFTEQADQVTADVGK L
1239 971.9391 1941.864 2 1941.863 0.0011 0 108.91 4.90E-10 K MTDSFTEQADQVTADVGK L
1248 979.9359 1957.857 2 1957.858 -0.0003 0 95.53 7.90E-09 K M@TDSFTEQADQVTADVGK L
1249 653.6265 1957.858 3 1957.858 0.0002 0 31.13 0.022 K M@TDSFTEQADQVTADVGK L

P42125 3,2-trans-enoyl-CoA isomerase, mitocho 237 6 6 32058 8.87 272 487.2867 972.5589 2 972.5604 -0.0014 1 41.17 0.011 R KATADNLIK Q
767 407.8609 1220.561 3 1220.561 0 0 41.77 0.007 K DM@YVNTIGHR E
998 750.3726 1498.731 2 1498.73 0.0002 0 83.56 3.50E-07 R EADIQNFTSFISK D
999 750.4108 1498.807 2 1498.807 0.0005 0 75.67 2.00E-06 R VLVETEGPAGVAVMK L

1003 758.4081 1514.802 2 1514.801 0.0002 0 69.45 9.70E-06 R VLVETEGPAGVAVM@K L
1114 579.2996 1734.877 3 1734.879 -0.002 0 43.83 0.0034 K VGVVDEVVPEDQVHSK A

Q9DCV4 Regulator of microtubule dynamics prote 139 4 4 34978 8.85 692 591.3498 1180.685 2 1180.686 -0.0005 0 38.95 0.005 K LYQLLIQYK E
836 642.3479 1282.681 2 1282.681 0.0004 0 57.72 0.00014 K VLVYEALDYAK R

1156 897.4568 1792.899 2 1792.9 -0.0004 0 46.98 0.002 K VLFANPPSSTYEEALR Y
1212 944.9438 1887.873 2 1887.871 0.0017 0 64.67 1.90E-05 K WYAIC*ISDVGDYEGIK V

Q9DCT2 NADH dehydrogenase [ubiquinone] iron 135 4 4 30131 6.67 866 655.343 1308.672 2 1308.671 0.0001 0 50.18 0.001 K DFPLTGYVELR Y
913 683.8902 1365.766 2 1365.766 0.0002 0 36.6 0.0094 R FEIVYNLLSLR F
989 743.8989 1485.783 2 1485.783 0.0006 0 44.15 0.0031 R VVAEPVELAQEFR K

1081 832.9485 1663.882 2 1663.882 0.0003 0 69.87 6.40E-06 K QLSAFGEYVAEILPK Y
Q8BH95 Enoyl-CoA hydratase, mitochondrial 109 3 3 31454 8.76 581 568.2391 1134.464 2 1134.465 -0.0015 0 27.52 0.043 R TFQDC*YSSK F

842 645.3236 1288.633 2 1288.633 -0.0006 0 64.82 4.00E-05 K LVEEAIQC*AEK I
946 713.412 1424.81 2 1424.81 -0.0004 0 58.54 4.70E-05 K NSSVGLIQLNRPK A

Q9Z2M7 Phosphomannomutase 2 85 3 3 27639 6.01 520 554.2876 1106.561 2 1106.561 -0.0002 0 40.59 0.014 K IGVVGGSDFEK L
868 655.8184 1309.622 2 1309.622 -0.0002 0 45.25 0.0031 K ITEEMDGFLQK L
936 705.3491 1408.684 2 1408.683 0.0001 0 45.13 0.0033 R TVGYTVTAPEDTR R

71 Q9JI75 Ribosyldihydronicotinamide dehydrogen 838 25 15 26231 6.54 356 501.7944 1001.574 2 1001.576 -0.0014 1 52.21 0.00069 K KVAVEELSK Q
454 531.2819 1060.549 2 1060.549 0.0004 0 38.21 0.028 K VMLASWAQR L
477 539.2792 1076.544 2 1076.544 0.0001 0 53.63 0.00083 K VM@LASWAQR L
736 648.869 1295.723 2 1295.724 -0.0004 0 50.23 0.00051 K VLIVYAHQEPK S
738 432.9156 1295.725 3 1295.724 0.0011 0 45.9 0.0012 K VLIVYAHQEPK S



747 654.8255 1307.636 2 1307.636 0.0007 0 57.74 0.00019 K ALTSDIFEEQR K
748 654.8256 1307.637 2 1307.636 0.0008 0 66.42 2.60E-05 K ALTSDIFEEQR K
813 718.873 1435.732 2 1435.731 0.0009 1 76.04 2.40E-06 K KALTSDIFEEQR K
917 885.4717 1768.929 2 1768.928 0.0009 0 81.81 4.00E-07 K LALLSLTTGGTAEMYTK D
925 890.9327 1779.851 2 1779.851 0 0 42.57 0.0039 R GFAFDIPGFYDSGFLK G
926 594.291 1779.851 3 1779.851 0.0002 0 34.32 0.026 R GFAFDIPGFYDSGFLK G
927 890.9329 1779.851 2 1779.851 0.0004 0 36.84 0.015 R GFAFDIPGFYDSGFLK G
928 890.9332 1779.852 2 1779.851 0.0011 0 53.18 0.00036 R GFAFDIPGFYDSGFLK G
929 595.9819 1784.924 3 1784.923 0.0008 0 57.39 0.00012 K LALLSLTTGGTAEM@YTK D
930 893.4692 1784.924 2 1784.923 0.0008 0 97.38 1.20E-08 K LALLSLTTGGTAEM@YTK D
931 893.47 1784.925 2 1784.923 0.0024 0 104.06 2.60E-09 K LALLSLTTGGTAEM@YTK D
956 916.9019 1831.789 2 1831.788 0.0017 0 34.03 0.011 K EEPIHC*TPPWYFQE -
976 657.6876 1970.041 3 1970.039 0.0016 1 34.47 0.018 K GKLALLSLTTGGTAEM@YTK D
978 988.5027 1974.991 2 1974.99 0.001 0 102.23 3.80E-09 K VLAPQISFGLDVSSEEER K
979 659.3376 1974.991 3 1974.99 0.0013 0 67.95 1.00E-05 K VLAPQISFGLDVSSEEER K
980 988.5034 1974.992 2 1974.99 0.0023 0 58.12 0.0001 K VLAPQISFGLDVSSEEER K

1009 702.0358 2103.086 3 2103.085 0.0007 1 46.75 0.001 K VLAPQISFGLDVSSEEERK V
1011 707.3192 2118.936 3 2118.935 0.0008 0 29.03 0.042 K QGC*TVTVSDLYSM@NFEPR A
1012 1060.476 2118.936 2 2118.935 0.0013 0 61.1 2.70E-05 K QGC*TVTVSDLYSM@NFEPR A
1149 875.7418 2624.204 3 2624.203 0.0006 0 47.05 0.00055 R NDITGAPSNPDVFSYGIETHEAYK K

P17751 Triosephosphate isomerase 505 15 10 26696 6.9 563 569.2892 1136.564 2 1136.565 -0.001 0 50.02 0.0015 K IAVAAQNC*YK V
689 624.3015 1246.589 2 1246.59 -0.0017 0 57.03 0.00021 K SNVNDGVAQSTR I
765 663.8397 1325.665 2 1325.665 -0.0002 0 81.61 7.10E-07 R IIYGGSVTGATC*K E
766 663.8397 1325.665 2 1325.665 -0.0002 0 49.48 0.0012 R IIYGGSVTGATC*K E
819 486.912 1457.714 3 1457.715 -0.0008 0 41.12 0.0072 R HVFGESDELIGQK V
820 729.865 1457.715 2 1457.715 0.0004 0 58.75 0.00011 R HVFGESDELIGQK V
824 489.5781 1465.713 3 1465.716 -0.0036 0 36.82 0.023 K TATPQQAQEVHEK L
825 733.864 1465.714 2 1465.716 -0.0026 0 54.3 0.0004 K TATPQQAQEVHEK L
859 534.968 1601.882 3 1601.882 0.0005 0 74.42 1.50E-06 K VVLAYEPVWAIGTGK T
860 801.9485 1601.883 2 1601.882 0.0008 0 70.31 4.10E-06 K VVLAYEPVWAIGTGK T
861 801.9485 1601.883 2 1601.882 0.0008 0 32.38 0.025 K VVLAYEPVWAIGTGK T
866 811.4155 1620.817 2 1620.818 -0.0016 0 46.38 0.0022 K VTNGAFTGEISPGMIK D
872 819.4141 1636.814 2 1636.813 0.0005 0 80.93 7.60E-07 K VTNGAFTGEISPGM@IK D
952 608.6615 1822.963 3 1822.961 0.0016 0 38.28 0.0075 K VSHALAEGLGVIAC*IGEK L

1166 1010.533 3028.577 3 3028.576 0.0017 0 41.77 0.0015 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
Q64105 Sepiapterin reductase 223 7 6 27865 5.58 796 704.8214 1407.628 2 1407.63 -0.0017 0 45.05 0.0019 K SDGALVDC*GTSAQK L

849 523.9579 1568.852 3 1568.852 -0.0002 0 33.54 0.029 K VVLAAADLGTEAGVQR L
850 785.4341 1568.854 2 1568.852 0.0014 0 84.41 2.00E-07 K VVLAAADLGTEAGVQR L
892 846.9536 1691.893 2 1691.892 0.0009 0 34.03 0.025 K TVVNISSLC*ALQPYK G
910 868.9298 1735.845 2 1735.845 0 0 58.41 0.00013 R DM@LYQVLAAEEPSVR V
961 933.9338 1865.853 2 1865.843 0.0097 0 56.11 0.00013 - MEADGLGC*AVC*VLTGASR G
993 668.6663 2002.977 3 2002.978 -0.0011 0 33.07 0.037 R VLSYAPGPLDNDM@QQLAR E

Q9CQE8 UPF0568 protein C14orf166 200 5 4 28051 6.19 14 379.2323 756.45 2 756.4494 0.0007 0 38.53 0.014 R ILVQER L
836 757.4299 1512.845 2 1512.845 0.0007 0 80.9 4.00E-07 K AGVM@ALANLLQIQR H
884 555.6572 1663.95 3 1663.951 -0.001 0 48.28 0.00028 K INEAIVAVQAIIADPK T
885 832.9825 1663.95 2 1663.951 -0.0004 0 75.2 5.80E-07 K INEAIVAVQAIIADPK T

1015 718.3832 2152.128 3 2152.128 0.0001 0 35.79 0.01 K HILGFDTGDAVLNEAAQILR L
Q8R1G2 Carboxymethylenebutenolidase homolo 112 4 4 27884 6.71 405 517.8032 1033.592 2 1033.592 -0.0003 0 73.17 3.80E-06 R AGVSVYGIIR D

868 812.8456 1623.677 2 1623.677 -0.0002 0 34.74 0.008 M #ANEANPC*PC*DIGHK L
923 593.933 1778.777 3 1778.778 -0.0008 0 30.87 0.037 R EDC*SPADKPYIEEAR R

1159 940.1677 2817.481 3 2817.48 0.0011 0 43.15 0.00083 K NPTLFIFAENDTVIPLEQVSTLTQK L

72 P17751 Triosephosphate isomerase 1287 34 12 26696 6.9 270 477.7451 953.4757 2 953.476 -0.0003 0 35.47 0.036 K FFVGGNWK M
568 569.2885 1136.562 2 1136.565 -0.0024 0 58.51 0.0002 K IAVAAQNC*YK V
733 624.3023 1246.59 2 1246.59 -0.0001 0 70.33 9.40E-06 K SNVNDGVAQSTR I
800 663.8389 1325.663 2 1325.665 -0.0016 0 48.28 0.0016 R IIYGGSVTGATC*K E
802 663.8393 1325.664 2 1325.665 -0.0009 0 71.64 7.00E-06 R IIYGGSVTGATC*K E
803 663.8393 1325.664 2 1325.665 -0.0009 0 93.7 4.30E-08 R IIYGGSVTGATC*K E
804 663.8401 1325.666 2 1325.665 0.0007 0 74.31 3.50E-06 R IIYGGSVTGATC*K E
889 486.9122 1457.715 3 1457.715 -0.0004 0 67.2 1.70E-05 R HVFGESDELIGQK V
890 729.8646 1457.715 2 1457.715 -0.0004 0 52.09 0.00056 R HVFGESDELIGQK V
892 729.8647 1457.715 2 1457.715 -0.0002 0 68.4 1.30E-05 R HVFGESDELIGQK V
893 486.9123 1457.715 3 1457.715 0.0001 0 39.81 0.0095 R HVFGESDELIGQK V
898 489.5789 1465.715 3 1465.716 -0.0014 0 36.11 0.029 K TATPQQAQEVHEK L
901 733.8654 1465.716 2 1465.716 0.0002 0 68.48 1.60E-05 K TATPQQAQEVHEK L
902 733.8655 1465.716 2 1465.716 0.0003 0 43.78 0.0046 K TATPQQAQEVHEK L
948 513.9352 1538.784 3 1538.784 -0.0003 0 44.2 0.0034 K DLGATWVVLGHSER R
949 513.9354 1538.784 3 1538.784 0.0003 0 33.7 0.04 K DLGATWVVLGHSER R
950 770.3995 1538.785 2 1538.784 0.0004 0 91.67 6.10E-08 K DLGATWVVLGHSER R
992 534.9677 1601.881 3 1601.882 -0.0006 0 78.8 6.10E-07 K VVLAYEPVWAIGTGK T
993 534.9678 1601.882 3 1601.882 -0.0002 0 54.46 0.00016 K VVLAYEPVWAIGTGK T
994 801.9486 1601.883 2 1601.882 0.0009 0 93.48 2.00E-08 K VVLAYEPVWAIGTGK T
995 801.9487 1601.883 2 1601.882 0.0011 0 30.41 0.04 K VVLAYEPVWAIGTGK T
996 801.949 1601.883 2 1601.882 0.0017 0 89.88 4.70E-08 K VVLAYEPVWAIGTGK T

1016 541.2797 1620.817 3 1620.818 -0.0008 0 39.52 0.011 K VTNGAFTGEISPGMIK D
1017 811.4171 1620.82 2 1620.818 0.0015 0 104.47 3.50E-09 K VTNGAFTGEISPGMIK D
1033 819.4134 1636.812 2 1636.813 -0.0008 0 52.94 0.0005 K VTNGAFTGEISPGM@IK D
1034 546.6117 1636.813 3 1636.813 0.0002 0 45.52 0.0027 K VTNGAFTGEISPGM@IK D
1035 819.4139 1636.813 2 1636.813 0.0003 0 62.44 5.40E-05 K VTNGAFTGEISPGM@IK D
1036 819.4145 1636.814 2 1636.813 0.0014 0 73.22 4.70E-06 K VTNGAFTGEISPGM@IK D
1137 608.6608 1822.961 3 1822.961 -0.0004 0 39.16 0.0065 K VSHALAEGLGVIAC*IGEK L
1138 608.6611 1822.962 3 1822.961 0.0005 0 30.54 0.044 K VSHALAEGLGVIAC*IGEK L
1139 912.4882 1822.962 2 1822.961 0.0008 0 111.88 3.20E-10 K VSHALAEGLGVIAC*IGEK L
1362 1010.532 3028.575 3 3028.576 -0.0005 0 64.71 8.20E-06 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1363 1010.533 3028.576 3 3028.576 -0.0001 0 33.06 0.012 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1364 1010.533 3028.579 3 3028.576 0.0028 0 55.47 6.70E-05 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q

P14602 Heat shock protein beta-1 327 11 8 23000 6.12 101 416.2588 830.503 2 830.5014 0.0015 0 37.32 0.028 R VPFSLLR S
248 466.258 930.5015 2 930.5022 -0.0007 0 42.6 0.011 K EGVVEITGK H
249 466.2583 930.502 2 930.5022 -0.0002 0 52.85 0.0012 K EGVVEITGK H
482 538.2901 1074.566 2 1074.567 -0.0013 0 46.85 0.0044 R QLSSGVSEIR Q
483 538.2903 1074.566 2 1074.567 -0.0008 0 77.48 3.60E-06 R QLSSGVSEIR Q
581 575.3062 1148.598 2 1148.598 0 0 60.57 0.00013 R LFDQAFGVPR L

1120 599.9846 1796.932 3 1796.931 0.0012 0 37.18 0.012 R VSLDVNHFAPEELTVK T
1121 899.4735 1796.933 2 1796.931 0.0016 0 46.12 0.0017 R VSLDVNHFAPEELTVK T
1145 916.9919 1831.969 2 1831.968 0.0012 0 72.51 3.00E-06 K AVTQSAEITIPVTFEAR A
1367 1022.548 3064.622 3 3064.622 0.0001 0 36.76 0.0028 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1388 1065.246 3192.717 3 3192.717 0.0002 1 68.76 1.20E-06 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A

O08709 Peroxiredoxin-6 263 10 9 24855 5.71 375 511.2895 1020.564 2 1020.564 -0.0001 0 45.54 0.0032 R VVFIFGPDK K
450 529.3001 1056.586 2 1056.586 0.0001 0 52.92 0.0007 K LPFPIIDDK G
584 575.3366 1148.659 2 1148.659 -0.0007 1 52.25 0.00041 R VVFIFGPDKK L
585 383.8943 1148.661 3 1148.659 0.0017 1 37.51 0.011 R VVFIFGPDKK L
665 596.3401 1190.666 2 1190.666 -0.0002 0 31.9 0.05 K LSILYPATTGR N
840 698.3328 1394.651 2 1394.65 0.0009 0 45.18 0.0025 R DFTPVC*TTELGR A
864 478.289 1431.845 3 1431.845 0.0002 1 29.61 0.013 K LKLSILYPATTGR N
883 726.3347 1450.655 2 1450.658 -0.0028 0 72.28 3.50E-06 K DINAYNGETPTEK L

1208 1071.546 2141.077 2 2141.075 0.002 0 70.66 5.90E-06 M PGGLLLGDEAPNFEANTTIGR I
1210 718.7321 2153.174 3 2153.173 0.0011 0 40.79 0.0018 R VVDSLQLTGTKPVATPVDWK K

P10649 Glutathione S-transferase Mu 1 159 5 5 25953 7.71 364 508.2979 1014.581 2 1014.582 -0.0009 0 78 2.20E-06 K ITQSNAILR Y
770 644.2685 1286.522 2 1286.524 -0.0013 0 50.77 0.0002 R YTMGDAPDFDR S
849 703.8318 1405.649 2 1405.651 -0.0017 0 66.27 2.10E-05 R ADIVENQVM@DTR M

1161 633.6721 1897.995 3 1897.994 0.0007 0 41.62 0.0037 K LGLDFPNLPYLIDGSHK I
1186 665.3347 1992.982 3 1992.983 -0.001 0 33.18 0.035 K VTYVDFLAYDILDQYR M

P00493 Hypoxanthine-guanine phosphoribosyltr 128 3 3 24483 7.66 732 622.8318 1243.649 2 1243.649 0.0002 0 62.14 6.80E-05 K FFADLLDYIK A
762 638.3429 1274.671 2 1274.672 -0.0006 0 57.68 0.00022 K VIGGDDLSTLTGK N
862 714.9008 1427.787 2 1427.787 -0.0001 0 51.68 0.00049 K NVLIVEDIIDTGK T

Q8R1G2 Carboxymethylenebutenolidase homolo 126 3 3 27884 6.71 406 517.8033 1033.592 2 1033.592 0 0 83.7 3.40E-07 R AGVSVYGIIR D
1023 812.8437 1623.673 2 1623.677 -0.0041 0 42.86 0.0011 M #ANEANPC*PC*DIGHK L
1354 940.1689 2817.485 3 2817.48 0.005 0 45.58 0.00048 K NPTLFIFAENDTVIPLEQVSTLTQK L

73 P17751 Triosephosphate isomerase 811 22 12 26696 6.9 286 477.7452 953.4758 2 953.476 -0.0001 0 35.72 0.034 K FFVGGNWK M
562 569.289 1136.564 2 1136.565 -0.0014 0 45.48 0.0046 K IAVAAQNC*YK V
563 569.2892 1136.564 2 1136.565 -0.0009 0 65.56 4.20E-05 K IAVAAQNC*YK V
704 624.3019 1246.589 2 1246.59 -0.0009 0 63.5 4.60E-05 K SNVNDGVAQSTR I
777 663.8392 1325.664 2 1325.665 -0.001 0 93.56 4.50E-08 R IIYGGSVTGATC*K E
778 663.8392 1325.664 2 1325.665 -0.001 0 57.3 0.00019 R IIYGGSVTGATC*K E
779 663.8393 1325.664 2 1325.665 -0.0009 0 85.16 3.10E-07 R IIYGGSVTGATC*K E
848 486.9123 1457.715 3 1457.715 0 0 58.84 0.00012 R HVFGESDELIGQK V
849 729.8649 1457.715 2 1457.715 0.0001 0 82.5 5.00E-07 R HVFGESDELIGQK V
851 489.5788 1465.715 3 1465.716 -0.0015 0 43.76 0.0049 K TATPQQAQEVHEK L
853 733.8652 1465.716 2 1465.716 -0.0003 0 60.3 0.00011 K TATPQQAQEVHEK L
882 770.3995 1538.785 2 1538.784 0.0004 0 70.41 8.10E-06 K DLGATWVVLGHSER R
914 534.9673 1601.88 3 1601.882 -0.0017 0 39.12 0.006 K VVLAYEPVWAIGTGK T
915 801.9479 1601.881 2 1601.882 -0.0004 0 36.37 0.01 K VVLAYEPVWAIGTGK T
916 801.9487 1601.883 2 1601.882 0.0011 0 59.73 4.70E-05 K VVLAYEPVWAIGTGK T
933 811.4169 1620.819 2 1620.818 0.0012 0 70.71 7.70E-06 K VTNGAFTGEISPGMIK D
944 546.6113 1636.812 3 1636.813 -0.0009 0 35.11 0.03 K VTNGAFTGEISPGM@IK D
945 819.414 1636.814 2 1636.813 0.0004 0 100.52 8.30E-09 K VTNGAFTGEISPGM@IK D

1014 608.6601 1822.959 3 1822.961 -0.0027 0 36.67 0.011 K VSHALAEGLGVIAC*IGEK L
1015 912.4879 1822.961 2 1822.961 0.0002 0 95.48 1.50E-08 K VSHALAEGLGVIAC*IGEK L
1154 1010.532 3028.575 3 3028.576 -0.0009 0 43.74 0.001 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q

P48774 Glutathione S-transferase Mu 5 351 11 8 26617 6.82 275 470.2684 938.5223 2 938.5226 -0.0002 0 35.78 0.021 K QFSLFLGK F
372 508.2978 1014.581 2 1014.582 -0.0012 0 67.75 2.40E-05 K ITQSNAILR Y
373 508.2979 1014.581 2 1014.582 -0.0009 0 77.43 2.60E-06 K ITQSNAILR Y
381 510.777 1019.539 2 1019.54 -0.0006 0 55.79 0.00043 K IAAFLQSDR F
710 628.3101 1254.606 2 1254.607 -0.001 0 41.85 0.0072 K SM@VLGYWDIR G
795 679.7879 1357.561 2 1357.561 0.0004 0 32.61 0.014 R YIC*GEAPDYDR S
796 679.788 1357.561 2 1357.561 0.0005 0 47.1 0.0005 R YIC*GEAPDYDR S
883 771.8501 1541.686 2 1541.685 0.0002 0 58.39 7.10E-05 R VDIM@ENQIM@DFR M
918 803.3718 1604.729 2 1604.728 0.001 0 41.06 0.0048 R MLLEFTDTSYEEK R
989 593.2819 1776.824 3 1776.824 -0.0001 1 41.66 0.0046 R M@LLEFTDTSYEEKR Y
990 889.4193 1776.824 2 1776.824 0.0001 1 61.63 4.70E-05 R M@LLEFTDTSYEEKR Y

P00493 Hypoxanthine-guanine phosphoribosyltr 279 8 6 24555 6.21 702 622.8314 1243.648 2 1243.649 -0.0007 0 34.5 0.042 K FFADLLDYIK A
727 638.3428 1274.671 2 1274.672 -0.0007 0 63.42 5.40E-05 K VIGGDDLSTLTGK N
767 438.5727 1312.696 3 1312.696 0.0002 0 38.05 0.013 K VFIPHGLIM@DR T
807 694.2922 1386.57 2 1386.572 -0.0022 0 59.84 2.20E-05 K SYC*NDQSTGDIK V
826 714.9001 1427.786 2 1427.787 -0.0014 0 103.72 2.90E-09 K NVLIVEDIIDTGK T
827 714.901 1427.788 2 1427.787 0.0003 0 48.23 0.001 K NVLIVEDIIDTGK T
855 491.2447 1470.712 3 1470.714 -0.0013 0 33.87 0.038 R DLNHVC*VISETGK A
856 736.364 1470.714 2 1470.714 -0.0002 0 48.74 0.0013 R DLNHVC*VISETGK A

O08709 Peroxiredoxin-6 257 8 6 24855 5.71 382 511.2889 1020.563 2 1020.564 -0.0012 0 46.28 0.003 R VVFIFGPDK K
445 529.2998 1056.585 2 1056.586 -0.0005 0 50.66 0.0012 K LPFPIIDDK G
813 698.3328 1394.651 2 1394.65 0.0009 0 52.88 0.00042 R DFTPVC*TTELGR A
829 478.2885 1431.844 3 1431.845 -0.0013 1 33.06 0.0077 K LKLSILYPATTGR N



830 716.9295 1431.845 2 1431.845 -0.0005 1 42.66 0.00066 K LKLSILYPATTGR N
884 771.9258 1541.837 2 1541.838 -0.0004 0 79.92 8.10E-07 R DLAILLGM@LDPVEK D

1062 714.6989 2141.075 3 2141.075 -0.0006 0 40.85 0.0059 M PGGLLLGDEAPNFEANTTIGR I
1063 1071.545 2141.076 2 2141.075 0.0002 0 81.83 4.50E-07 M PGGLLLGDEAPNFEANTTIGR I

P14602 Heat shock protein beta-1 131 5 4 23405 6.23 266 466.2582 930.5019 2 930.5022 -0.0003 0 38.06 0.036 K EGVVEITGK H
477 538.2902 1074.566 2 1074.567 -0.001 0 78.06 3.20E-06 R QLSSGVSEIR Q
574 575.3062 1148.598 2 1148.598 0 0 54.78 0.00048 R LFDQAFGVPR L
999 599.9842 1796.931 3 1796.931 -0.0001 0 33.8 0.029 R VSLDVNHFAPEELTVK T

1000 899.4731 1796.932 2 1796.931 0.0008 0 40.43 0.0058 R VSLDVNHFAPEELTVK T

74 P14602 Heat shock protein beta-1 987 34 14 23000 6.12 104 416.2582 830.5019 2 830.5014 0.0004 0 34.6 0.05 R VPFSLLR S
270 466.2578 930.5011 2 930.5022 -0.0011 0 36.95 0.042 K EGVVEITGK H
271 466.2578 930.5011 2 930.5022 -0.0011 0 55.4 0.0006 K EGVVEITGK H
272 466.2579 930.5013 2 930.5022 -0.0009 0 60.06 0.00021 K EGVVEITGK H
273 466.2581 930.5017 2 930.5022 -0.0005 0 60.16 0.00022 K EGVVEITGK H
360 494.308 986.6014 2 986.6025 -0.0011 1 37.79 0.0085 R RVPFSLLR S
393 503.2424 1004.47 2 1004.472 -0.0013 0 44.97 0.0042 R SPSWEPFR D
394 503.2425 1004.47 2 1004.472 -0.0011 0 45.67 0.0033 R SPSWEPFR D
395 503.2428 1004.471 2 1004.472 -0.0005 0 45.96 0.003 R SPSWEPFR D
457 516.2379 1030.461 2 1030.462 -0.0008 0 33.44 0.023 R DWYPAHSR L
563 538.2899 1074.565 2 1074.567 -0.0018 0 58.44 0.0003 R QLSSGVSEIR Q
564 538.29 1074.565 2 1074.567 -0.0015 0 78.96 2.70E-06 R QLSSGVSEIR Q
565 538.29 1074.566 2 1074.567 -0.0014 0 67.07 4.10E-05 R QLSSGVSEIR Q
566 538.29 1074.566 2 1074.567 -0.0014 0 50.74 0.0018 R QLSSGVSEIR Q
567 538.2902 1074.566 2 1074.567 -0.0012 0 59.36 0.00023 R QLSSGVSEIR Q
568 538.2902 1074.566 2 1074.567 -0.0012 0 67 4.00E-05 R QLSSGVSEIR Q
569 538.2902 1074.566 2 1074.567 -0.0012 0 77.81 3.30E-06 R QLSSGVSEIR Q
618 552.7563 1103.498 2 1103.5 -0.0015 0 40.88 0.0063 R QDEHGYISR C
704 575.3057 1148.597 2 1148.598 -0.001 0 70.29 1.30E-05 R LFDQAFGVPR L
705 575.3058 1148.597 2 1148.598 -0.0007 0 63.47 6.30E-05 R LFDQAFGVPR L
706 575.3058 1148.597 2 1148.598 -0.0007 0 65.41 4.00E-05 R LFDQAFGVPR L
707 575.3062 1148.598 2 1148.598 0 0 54.26 0.00054 R LFDQAFGVPR L
743 580.8287 1159.643 2 1159.645 -0.0019 1 60.33 9.90E-05 K TKEGVVEITGK H

1089 494.9224 1481.745 3 1481.747 -0.002 1 35.42 0.026 K EGVVEITGKHEER Q
1165 538.9402 1613.799 3 1613.801 -0.002 1 35.16 0.029 R AQIGGPEAGKSEQSGAK -
1167 807.9078 1613.801 2 1613.801 0.0002 1 77.31 1.80E-06 R AQIGGPEAGKSEQSGAK -
1260 599.9838 1796.93 3 1796.931 -0.0012 0 35.72 0.018 R VSLDVNHFAPEELTVK T
1262 599.9839 1796.93 3 1796.931 -0.0008 0 39.59 0.0077 R VSLDVNHFAPEELTVK T
1263 899.4723 1796.93 2 1796.931 -0.0008 0 55.29 0.00021 R VSLDVNHFAPEELTVK T
1295 916.9909 1831.967 2 1831.968 -0.0007 0 66.02 1.30E-05 K AVTQSAEITIPVTFEAR A
1296 611.6631 1831.968 3 1831.968 -0.0004 0 80.69 4.60E-07 K AVTQSAEITIPVTFEAR A
1297 916.9911 1831.968 2 1831.968 -0.0002 0 68.42 7.70E-06 K AVTQSAEITIPVTFEAR A
1480 1022.548 3064.621 3 3064.622 -0.0014 0 49.59 0.00015 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1482 1065.245 3192.714 3 3192.717 -0.0031 1 57.97 1.50E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A

O08709 Peroxiredoxin-6 780 23 12 24855 5.71 238 453.7376 905.4606 2 905.4607 -0.0001 0 45.52 0.0057 R NFDEILR V
427 511.2888 1020.563 2 1020.564 -0.0013 0 42.69 0.0069 R VVFIFGPDK K
429 511.2892 1020.564 2 1020.564 -0.0005 0 66.43 2.70E-05 R VVFIFGPDK K
518 529.2992 1056.584 2 1056.586 -0.0017 0 50.6 0.0013 K LPFPIIDDK G
520 529.2998 1056.585 2 1056.586 -0.0005 0 56.55 0.00031 K LPFPIIDDK G
712 575.3364 1148.658 2 1148.659 -0.0011 1 39.75 0.0073 R VVFIFGPDKK L
713 575.3365 1148.659 2 1148.659 -0.0008 1 47.2 0.0013 R VVFIFGPDKK L
715 383.8943 1148.661 3 1148.659 0.0016 1 51.05 0.00049 R VVFIFGPDKK L

1010 698.3322 1394.65 2 1394.65 -0.0003 0 34.47 0.031 R DFTPVC*TTELGR A
1011 698.3323 1394.65 2 1394.65 0.0001 0 68.35 1.30E-05 R DFTPVC*TTELGR A
1038 478.2888 1431.844 3 1431.845 -0.0005 1 42.05 0.00076 K LKLSILYPATTGR N
1039 716.9295 1431.845 2 1431.845 -0.0005 1 50.28 0.00011 K LKLSILYPATTGR N
1056 726.3352 1450.656 2 1450.658 -0.0017 0 83.83 2.50E-07 K DINAYNGETPTEK L
1122 771.9255 1541.837 2 1541.838 -0.0009 0 102.97 3.90E-09 R DLAILLGM@LDPVEK D
1123 771.9257 1541.837 2 1541.838 -0.0007 0 99.79 8.30E-09 R DLAILLGM@LDPVEK D
1124 771.9257 1541.837 2 1541.838 -0.0006 0 38.72 0.011 R DLAILLGM@LDPVEK D
1226 860.9192 1719.824 2 1719.824 0.0003 0 54.32 0.00027 K GESVM@VVPTLSEEEAK Q
1314 616.9795 1847.917 3 1847.919 -0.002 1 44.34 0.003 K KGESVM@VVPTLSEEEAK Q
1315 924.9662 1847.918 2 1847.919 -0.0008 1 61.48 5.70E-05 K KGESVM@VVPTLSEEEAK Q
1387 1071.544 2141.073 2 2141.075 -0.002 0 91.29 4.90E-08 M PGGLLLGDEAPNFEANTTIGR I
1388 714.6986 2141.074 3 2141.075 -0.0013 0 50.38 0.00062 M PGGLLLGDEAPNFEANTTIGR I
1389 714.699 2141.075 3 2141.075 -0.0002 0 31.89 0.045 M PGGLLLGDEAPNFEANTTIGR I
1394 718.7314 2153.172 3 2153.173 -0.0009 0 50.32 0.00024 R VVDSLQLTGTKPVATPVDWK K

P17751 Triosephosphate isomerase 702 17 8 26696 6.9 679 569.2888 1136.563 2 1136.565 -0.0018 0 50.17 0.0016 K IAVAAQNC*YK V
680 569.2889 1136.563 2 1136.565 -0.0016 0 39.57 0.018 K IAVAAQNC*YK V
898 624.3018 1246.589 2 1246.59 -0.0012 0 75.82 2.60E-06 K SNVNDGVAQSTR I
978 663.8389 1325.663 2 1325.665 -0.0018 0 89.63 1.20E-07 R IIYGGSVTGATC*K E
979 663.8389 1325.663 2 1325.665 -0.0016 0 59.27 0.00013 R IIYGGSVTGATC*K E
980 663.839 1325.663 2 1325.665 -0.0015 0 96.15 2.60E-08 R IIYGGSVTGATC*K E

1062 486.9118 1457.714 3 1457.715 -0.0014 0 53.29 0.00043 R HVFGESDELIGQK V
1063 729.8645 1457.715 2 1457.715 -0.0006 0 72.03 5.80E-06 R HVFGESDELIGQK V
1072 489.5789 1465.715 3 1465.716 -0.0012 0 48.04 0.0018 K TATPQQAQEVHEK L
1073 733.8651 1465.716 2 1465.716 -0.0004 0 65.39 3.40E-05 K TATPQQAQEVHEK L
1117 513.9349 1538.783 3 1538.784 -0.0014 0 35.67 0.027 K DLGATWVVLGHSER R
1118 770.3994 1538.784 2 1538.784 0.0001 0 87.16 1.80E-07 K DLGATWVVLGHSER R
1152 534.9674 1601.88 3 1601.882 -0.0013 0 33.43 0.022 K VVLAYEPVWAIGTGK T
1153 801.9476 1601.881 2 1601.882 -0.001 0 54.42 0.00017 K VVLAYEPVWAIGTGK T
1154 801.9482 1601.882 2 1601.882 0.0001 0 67.07 8.60E-06 K VVLAYEPVWAIGTGK T
1180 819.4135 1636.812 2 1636.813 -0.0007 0 82.82 5.10E-07 K VTNGAFTGEISPGM@IK D
1181 546.6115 1636.813 3 1636.813 -0.0004 0 56.29 0.00023 K VTNGAFTGEISPGM@IK D

P20108 Thioredoxin-dependent peroxide reduct 169 5 5 28109 7.15 107 417.2216 832.4287 2 832.429 -0.0003 0 44.08 0.011 R SVEETLR L
426 511.2689 1020.523 2 1020.524 -0.0008 0 61.37 0.00012 K GTAVVNGEFK E
848 603.8328 1205.651 2 1205.652 -0.0006 0 52.15 0.00066 K HLSVNDLPVGR S
929 636.3711 1270.728 2 1270.729 -0.0009 0 35.37 0.019 R GLFIIDPNGVVK H

1085 738.9063 1475.798 2 1475.798 -0.0003 0 88.23 1.10E-07 R DYGVLLESAGIALR G

75 Q9R1P1 Proteasome subunit beta type-3 868 27 14 22949 6.15 175 426.2075 850.4005 2 850.4007 -0.0002 0 36.83 0.037 K IFPM@GDR L
268 446.7605 891.5064 2 891.5065 -0.0001 0 44.94 0.0032 R LNLYELK E
269 446.7606 891.5066 2 891.5065 0.0001 0 34.51 0.036 R LNLYELK E
270 446.7607 891.5069 2 891.5065 0.0004 0 44.6 0.0033 R LNLYELK E
393 495.2445 988.4745 2 988.476 -0.0015 0 57.8 0.00027 K NC*VAIAADR R
652 382.5328 1144.577 3 1144.577 -0.0005 1 35.57 0.039 K NC*VAIAADR F
953 759.3435 1516.673 2 1516.672 0.0001 0 35.47 0.015 M #SIM@SYNGGAVMAMK G
959 767.3411 1532.668 2 1532.667 0.0003 0 59.14 5.30E-05 M #SIM@SYNGGAVM@AMK G
960 767.3412 1532.668 2 1532.667 0.0006 0 44.09 0.0018 M #SIM@SYNGGAVM@AMK G
961 767.3416 1532.669 2 1532.667 0.0013 0 71.69 3.20E-06 M #SIM@SYNGGAVM@AMK G
972 775.3373 1548.66 2 1548.662 -0.0022 0 75.5 7.80E-07 M #SIM@SYNGGAVM@AM@K G
973 775.338 1548.662 2 1548.662 -0.0007 0 35.35 0.0094 M #SIM@SYNGGAVM@AM@K G
977 777.4208 1552.827 2 1552.828 -0.0013 0 84.27 2.70E-07 R DAVSGMGVIVHVIEK D
984 523.9481 1568.823 3 1568.823 -0.0007 0 32.28 0.047 R DAVSGM@GVIVHVIEK D
985 785.4187 1568.823 2 1568.823 -0.0004 0 66.85 1.70E-05 R DAVSGM@GVIVHVIEK D

1003 807.4033 1612.792 2 1612.792 0 0 88.33 1.40E-07 R FGIQAQMVTTDFQK I
1007 543.9356 1628.785 3 1628.787 -0.0019 0 33.09 0.046 R FGIQAQM@VTTDFQK I
1008 815.3999 1628.785 2 1628.787 -0.0016 0 69.63 1.00E-05 R FGIQAQM@VTTDFQK I
1009 815.4003 1628.786 2 1628.787 -0.0008 0 70.38 8.50E-06 R FGIQAQM@VTTDFQK I
1047 589.6375 1765.891 3 1765.893 -0.002 0 39.05 0.0096 R FGPYYTEPVIAGLDPK T
1049 883.9532 1765.892 2 1765.893 -0.0009 0 47.42 0.0014 R FGPYYTEPVIAGLDPK T
1050 883.9535 1765.892 2 1765.893 -0.0003 0 45.02 0.0023 R FGPYYTEPVIAGLDPK T
1058 595.9696 1784.887 3 1784.888 -0.001 1 43.4 0.0036 R RFGIQAQM@VTTDFQK I
1094 630.3538 1888.04 3 1888.042 -0.0024 0 33.75 0.01 R LYIGLAGLATDVQTVAQR L
1095 945.0281 1888.042 2 1888.042 -0.0002 0 116.37 5.80E-11 R LYIGLAGLATDVQTVAQR L
1096 630.3547 1888.042 3 1888.042 0.0006 0 82.77 1.20E-07 R LYIGLAGLATDVQTVAQR L
1146 725.3789 2173.115 3 2173.116 -0.0014 0 42.54 0.0028 R QIKPYTLM@SM@VANLLYEK R
1147 725.3792 2173.116 3 2173.116 -0.0006 0 35.47 0.014 R QIKPYTLM@SM@VANLLYEK R

76 Q99LX0 Protein DJ-1 1507 45 21 20008 6.32 13 378.237 754.4594 2 754.4589 0.0005 1 31.71 0.027 K APLVLKD -
14 378.2371 754.4596 2 754.4589 0.0008 1 35.12 0.012 K APLVLKD -
96 408.2531 814.4917 2 814.4913 0.0004 0 35.37 0.039 K VTVAGLAGK D

213 437.7533 873.492 2 873.492 0 0 47.21 0.0045 K DGLILTSR G
214 437.7534 873.4923 2 873.492 0.0004 0 64.42 7.90E-05 K DGLILTSR G
763 566.303 1130.591 2 1130.593 -0.0017 1 47.39 0.0031 K EILKEQESR K
764 566.3031 1130.592 2 1130.593 -0.0015 1 37.58 0.03 K EILKEQESR K
905 592.8714 1183.728 2 1183.729 -0.0006 1 59.26 2.60E-05 R AGIKVTVAGLAGK D
906 395.5837 1183.729 3 1183.729 0.0004 1 35.57 0.0054 R AGIKVTVAGLAGK D

1014 615.8555 1229.696 2 1229.698 -0.0016 1 43.49 0.0037 R VEKDGLILTSR G
1015 410.9073 1229.7 3 1229.698 0.002 1 39.98 0.0069 R VEKDGLILTSR G
1268 516.8774 1547.611 3 1547.613 -0.0028 0 39.93 0.00093 K MMNGSHYSYSESR V
1281 782.8105 1563.607 2 1563.608 -0.0017 0 79.01 1.10E-07 K M@MNGSHYSYSESR V
1292 527.5408 1579.601 3 1579.603 -0.0025 0 39.21 0.00047 K M@M@NGSHYSYSESR V
1293 790.8081 1579.602 2 1579.603 -0.0015 0 39.94 0.00047 K M@M@NGSHYSYSESR V
1298 797.36 1592.706 2 1592.706 -0.0007 0 63.32 2.40E-05 R DVMIC*PDTSLEDAK T
1301 797.3616 1592.709 2 1592.706 0.0025 0 33.92 0.021 R DVMIC*PDTSLEDAK T
1306 805.3573 1608.7 2 1608.701 -0.0011 0 52.32 0.00023 R DVM@IC*PDTSLEDAK T
1307 805.3576 1608.701 2 1608.701 -0.0005 0 59.45 4.70E-05 R DVM@IC*PDTSLEDAK T
1309 805.3581 1608.702 2 1608.701 0.0005 0 57.59 6.90E-05 R DVM@IC*PDTSLEDAK T
1331 553.2936 1656.859 3 1656.862 -0.0027 1 57.77 0.00012 K VTVAGLAGKDPVQC*SR D
1332 553.2937 1656.859 3 1656.862 -0.0025 1 77.81 1.20E-06 K VTVAGLAGKDPVQC*SR D
1333 829.4371 1656.86 2 1656.862 -0.0022 1 93.02 3.70E-08 K VTVAGLAGKDPVQC*SR D
1334 553.2941 1656.861 3 1656.862 -0.0012 1 48.32 0.0011 K VTVAGLAGKDPVQC*SR D
1345 838.4047 1674.795 2 1674.796 -0.0009 0 54.54 0.00028 K GAEEMETVIPVDVMR R
1356 846.4023 1690.79 2 1690.791 -0.0006 0 68.44 1.10E-05 K GAEEMETVIPVDVM@R R
1357 846.403 1690.791 2 1690.791 0.0008 0 85.89 1.80E-07 K GAEEMETVIPVDVM@R R
1363 854.3994 1706.784 2 1706.786 -0.0012 0 66.31 1.60E-05 K GAEEM@ETVIPVDVM@R R
1435 616.6373 1846.89 3 1846.892 -0.0016 1 34.18 0.028 K GAEEM@ETVIPVDVMRR A
1438 621.9688 1862.884 3 1862.887 -0.0022 1 39.59 0.0078 K GAEEM@ETVIPVDVM@RR A
1448 636.0131 1905.017 3 1905.025 -0.0074 0 76.49 8.90E-07 R GPGTSFEFALAIVEALVGK D
1449 953.5179 1905.021 2 1905.025 -0.0034 0 90.49 3.30E-08 R GPGTSFEFALAIVEALVGK D
1612 776.0729 2325.197 3 2325.197 -0.0005 0 53.24 0.00019 K GLIAAIC*AGPTALLAHEVGFGC*K V
1613 776.0732 2325.198 3 2325.197 0.0006 0 71.03 3.30E-06 K GLIAAIC*AGPTALLAHEVGFGC*K V
1614 1163.608 2325.202 2 2325.197 0.0044 0 104.48 1.40E-09 K GLIAAIC*AGPTALLAHEVGFGC*K V
1656 614.33 2453.291 4 2453.292 -0.0013 1 31.14 0.022 R KGLIAAIC*AGPTALLAHEVGFGC*K V
1657 818.7712 2453.292 3 2453.292 -0.0006 1 98.76 3.80E-09 R KGLIAAIC*AGPTALLAHEVGFGC*K V
1658 818.7722 2453.295 3 2453.292 0.0025 1 86.16 6.60E-08 R KGLIAAIC*AGPTALLAHEVGFGC*K V
1659 614.3314 2453.296 4 2453.292 0.004 1 31.99 0.016 R KGLIAAIC*AGPTALLAHEVGFGC*K V
1660 818.7737 2453.299 3 2453.292 0.0069 1 29.97 0.025 R KGLIAAIC*AGPTALLAHEVGFGC*K V
1686 903.4698 2707.388 3 2707.389 -0.0016 1 52.01 0.0002 R GPGTSFEFALAIVEALVGKDM@ANQVK A
1687 903.4705 2707.39 3 2707.389 0.0006 1 48.39 0.00042 R GPGTSFEFALAIVEALVGKDM@ANQVK A
1690 924.141 2769.401 3 2769.401 0.0004 0 66.49 7.20E-06 K TQGPYDVVVLPGGNLGAQNLSESPMVK E
1694 1393.704 2785.392 2 2785.396 -0.0032 0 42.75 0.0016 K TQGPYDVVVLPGGNLGAQNLSESPM@VK E



1695 929.4724 2785.395 3 2785.396 -0.0003 0 56.49 7.70E-05 K TQGPYDVVVLPGGNLGAQNLSESPM@VK E
Q99LP6 GrpE protein homolog 1, mitochondrial 284 9 9 24292 8.58 404 493.7842 985.5538 2 985.5556 -0.0018 1 46.94 0.0031 K AKLEEQLR E

439 501.7639 1001.513 2 1001.514 -0.0009 0 55.21 0.0005 R ALADTENLR Q
638 543.2757 1084.537 2 1084.538 -0.0007 0 45.75 0.0032 K LYGIQGFC*K D
827 576.8759 1151.737 2 1151.739 -0.0019 0 29.45 0.0056 R TLRPALVGVVK D

1068 629.35 1256.686 2 1256.686 -0.0008 0 82.08 6.30E-07 K DLLEVADILEK A
1118 647.8221 1293.63 2 1293.631 -0.0017 0 45.8 0.0037 K EEISNNNPHLK S
1394 877.4554 1752.896 2 1752.897 -0.0006 0 92.98 3.40E-08 K SLYEGLVM@TEVQIQK V
1433 613.9354 1838.784 3 1838.785 -0.0009 0 46.17 0.00064 K NNGQNLDEDLGHC*EPK T
1474 672.6548 2014.943 3 2014.943 0 0 30.99 0.042 K FDPYEHEALFHTPVEGK E

P11352 Glutathione peroxidase 1 258 9 8 22316 6.74 577 530.2874 1058.56 2 1058.561 -0.0005 0 53.01 0.00096 K NEEILNSLK Y
773 568.7718 1135.529 2 1135.53 -0.0007 0 58.45 0.00018 R NDIAWNFEK F
830 578.3293 1154.644 2 1154.645 -0.0007 0 43.04 0.0034 K FLVGPDGVPVR R
831 578.3297 1154.645 2 1154.645 -0.0001 0 51.12 0.00053 K FLVGPDGVPVR R

1066 628.7764 1255.538 2 1255.539 -0.0009 0 32.83 0.026 R DYTEMNDLQK R
1092 636.7736 1271.533 2 1271.534 -0.0014 0 37.45 0.0059 R DYTEM@NDLQK R
1444 942.456 1882.897 2 1882.898 -0.0008 0 51.17 0.00053 R NALPTPSDDPTALMTDPK Y
1447 950.4537 1898.893 2 1898.893 -0.0004 0 51.63 0.00046 R NALPTPSDDPTALM@TDPK Y
1496 1030.506 2058.997 2 2058.996 0.001 0 76.33 1.50E-06 R TIDIEPDIETLLSQQSGNS -

Q9R0Y5 Adenylate kinase isoenzyme 1 215 5 5 21526 5.67 757 565.832 1129.649 2 1129.65 -0.0002 0 49.23 0.00094 K IIFVVGGPGSGK G
1247 499.2559 1494.746 3 1494.747 -0.0009 0 55.84 0.00026 K YGYTHLSTGDLLR A
1259 770.3748 1538.735 2 1538.737 -0.0014 0 81.21 7.90E-07 K VDSSNGFLIDGYPR E
1296 793.9268 1585.839 2 1585.839 0.0005 0 73.76 3.10E-06 K GELVPLDTVLDM@LR D
1679 859.0912 2574.252 3 2574.252 -0.0004 1 40.53 0.0037 R KVNAEGTVDTVFSEVC*TYLDSLK -

77 P17751 Triosephosphate isomerase 2707 74 21 26696 6.9 115 425.7368 849.459 2 849.4596 -0.0006 0 42.55 0.0085 K VVFEQTK V
117 425.7372 849.4599 2 849.4596 0.0003 0 41.83 0.0096 K VVFEQTK V
248 477.7452 953.4758 2 953.476 -0.0001 0 47.85 0.0021 K FFVGGNWK M
459 541.7925 1081.571 2 1081.571 -0.0004 1 33.78 0.041 R KFFVGGNWK M
551 569.289 1136.564 2 1136.565 -0.0014 0 52.39 0.00093 K IAVAAQNC*YK V
552 569.2891 1136.564 2 1136.565 -0.0012 0 49.06 0.002 K IAVAAQNC*YK V
553 569.2891 1136.564 2 1136.565 -0.0012 0 43.01 0.008 K IAVAAQNC*YK V
556 569.2896 1136.565 2 1136.565 -0.0001 0 52.16 0.00086 K IAVAAQNC*YK V
733 624.3011 1246.588 2 1246.59 -0.0025 0 66.83 2.00E-05 K SNVNDGVAQSTR I
734 624.3016 1246.589 2 1246.59 -0.0015 0 66.53 2.30E-05 K SNVNDGVAQSTR I
735 624.3021 1246.59 2 1246.59 -0.0006 0 55.72 0.00028 K SNVNDGVAQSTR I
736 624.3022 1246.59 2 1246.59 -0.0003 0 50.86 0.00084 K SNVNDGVAQSTR I
777 637.8402 1273.666 2 1273.667 -0.0008 1 52.99 0.00067 K VIADNVKDWSK V
841 663.839 1325.663 2 1325.665 -0.0015 0 73.26 5.00E-06 R IIYGGSVTGATC*K E
842 663.8394 1325.664 2 1325.665 -0.0008 0 77.87 1.70E-06 R IIYGGSVTGATC*K E
844 663.8394 1325.664 2 1325.665 -0.0007 0 86.28 2.40E-07 R IIYGGSVTGATC*K E
845 663.8394 1325.664 2 1325.665 -0.0007 0 78.52 1.40E-06 R IIYGGSVTGATC*K E
846 442.8954 1325.664 3 1325.665 -0.0006 0 34.61 0.035 R IIYGGSVTGATC*K E
847 663.8395 1325.665 2 1325.665 -0.0004 0 90.72 8.70E-08 R IIYGGSVTGATC*K E
848 663.8397 1325.665 2 1325.665 -0.0002 0 88.62 1.40E-07 R IIYGGSVTGATC*K E
851 663.8398 1325.665 2 1325.665 0.0002 0 64.76 3.30E-05 R IIYGGSVTGATC*K E
852 663.8399 1325.665 2 1325.665 0.0003 0 103.62 4.20E-09 R IIYGGSVTGATC*K E
853 663.8403 1325.666 2 1325.665 0.001 0 61.11 7.20E-05 R IIYGGSVTGATC*K E
972 486.912 1457.714 3 1457.715 -0.0009 0 52.55 0.00052 R HVFGESDELIGQK V
974 729.8646 1457.715 2 1457.715 -0.0004 0 58.04 0.00014 R HVFGESDELIGQK V
975 729.8646 1457.715 2 1457.715 -0.0004 0 70.46 8.10E-06 R HVFGESDELIGQK V
979 729.8653 1457.716 2 1457.715 0.001 0 69.62 9.10E-06 R HVFGESDELIGQK V
985 733.8638 1465.713 2 1465.716 -0.003 0 66.56 2.30E-05 K TATPQQAQEVHEK L
991 733.8647 1465.715 2 1465.716 -0.0013 0 45.22 0.0035 K TATPQQAQEVHEK L
993 733.8647 1465.715 2 1465.716 -0.0012 0 63.69 4.90E-05 K TATPQQAQEVHEK L
995 733.8651 1465.716 2 1465.716 -0.0004 0 54.14 0.00045 K TATPQQAQEVHEK L
996 733.8653 1465.716 2 1465.716 -0.0001 0 35.83 0.029 K TATPQQAQEVHEK L

1079 513.935 1538.783 3 1538.784 -0.001 0 36.55 0.021 K DLGATWVVLGHSER R
1080 513.9351 1538.783 3 1538.784 -0.0008 0 60.2 8.90E-05 K DLGATWVVLGHSER R
1081 770.399 1538.783 2 1538.784 -0.0007 0 79.36 1.10E-06 K DLGATWVVLGHSER R
1082 513.9351 1538.784 3 1538.784 -0.0006 0 48.09 0.0014 K DLGATWVVLGHSER R
1083 513.9352 1538.784 3 1538.784 -0.0004 0 42.92 0.0047 K DLGATWVVLGHSER R
1084 770.3992 1538.784 2 1538.784 -0.0002 0 90.1 8.80E-08 K DLGATWVVLGHSER R
1144 530.6342 1588.881 3 1588.883 -0.0016 1 33.61 0.019 K VVFEQTKVIADNVK D
1148 534.9673 1601.88 3 1601.882 -0.0015 0 53.19 0.00024 K VVLAYEPVWAIGTGK T
1150 534.9677 1601.881 3 1601.882 -0.0004 0 76.12 1.10E-06 K VVLAYEPVWAIGTGK T
1151 534.9678 1601.882 3 1601.882 -0.0002 0 34.76 0.015 K VVLAYEPVWAIGTGK T
1153 801.9483 1601.882 2 1601.882 0.0003 0 94.66 1.40E-08 K VVLAYEPVWAIGTGK T
1154 801.9484 1601.882 2 1601.882 0.0004 0 96.2 9.80E-09 K VVLAYEPVWAIGTGK T
1155 801.9489 1601.883 2 1601.882 0.0014 0 96.37 1.00E-08 K VVLAYEPVWAIGTGK T
1169 538.945 1613.813 3 1613.816 -0.003 1 64.04 3.30E-05 R RHVFGESDELIGQK V
1170 538.945 1613.813 3 1613.816 -0.003 1 45.64 0.0023 R RHVFGESDELIGQK V
1171 538.9454 1613.815 3 1613.816 -0.0017 1 46.79 0.002 R RHVFGESDELIGQK V
1172 538.9456 1613.815 3 1613.816 -0.0011 1 38.33 0.013 R RHVFGESDELIGQK V
1197 541.2799 1620.818 3 1620.818 -0.0003 0 41 0.0075 K VTNGAFTGEISPGMIK D
1198 811.4163 1620.818 2 1620.818 -0.0001 0 65.56 2.60E-05 K VTNGAFTGEISPGMIK D
1199 811.4166 1620.819 2 1620.818 0.0004 0 93.09 4.50E-08 K VTNGAFTGEISPGMIK D
1223 819.4135 1636.812 2 1636.813 -0.0007 0 41.51 0.0069 K VTNGAFTGEISPGM@IK D
1224 819.4135 1636.813 2 1636.813 -0.0006 0 93.68 4.30E-08 K VTNGAFTGEISPGM@IK D
1225 546.6116 1636.813 3 1636.813 -0.0002 0 83.55 4.40E-07 K VTNGAFTGEISPGM@IK D
1226 819.4144 1636.814 2 1636.813 0.0011 0 71.41 6.60E-06 K VTNGAFTGEISPGM@IK D
1300 565.9686 1694.884 3 1694.885 -0.0012 1 31.87 0.043 K DLGATWVVLGHSERR H
1341 434.7325 1734.901 4 1734.901 -0.0003 1 47.75 0.0013 K TATPQQAQEVHEKLR G
1440 912.4872 1822.96 2 1822.961 -0.0013 0 97.7 9.60E-09 K VSHALAEGLGVIAC*IGEK L
1441 608.6607 1822.96 3 1822.961 -0.0008 0 34.92 0.018 K VSHALAEGLGVIAC*IGEK L
1442 608.6608 1822.961 3 1822.961 -0.0004 0 45.62 0.0015 K VSHALAEGLGVIAC*IGEK L
1444 912.4878 1822.961 2 1822.961 -0.0001 0 100.52 4.70E-09 K VSHALAEGLGVIAC*IGEK L
1445 608.661 1822.961 3 1822.961 0.0001 0 38.73 0.0072 K VSHALAEGLGVIAC*IGEK L
1658 585.0598 2336.21 4 2336.216 -0.0056 1 32.78 0.019 K VSHALAEGLGVIAC*IGEKLDER E
1720 1010.532 3028.573 3 3028.576 -0.0027 0 46.99 0.00045 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1722 1010.533 3028.576 3 3028.576 -0.0001 0 39.16 0.0029 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1723 758.1512 3028.576 4 3028.576 -0.0001 0 54.1 9.20E-05 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1724 1010.533 3028.576 3 3028.576 0.0004 0 27.38 0.043 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1726 1010.533 3028.577 3 3028.576 0.0008 0 32.76 0.012 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1727 1010.533 3028.577 3 3028.576 0.0012 0 45.25 0.00064 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1728 1515.296 3028.577 2 3028.576 0.0015 0 74.14 8.60E-07 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1729 1010.533 3028.578 3 3028.576 0.0019 0 49.37 0.00025 K ELASQPDVDGFLVGGASLKPEFVDIINAK Q
1757 1053.218 3156.633 3 3156.634 -0.001 1 69.4 2.20E-06 K ELASQPDVDGFLVGGASLKPEFVDIINAKQ -
1791 891.6895 3562.729 4 3562.726 0.0031 0 35.59 0.0075 K C*LGELIC*TLNAANVPAGTEVVC*APPTAYIDFAR Q

P14602 Heat shock protein beta-1 243 9 8 23000 6.12 90 416.2582 830.5019 2 830.5014 0.0005 0 39.39 0.017 R VPFSLLR S
223 466.2581 930.5016 2 930.5022 -0.0006 0 59.65 0.00023 K EGVVEITGK H
454 538.2903 1074.566 2 1074.567 -0.0008 0 61.39 0.00015 R QLSSGVSEIR Q
568 575.3062 1148.598 2 1148.598 -0.0001 0 37.62 0.025 R LFDQAFGVPR L
569 575.3062 1148.598 2 1148.598 0 0 57.61 0.00025 R LFDQAFGVPR L

1412 899.473 1796.931 2 1796.931 0.0005 0 41.92 0.0041 R VSLDVNHFAPEELTVK T
1460 916.9907 1831.967 2 1831.968 -0.0012 0 64.67 1.80E-05 K AVTQSAEITIPVTFEAR A
1735 1022.549 3064.624 3 3064.622 0.0021 0 41.49 0.00096 K YTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A
1762 1065.246 3192.715 3 3192.717 -0.0016 1 55.81 2.40E-05 R KYTLPPGVDPTLVSSSLSPEGTLTVEAPLPK A

P10649 Glutathione S-transferase Mu 1 178 5 4 25953 7.71 346 508.2979 1014.581 2 1014.582 -0.001 0 70.05 1.40E-05 K ITQSNAILR Y
918 703.8325 1405.65 2 1405.651 -0.0004 0 56.29 0.00022 R ADIVENQVM@DTR M

1500 633.6716 1897.993 3 1897.994 -0.0009 0 58.03 9.20E-05 K LGLDFPNLPYLIDGSHK I
1532 997.4974 1992.98 2 1992.983 -0.003 0 55.93 0.00017 K VTYVDFLAYDILDQYR M
1533 665.3344 1992.981 3 1992.983 -0.0021 0 44.5 0.0024 K VTYVDFLAYDILDQYR M

O08709 Peroxiredoxin-6 107 4 4 24855 5.71 353 511.2891 1020.564 2 1020.564 -0.0009 0 44.07 0.0049 R VVFIFGPDK K
422 529.3002 1056.586 2 1056.586 0.0003 0 45.57 0.0034 K LPFPIIDDK G
570 383.8943 1148.661 3 1148.659 0.0016 1 37.47 0.011 R VVFIFGPDKK L

1086 771.9264 1541.838 2 1541.838 0.0008 0 50.07 0.00073 R DLAILLGM@LDPVEK D

78 P17751 Triosephosphate isomerase 890 23 12 26696 6.9 289 477.7451 953.4756 2 953.476 -0.0003 0 52.98 0.00065 K FFVGGNWK M
581 569.289 1136.564 2 1136.565 -0.0014 0 56.78 0.00034 K IAVAAQNC*YK V
731 624.3018 1246.589 2 1246.59 -0.0011 0 45.1 0.0031 K SNVNDGVAQSTR I
732 624.3029 1246.591 2 1246.59 0.0011 0 65.57 2.60E-05 K SNVNDGVAQSTR I
758 637.8402 1273.666 2 1273.667 -0.0008 1 39.67 0.014 K VIADNVKDWSK V
809 663.8392 1325.664 2 1325.665 -0.0012 0 93.21 4.90E-08 R IIYGGSVTGATC*K E
810 663.8394 1325.664 2 1325.665 -0.0008 0 93.51 4.50E-08 R IIYGGSVTGATC*K E
811 663.84 1325.665 2 1325.665 0.0004 0 70.24 9.10E-06 R IIYGGSVTGATC*K E
888 486.9121 1457.714 3 1457.715 -0.0007 0 57.54 0.00016 R HVFGESDELIGQK V
889 729.8651 1457.716 2 1457.715 0.0005 0 73.62 3.60E-06 R HVFGESDELIGQK V
893 489.5792 1465.716 3 1465.716 -0.0005 0 41.05 0.0092 K TATPQQAQEVHEK L
894 733.8657 1465.717 2 1465.716 0.0007 0 77.35 1.90E-06 K TATPQQAQEVHEK L
926 513.9353 1538.784 3 1538.784 -0.0001 0 47.68 0.0016 K DLGATWVVLGHSER R
927 770.3996 1538.785 2 1538.784 0.0005 0 78.02 1.40E-06 K DLGATWVVLGHSER R
956 534.9677 1601.881 3 1601.882 -0.0004 0 65.01 1.40E-05 K VVLAYEPVWAIGTGK T
957 801.9483 1601.882 2 1601.882 0.0003 0 47.06 0.00081 K VVLAYEPVWAIGTGK T
958 801.9487 1601.883 2 1601.882 0.0011 0 66.51 9.80E-06 K VVLAYEPVWAIGTGK T
976 541.2797 1620.817 3 1620.818 -0.0008 0 36.78 0.02 K VTNGAFTGEISPGMIK D
977 811.4166 1620.819 2 1620.818 0.0006 0 97.03 1.80E-08 K VTNGAFTGEISPGMIK D
986 546.6112 1636.812 3 1636.813 -0.0013 0 39.03 0.013 K VTNGAFTGEISPGM@IK D
988 819.4141 1636.814 2 1636.813 0.0006 0 87.71 1.60E-07 K VTNGAFTGEISPGM@IK D
989 819.4148 1636.815 2 1636.813 0.002 0 37.45 0.019 K VTNGAFTGEISPGM@IK D

1064 912.4882 1822.962 2 1822.961 0.0007 0 66.99 1.00E-05 K VSHALAEGLGVIAC*IGEK L
P10649 Glutathione S-transferase Mu 1 261 7 6 25953 7.71 383 508.2977 1014.581 2 1014.582 -0.0014 0 43.64 0.0077 K ITQSNAILR Y

384 508.2978 1014.581 2 1014.582 -0.0012 0 87.27 2.70E-07 K ITQSNAILR Y
775 644.2689 1286.523 2 1286.524 -0.0005 0 39.02 0.0029 R YTMGDAPDFDR S
788 652.2664 1302.518 2 1302.519 -0.0005 0 42.69 0.00088 R YTM@GDAPDFDR S
841 695.8351 1389.656 2 1389.656 -0.0002 0 78.59 1.50E-06 R ADIVENQVMDTR M
853 703.832 1405.649 2 1405.651 -0.0014 0 76.28 2.10E-06 R ADIVENQVM@DTR M
965 805.3505 1608.687 2 1608.687 0 0 39.21 0.0043 R M@LLEYTDSSYDEK R

P14602 Heat shock protein beta-1 177 5 5 23000 6.12 112 416.2582 830.5019 2 830.5014 0.0005 0 35.46 0.041 R VPFSLLR S
269 466.2579 930.5013 2 930.5022 -0.0009 0 55.44 0.00059 K EGVVEITGK H
492 538.29 1074.565 2 1074.567 -0.0015 0 79.43 2.40E-06 R QLSSGVSEIR Q
596 575.306 1148.598 2 1148.598 -0.0004 0 55.06 0.00043 R LFDQAFGVPR L

1070 916.9912 1831.968 2 1831.968 -0.0001 0 55.96 0.00014 K AVTQSAEITIPVTFEAR A

79 Q9CR68 Cytochrome b-c1 complex subunit Ries 460 10 5 29349 8.91 350 499.7321 997.4496 2 997.4505 -0.001 0 51.64 0.00059 K VPDFSDYR R
352 499.7324 997.4502 2 997.4505 -0.0003 0 42.33 0.0049 K VPDFSDYR R
370 509.7791 1017.544 2 1017.546 -0.0018 1 39.47 0.025 R RAEVLDSTK S
860 529.6053 1585.794 3 1585.795 -0.0005 0 51.87 0.00058 K EIDQEAAVEVSQLR D
861 793.9048 1585.795 2 1585.795 0.0003 0 100.51 7.60E-09 K EIDQEAAVEVSQLR D
862 793.9052 1585.796 2 1585.795 0.001 0 87.91 1.30E-07 K EIDQEAAVEVSQLR D
903 572.304 1713.89 3 1713.89 0.0003 1 37.64 0.014 K KEIDQEAAVEVSQLR D
904 857.9524 1713.89 2 1713.89 0.0005 1 107.12 1.50E-09 K KEIDQEAAVEVSQLR D

1009 1095.525 2189.035 2 2189.034 0.0003 0 102.59 3.00E-09 K NVVSQFVSSM@SASADVLAM@SK I



1010 730.686 2189.036 3 2189.034 0.0017 0 71.34 3.90E-06 K NVVSQFVSSM@SASADVLAM@SK I
P15626 Glutathione S-transferase Mu 2 310 10 9 25700 6.9 367 508.298 1014.582 2 1014.582 -0.0007 0 87.96 2.30E-07 K ITQSNAILR Y

368 508.2981 1014.582 2 1014.582 -0.0006 0 60.96 0.00011 K ITQSNAILR Y
438 525.821 1049.627 2 1049.627 0.0001 0 31.76 0.018 R FLSKPIFAK M
753 652.2665 1302.518 2 1302.519 -0.0003 0 53.89 6.70E-05 K YTMGDAPDYDR S
770 660.2636 1318.513 2 1318.514 -0.0009 0 45.79 0.0002 K YTM@GDAPDYDR S
806 702.8431 1403.672 2 1403.672 0.0001 0 68.45 1.30E-05 R VDILENQAMDTR I
863 795.3825 1588.751 2 1588.751 -0.0003 0 45.2 0.0025 R LLLEYTDTSYEDK K
892 563.9578 1688.852 3 1688.852 0.0001 1 33.95 0.038 R IRVDILENQAM@DTR I
905 858.9031 1715.792 2 1715.79 0.0017 0 74.58 2.10E-06 R IQLAM@VC*YSPDFEK K
963 633.6722 1897.995 3 1897.994 0.0011 0 32.2 0.032 K LGLDFPNLPYLIDGSHK I

P23506 Protein-L-isoaspartate(D-aspartate) O-m 303 9 9 24619 7.1 232 447.7738 893.5331 2 893.5334 -0.0004 0 49.15 0.00034 K VIGIDHIK E
500 553.7608 1105.507 2 1105.507 -0.0003 0 39.67 0.013 K DDPM@LLSSGR V
619 590.8054 1179.596 2 1179.596 0.0004 0 46.02 0.0032 K VFEVMLATDR S
648 598.8028 1195.591 2 1195.591 0.0003 0 68.77 1.40E-05 K VFEVM@LATDR S
691 616.8223 1231.63 2 1231.63 0.0004 0 57.93 0.00024 K ELVDDSITNVK K
836 493.255 1476.743 3 1476.743 -0.0002 0 42.32 0.007 K SGGASHSELIHNLR K
894 847.9309 1693.847 2 1693.846 0.0015 0 73.43 4.30E-06 K ALDVGSGSGILTAC*FAR M
916 579.6495 1735.927 3 1735.925 0.0015 0 31.05 0.044 K M@KPLM@GVIYVPLTDK E

1000 1030.03 2058.046 2 2058.046 0.0002 0 85.83 1.40E-07 R LILPVGPAGGNQM@LEQYDK L
Q923D2 Flavin reductase 266 7 5 22183 6.49 668 606.3041 1210.594 2 1210.594 -0.0005 0 75.11 4.20E-06 R LQDVTDDHIR M

669 404.5388 1210.594 3 1210.594 0.0002 0 48.85 0.0017 R LQDVTDDHIR M
924 586.3148 1755.923 3 1755.927 -0.0042 0 55.85 0.00017 R LPSEGPQPAHVVVGDVR Q
925 878.9713 1755.928 2 1755.927 0.0013 0 56.35 0.00015 R LPSEGPQPAHVVVGDVR Q

1073 767.9834 2300.928 3 2300.928 0.0003 0 35.05 0.0028 R C*LTTNEYDGHTTYPSHQYD -
1103 896.4551 2686.344 3 2686.343 0.0011 0 59.95 3.80E-05 K YVAVM@PPHIGDQPLTGAYTVTLDGR G
1105 978.1691 2931.485 3 2931.486 -0.0006 0 63.94 1.10E-05 K TVAGQEAVIVLLGTGNDLSPTTVM@SEGTR N

O08709 Peroxiredoxin-6 103 5 5 24855 5.71 447 529.2998 1056.585 2 1056.586 -0.0005 0 43.26 0.0066 K LPFPIIDDK G
634 596.3403 1190.666 2 1190.666 0.0002 0 35.96 0.019 K LSILYPATTGR N
801 698.3324 1394.65 2 1394.65 0.0002 0 41.2 0.0065 R DFTPVC*TTELGR A
824 726.3361 1450.658 2 1450.658 0 0 45.23 0.0019 K DINAYNGETPTEK L
848 771.9268 1541.839 2 1541.838 0.0015 0 34.18 0.027 R DLAILLGM@LDPVEK D

80 P49722 Proteasome subunit alpha type-2 538 17 9 25882 6.92 475 536.8027 1071.591 2 1071.592 -0.0016 0 62.47 8.30E-05 K AANGVVLATEK K
556 569.335 1136.655 2 1136.655 0 1 51.22 0.00034 R SVHKVEPITK H
649 400.9029 1199.687 3 1199.687 -0.0006 1 34.64 0.028 K AANGVVLATEKK Q
786 739.8624 1477.71 2 1477.709 0.0013 0 71.11 8.50E-06 R GYSFSLTTFSPSGK L
787 739.8625 1477.71 2 1477.709 0.0015 0 58 0.00018 R GYSFSLTTFSPSGK L
802 522.257 1563.749 3 1563.75 -0.0012 0 39.46 0.011 K HIGLVYSGMGPDYR V
807 527.589 1579.745 3 1579.745 -0.0002 0 60.21 7.60E-05 K HIGLVYSGM@GPDYR V
809 527.5892 1579.746 3 1579.745 0.0004 0 53.42 0.00037 K HIGLVYSGM@GPDYR V
810 790.8801 1579.746 2 1579.745 0.0004 0 44.08 0.0032 K HIGLVYSGM@GPDYR V
920 1014.08 2026.146 2 2026.146 -0.0004 0 72.57 6.60E-07 K LVQIEYALAAVAGGAPSVGIK A
922 676.3895 2026.147 3 2026.146 0.0003 0 70.77 9.30E-07 K LVQIEYALAAVAGGAPSVGIK A
923 676.3895 2026.147 3 2026.146 0.0003 0 55.82 2.90E-05 K LVQIEYALAAVAGGAPSVGIK A
924 1014.081 2026.147 2 2026.146 0.0008 0 39.01 0.0013 K LVQIEYALAAVAGGAPSVGIK A
952 734.383 2200.127 3 2200.126 0.0009 0 42.88 0.0028 R YNEDLELEDAIHTAILTLK E

1064 1261.175 2520.336 2 2520.338 -0.0016 0 49.94 0.00024 K LAQQYYLVYQEPIPTAQLVQR V
1065 841.1194 2520.337 3 2520.338 -0.0011 0 45.09 0.00072 K LAQQYYLVYQEPIPTAQLVQR V
1066 841.1201 2520.339 3 2520.338 0.0009 0 45.8 0.00057 K LAQQYYLVYQEPIPTAQLVQR V

Q9CR68 Cytochrome b-c1 complex subunit Ries 462 10 5 29349 8.91 358 499.7323 997.4501 2 997.4505 -0.0004 0 40.83 0.007 K VPDFSDYR R
814 793.9045 1585.794 2 1585.795 -0.0003 0 34.89 0.029 K EIDQEAAVEVSQLR D
815 529.6055 1585.795 3 1585.795 0 0 71.14 6.80E-06 K EIDQEAAVEVSQLR D
816 793.9048 1585.795 2 1585.795 0.0004 0 69.44 9.30E-06 K EIDQEAAVEVSQLR D
817 793.9053 1585.796 2 1585.795 0.0013 0 115.46 2.40E-10 K EIDQEAAVEVSQLR D
846 857.952 1713.89 2 1713.89 -0.0002 1 61.24 6.30E-05 K KEIDQEAAVEVSQLR D
847 572.3038 1713.89 3 1713.89 0 1 43.2 0.004 K KEIDQEAAVEVSQLR D
941 725.3541 2173.04 3 2173.04 0.0009 0 55.81 0.00015 K NVVSQFVSSMSASADVLAM@SK I
945 730.6855 2189.035 3 2189.034 0.0004 0 94.16 2.10E-08 K NVVSQFVSSM@SASADVLAM@SK I
947 1095.526 2189.037 2 2189.034 0.0025 0 87.05 1.10E-07 K NVVSQFVSSM@SASADVLAM@SK I

P23506 Protein-L-isoaspartate(D-aspartate) O-m 297 7 7 24619 7.1 624 590.8057 1179.597 2 1179.596 0.001 0 46.21 0.003 K VFEVMLATDR S
647 598.8027 1195.591 2 1195.591 0.0002 0 65.78 2.80E-05 K VFEVM@LATDR S
682 616.8221 1231.63 2 1231.63 0.0001 0 55.13 0.00045 K ELVDDSITNVK K
785 493.2545 1476.742 3 1476.743 -0.0018 0 57.97 0.00022 K SGGASHSELIHNLR K
838 847.9297 1693.845 2 1693.846 -0.0009 0 93.43 4.50E-08 K ALDVGSGSGILTAC*FAR M
855 579.649 1735.925 3 1735.925 0.0001 0 33.58 0.026 K M@KPLM@GVIYVPLTDK E
938 1030.031 2058.048 2 2058.046 0.0021 0 59.4 6.90E-05 R LILPVGPAGGNQM@LEQYDK L

Q923D2 Flavin reductase 211 6 5 22183 6.49 234 444.2631 886.5117 2 886.5124 -0.0007 0 35.14 0.05 K ILQESGLK Y
662 606.3032 1210.592 2 1210.594 -0.0024 0 61.26 9.40E-05 R LQDVTDDHIR M
663 404.5383 1210.593 3 1210.594 -0.0011 0 50.67 0.0011 R LQDVTDDHIR M
860 586.3156 1755.925 3 1755.927 -0.0018 0 49.62 0.00076 R LPSEGPQPAHVVVGDVR Q

1071 896.4547 2686.342 3 2686.343 -0.0002 0 69.88 4.10E-06 K YVAVM@PPHIGDQPLTGAYTVTLDGR G
1076 978.17 2931.488 3 2931.486 0.0024 0 59.78 2.50E-05 K TVAGQEAVIVLLGTGNDLSPTTVM@SEGTR N

Q9R1P1 Proteasome subunit beta type-3 132 4 4 22977 6.15 341 495.2443 988.474 2 988.476 -0.002 0 35.33 0.042 K NC*VAIAADR R
827 815.4014 1628.788 2 1628.787 0.0014 0 68.54 1.20E-05 R FGIQAQM@VTTDFQK I
862 883.9537 1765.893 2 1765.893 0.0001 0 38.79 0.0095 R FGPYYTEPVIAGLDPK T
893 630.3542 1888.041 3 1888.042 -0.0011 0 63.09 1.20E-05 R LYIGLAGLATDVQTVAQR L

81 Q8BH95 Enoyl-CoA hydratase, mitochondrial 1023 29 17 31454 8.76 162 432.2345 862.4545 2 862.4548 -0.0003 0 57.15 0.00039 K AFAAGADIK E
163 432.2348 862.4551 2 862.4548 0.0002 0 52.43 0.0011 K AFAAGADIK E
379 506.2442 1010.474 2 1010.474 -0.0004 0 54.67 0.0004 R EGMTAFVEK R
595 568.2391 1134.464 2 1134.465 -0.0015 0 45.56 0.00067 R TFQDC*YSSK F
669 584.2941 1166.574 2 1166.575 -0.0017 1 42.05 0.0094 R EGMTAFVEKR K
832 645.3232 1288.632 2 1288.633 -0.0013 0 59 0.00015 K LVEEAIQC*AEK I
833 645.3238 1288.633 2 1288.633 -0.0002 0 67.79 2.10E-05 K LVEEAIQC*AEK I
893 661.8256 1321.637 2 1321.637 -0.0003 0 64.01 5.00E-05 K SLAMEMVLTGDR I
894 661.8262 1321.638 2 1321.637 0.0008 0 60.09 0.00012 K SLAMEMVLTGDR I
907 668.3145 1334.614 2 1334.614 0.0001 0 75.79 2.00E-06 R LFYSTFATDDR R
908 669.8226 1337.631 2 1337.632 -0.0012 0 47.4 0.0021 K SLAM@EMVLTGDR I
909 669.8231 1337.632 2 1337.632 -0.0003 0 65.75 2.90E-05 K SLAM@EMVLTGDR I
937 677.8201 1353.626 2 1353.627 -0.0012 0 58.73 0.00014 K SLAM@EM@VLTGDR I
938 677.8201 1353.626 2 1353.627 -0.0011 0 66.05 2.50E-05 K SLAM@EM@VLTGDR I
939 677.8208 1353.627 2 1353.627 0.0002 0 43.59 0.0043 K SLAM@EM@VLTGDR I

1000 713.4114 1424.808 2 1424.81 -0.0016 0 58.32 5.60E-05 K NSSVGLIQLNRPK A
1002 713.4121 1424.81 2 1424.81 -0.0003 0 62.8 1.70E-05 K NSSVGLIQLNRPK A
1003 713.4122 1424.81 2 1424.81 0 0 65.24 9.90E-06 K NSSVGLIQLNRPK A
1056 497.9118 1490.714 3 1490.715 -0.0019 1 43.98 0.0042 R LFYSTFATDDRR E
1059 746.3647 1490.715 2 1490.715 -0.0004 1 33.86 0.041 R LFYSTFATDDRR E
1087 513.2518 1536.734 3 1536.735 -0.0018 1 36.68 0.021 K AFAAGADIKEM@QNR T
1154 870.9087 1739.803 2 1739.804 -0.0008 0 58.72 8.20E-05 K ESVNAAFEMTLTEGNK L
1157 878.9061 1755.798 2 1755.799 -0.0009 0 86.92 1.20E-07 K ESVNAAFEM@TLTEGNK L
1158 586.2736 1755.799 3 1755.799 0.0003 0 33.41 0.027 K ESVNAAFEM@TLTEGNK L
1235 1056.065 2110.116 2 2110.117 -0.0013 0 87.55 7.60E-08 K AQFGQPEILLGTIPGAGGTQR L
1236 1056.065 2110.116 2 2110.117 -0.001 0 90.73 3.50E-08 K AQFGQPEILLGTIPGAGGTQR L
1238 704.3795 2110.117 3 2110.117 -0.0004 0 55.39 0.00012 K AQFGQPEILLGTIPGAGGTQR L
1241 1064.017 2126.019 2 2126.02 -0.001 1 76.53 1.30E-06 K ESVNAAFEM@TLTEGNKLEK R
1332 1068.513 3202.517 3 3202.517 -0.0001 0 79.38 3.30E-07 K KPVIAAVNGYALGGGC*ELAM@M@C*DIIYAGEK A

Q9DCW4 Electron transfer flavoprotein subunit be 429 18 13 27606 8.24 59 396.237 790.4594 2 790.4589 0.0006 0 40.1 0.0094 R VIDFAVK I
239 452.7787 903.5429 2 903.543 -0.0001 0 39.66 0.0054 K VDLLFLGK Q
240 453.2286 904.4427 2 904.4436 -0.001 0 55.24 0.00069 R TALAMGADR G
299 474.2875 946.5604 2 946.56 0.0004 1 30.96 0.046 K RVIDFAVK I
470 527.8159 1053.617 2 1053.618 -0.0011 0 42.68 0.0019 K LPAVVTADLR L
471 527.8159 1053.617 2 1053.618 -0.0011 0 79.29 4.10E-07 K LPAVVTADLR L
508 538.2849 1074.555 2 1074.556 -0.0004 0 78.35 2.90E-06 K AGDLGVDLTSK V
539 551.7902 1101.566 2 1101.567 -0.0008 0 44.2 0.0057 R EIDGGLETLR L
540 551.7905 1101.566 2 1101.567 -0.0002 0 59.04 0.0002 R EIDGGLETLR L
545 552.7923 1103.57 2 1103.571 -0.001 0 49.23 0.002 K VETTEDLVAK L
650 581.3471 1160.68 2 1160.681 -0.0008 1 32.9 0.017 K EKVDLLFLGK Q
843 648.4056 1294.797 2 1294.797 -0.0007 1 31.04 0.0084 R LKLPAVVTADLR L
844 432.6064 1294.798 3 1294.797 0.0002 1 35.16 0.0031 R LKLPAVVTADLR L
910 670.3643 1338.714 2 1338.714 -0.0002 0 35.07 0.03 K VSVISVEEPPQR S
911 670.3647 1338.715 2 1338.714 0.0005 0 40.87 0.0065 K VSVISVEEPPQR S

1207 649.9802 1946.919 3 1946.919 -0.0001 0 51.58 0.00045 K EIIAVSC*GPSQC*QETIR T
1208 974.4672 1946.92 2 1946.919 0.0009 0 83.46 2.80E-07 K EIIAVSC*GPSQC*QETIR T
1245 714.7269 2141.159 3 2141.159 -0.0003 0 40.94 0.0023 R GIHVEIPGAQAESLGPLQVAR V

P42125 3,2-trans-enoyl-CoA isomerase, mitocho 411 11 9 32058 8.87 136 423.2401 844.4656 2 844.4654 0.0002 0 43.55 0.0091 K ATADNLIK Q
329 487.2867 972.5588 2 972.5604 -0.0016 1 34.97 0.048 R KATADNLIK Q
477 529.2928 1056.571 2 1056.572 -0.0006 0 47.93 0.002 K NVQELWLR L
750 611.2866 1220.559 2 1220.561 -0.0022 0 52.5 0.0005 K DM@YVNTIGHR E
751 407.8607 1220.56 3 1220.561 -0.0004 0 36.79 0.019 K DM@YVNTIGHR E
817 639.7982 1277.582 2 1277.583 -0.0011 0 36.24 0.017 R NPAHYAEYWK N

1065 750.3727 1498.731 2 1498.73 0.0004 0 93.1 3.80E-08 R EADIQNFTSFISK D
1066 750.4105 1498.806 2 1498.807 -0.0001 0 95.3 2.30E-08 R VLVETEGPAGVAVMK L
1072 505.94 1514.798 3 1514.801 -0.0033 0 67.88 1.50E-05 R VLVETEGPAGVAVM@K L
1073 758.4072 1514.8 2 1514.801 -0.0017 0 99.93 8.80E-09 R VLVETEGPAGVAVM@K L
1150 579.2995 1734.877 3 1734.879 -0.0022 0 32.52 0.046 K VGVVDEVVPEDQVHSK A
1151 868.4459 1734.877 2 1734.879 -0.0017 0 63.68 3.70E-05 K VGVVDEVVPEDQVHSK A

82 P10649 Glutathione S-transferase Mu 1 1591 49 20 25953 7.71 237 445.2606 888.5066 2 888.5069 -0.0003 0 44.32 0.0073 K QKPEFLK T
363 488.7526 975.4907 2 975.4926 -0.002 0 43.64 0.0097 K RPWFAGDK V
365 488.7531 975.4917 2 975.4926 -0.0009 0 44.54 0.0063 K RPWFAGDK V
434 508.2974 1014.58 2 1014.582 -0.002 0 78.39 2.00E-06 K ITQSNAILR Y
435 508.2974 1014.58 2 1014.582 -0.0019 0 77.99 2.80E-06 K ITQSNAILR Y
436 508.2975 1014.58 2 1014.582 -0.0018 0 51.44 0.0013 K ITQSNAILR Y
437 508.2975 1014.58 2 1014.582 -0.0018 0 83.6 7.70E-07 K ITQSNAILR Y
438 508.2977 1014.581 2 1014.582 -0.0014 0 66.73 3.80E-05 K ITQSNAILR Y
439 508.2978 1014.581 2 1014.582 -0.0012 0 64.5 5.10E-05 K ITQSNAILR Y
440 508.2979 1014.581 2 1014.582 -0.001 0 55.28 0.00042 K ITQSNAILR Y
441 508.2981 1014.582 2 1014.582 -0.0005 0 45.37 0.0041 K ITQSNAILR Y
486 520.2942 1038.574 2 1038.575 -0.001 0 47.03 0.0019 R YIATPIFSK M
616 553.2767 1104.539 2 1104.539 0.0002 0 42.14 0.0098 K C*LDAFPNLR D
847 624.8307 1247.647 2 1247.649 -0.0017 0 54.81 0.00049 M PMILGYWNVR G
865 632.8286 1263.643 2 1263.643 -0.0007 0 43.46 0.006 M PM@ILGYWNVR G
906 644.2688 1286.523 2 1286.524 -0.0007 0 53.41 0.00011 R YTMGDAPDFDR S
907 644.2693 1286.524 2 1286.524 0.0003 0 54.81 7.40E-05 R YTMGDAPDFDR S
928 652.2657 1302.517 2 1302.519 -0.0019 0 29.04 0.021 R YTM@GDAPDFDR S
930 652.2659 1302.517 2 1302.519 -0.0014 0 43.5 0.00076 R YTM@GDAPDFDR S
931 652.2659 1302.517 2 1302.519 -0.0014 0 45.9 0.00044 R YTM@GDAPDFDR S
995 695.8342 1389.654 2 1389.656 -0.002 0 72.31 6.00E-06 R ADIVENQVMDTR M
997 695.8345 1389.654 2 1389.656 -0.0014 0 80.13 1.00E-06 R ADIVENQVMDTR M

1005 703.8317 1405.649 2 1405.651 -0.002 0 74.24 3.20E-06 R ADIVENQVM@DTR M
1006 703.8318 1405.649 2 1405.651 -0.0016 0 73.49 4.10E-06 R ADIVENQVM@DTR M
1007 469.5573 1405.65 3 1405.651 -0.0006 0 47.71 0.0016 R ADIVENQVM@DTR M



1008 703.8325 1405.651 2 1405.651 -0.0003 0 69.55 1.00E-05 R ADIVENQVM@DTR M
1009 703.8328 1405.651 2 1405.651 0.0004 0 40 0.0086 R ADIVENQVM@DTR M
1098 797.3525 1592.69 2 1592.692 -0.0012 0 82.68 2.00E-07 R MLLEYTDSSYDEK R
1099 797.3532 1592.692 2 1592.692 0.0003 0 62.22 2.20E-05 R MLLEYTDSSYDEK R
1107 805.3505 1608.686 2 1608.687 -0.0001 0 46.67 0.00077 R M@LLEYTDSSYDEK R
1108 805.3507 1608.687 2 1608.687 0.0004 0 95.74 9.00E-09 R M@LLEYTDSSYDEK R
1109 805.3512 1608.688 2 1608.687 0.0014 0 65.45 9.40E-06 R M@LLEYTDSSYDEK R
1160 875.4039 1748.793 2 1748.793 0.0006 1 76.34 1.40E-06 R MLLEYTDSSYDEKR Y
1161 583.9384 1748.793 3 1748.793 0.0007 1 59.08 7.70E-05 R MLLEYTDSSYDEKR Y
1163 589.2689 1764.785 3 1764.788 -0.0028 1 52.08 0.00032 R M@LLEYTDSSYDEKR Y
1164 589.2692 1764.786 3 1764.788 -0.0019 1 38.47 0.0069 R M@LLEYTDSSYDEKR Y
1165 883.4007 1764.787 2 1764.788 -0.0008 1 78.72 7.00E-07 R M@LLEYTDSSYDEKR Y
1185 901.4194 1800.824 2 1800.825 -0.0007 0 55.79 0.00017 R MQLIM@LC*YNPDFEK Q
1191 909.4161 1816.818 2 1816.82 -0.0021 0 80.27 4.70E-07 R MQLIM@LC*YNPDFEK Q
1192 909.4173 1816.82 2 1816.82 0.0003 0 51.92 0.0003 R MQLIM@LC*YNPDFEK Q
1202 917.4134 1832.812 2 1832.815 -0.0025 0 64.54 1.30E-05 R M@QLIM@LC*YNPDFEK Q
1204 917.4148 1832.815 2 1832.815 0.0003 0 82.18 2.20E-07 R M@QLIM@LC*YNPDFEK Q
1226 633.6717 1897.993 3 1897.994 -0.0005 0 44.52 0.002 K LGLDFPNLPYLIDGSHK I
1227 633.6718 1897.993 3 1897.994 -0.0004 0 48.62 0.00078 K LGLDFPNLPYLIDGSHK I
1228 633.6719 1897.994 3 1897.994 0.0002 0 34.31 0.02 K LGLDFPNLPYLIDGSHK I
1229 950.0046 1897.995 2 1897.994 0.0009 0 46.54 0.0012 K LGLDFPNLPYLIDGSHK I
1241 997.4981 1992.982 2 1992.983 -0.0016 0 72.23 4.10E-06 K VTYVDFLAYDILDQYR M
1242 665.335 1992.983 3 1992.983 -0.0001 0 42.64 0.0038 K VTYVDFLAYDILDQYR M
1253 725.3937 2173.159 3 2173.157 0.002 1 36.69 0.0078 K FKLGLDFPNLPYLIDGSHK I

P17751 Triosephosphate isomerase 358 10 8 26696 6.9 683 569.2888 1136.563 2 1136.565 -0.0018 0 57.7 0.00028 K IAVAAQNC*YK V
961 663.8392 1325.664 2 1325.665 -0.0012 0 52.92 0.00052 R IIYGGSVTGATC*K E

1048 729.8647 1457.715 2 1457.715 -0.0002 0 41.64 0.0062 R HVFGESDELIGQK V
1054 489.5795 1465.717 3 1465.716 0.0006 0 34.04 0.041 K TATPQQAQEVHEK L
1055 733.8662 1465.718 2 1465.716 0.0018 0 65.31 3.20E-05 K TATPQQAQEVHEK L
1080 513.9348 1538.783 3 1538.784 -0.0015 0 42.66 0.0053 K DLGATWVVLGHSER R
1101 534.9673 1601.88 3 1601.882 -0.0017 0 41.73 0.0033 K VVLAYEPVWAIGTGK T
1102 801.9481 1601.882 2 1601.882 0 0 70.17 4.20E-06 K VVLAYEPVWAIGTGK T
1110 811.416 1620.817 2 1620.818 -0.0008 0 78.31 1.40E-06 K VTNGAFTGEISPGMIK D
1123 819.4137 1636.813 2 1636.813 -0.0002 0 75.69 2.70E-06 K VTNGAFTGEISPGM@IK D

Q922B1 MACRO domain-containing protein 1 297 7 5 35272 9.07 673 567.8331 1133.652 2 1133.652 -0.0003 0 40.67 0.0045 R LIIC*VFLEK D
705 576.2822 1150.55 2 1150.551 -0.0009 0 68.94 1.80E-05 K VDLSTSTDWK E
776 596.7841 1191.554 2 1191.555 -0.0017 0 36 0.032 R AAGSLLTDEC*R T
777 596.7842 1191.554 2 1191.555 -0.0014 0 52.69 0.00069 R AAGSLLTDEC*R T

1140 853.4321 1704.85 2 1704.851 -0.0008 0 101.94 5.90E-09 R SC*YLSSLDLLLEHR L
1141 569.2906 1704.85 3 1704.851 -0.0005 0 41.69 0.0064 R SC*YLSSLDLLLEHR L
1295 793.4323 2377.275 3 2377.275 -0.0003 0 70.31 2.10E-06 K YVIHTVGPIAVGQPTASQAAELR S

83 P23927 Alpha-crystallin B chain 353 13 9 20056 6.76 269 461.2556 920.4967 2 920.4967 -0.0001 0 58.41 0.00018 R FSVNLDVK H
348 493.7502 985.4858 2 985.4869 -0.0011 0 38.77 0.014 K HFSPEELK V
350 493.7503 985.4861 2 985.4869 -0.0008 0 47.57 0.0019 K HFSPEELK V
498 544.759 1087.503 2 1087.505 -0.0013 0 40.81 0.0066 R QDEHGFISR E
538 555.811 1109.608 2 1109.608 -0.0005 0 49.17 0.0011 R EEKPAVAAAPK K
603 583.3317 1164.649 2 1164.65 -0.0015 0 42.84 0.0038 K VLGDVIEVHGK H
604 389.2243 1164.651 3 1164.65 0.0009 0 40.88 0.0049 K VLGDVIEVHGK H
775 477.5831 1429.728 3 1429.729 -0.0013 0 40.35 0.0097 - #MDIAIHHPWIR R
783 482.9149 1445.723 3 1445.724 -0.0008 0 38.52 0.015 - #M@DIAIHHPWIR R
784 723.8689 1445.723 2 1445.724 -0.0005 0 47.53 0.0019 - #M@DIAIHHPWIR R
798 739.8505 1477.686 2 1477.687 -0.0007 0 72.73 4.90E-06 R APSWIDTGLSEM@R L

1101 875.464 2623.37 3 2623.371 -0.0004 0 85.71 8.10E-08 R IPADVDPLTITSSLSSDGVLTVNGPR K
1102 875.4641 2623.371 3 2623.371 0 0 47.16 0.00058 R IPADVDPLTITSSLSSDGVLTVNGPR K

Q99PR8 Heat shock protein beta-2 210 6 5 20392 5.27 669 608.8298 1215.645 2 1215.646 -0.0008 0 86.86 3.00E-07 R TVDNLLEVSAR H
776 716.3676 1430.721 2 1430.719 0.0013 0 38.88 0.014 R TYVLPADVDPWR V
822 526.2856 1575.835 3 1575.837 -0.0018 0 34.72 0.031 R AALSHDGILNLEAPR G
823 788.9253 1575.836 2 1575.837 -0.0008 0 64.24 2.90E-05 R AALSHDGILNLEAPR G
956 699.0045 2093.992 3 2093.992 -0.0003 0 33.07 0.029 R TVPHAHPATAEYEFANPSR L
958 703.3524 2107.035 3 2107.038 -0.0023 0 50.81 0.00052 K FQAFLDVSHFTPDEVTVR T

84 P23927 Alpha-crystallin B chain 271 12 9 20056 6.76 253 461.2553 920.4961 2 920.4967 -0.0006 0 49.12 0.0015 R FSVNLDVK H
325 493.7503 985.486 2 985.4869 -0.0009 0 34.73 0.037 K HFSPEELK V
326 493.7503 985.4861 2 985.4869 -0.0008 0 41.51 0.0077 K HFSPEELK V
531 555.8105 1109.606 2 1109.608 -0.0016 0 43.09 0.0044 R EEKPAVAAAPK K
624 583.3316 1164.649 2 1164.65 -0.0016 0 53.39 0.00034 K VLGDVIEVHGK H
626 389.2242 1164.651 3 1164.65 0.0006 0 36.3 0.014 K VLGDVIEVHGK H
668 596.8195 1191.625 2 1191.625 -0.0003 1 34.93 0.041 K DRFSVNLDVK H
832 458.9073 1373.7 3 1373.699 0.0008 0 39.7 0.014 R RPFFPFHSPSR L
863 477.5834 1429.728 3 1429.729 -0.0006 0 33.04 0.048 - #MDIAIHHPWIR R
875 723.8694 1445.724 2 1445.724 0.0006 0 43.92 0.0046 - #M@DIAIHHPWIR R
900 493.5693 1477.686 3 1477.687 -0.0011 0 33.13 0.045 R APSWIDTGLSEM@R L
901 739.8509 1477.687 2 1477.687 0.0001 0 65.71 2.50E-05 R APSWIDTGLSEM@R L

Q9QZ88 Vacuolar protein sorting-associated prot 226 7 4 20493 6.29 481 540.8112 1079.608 2 1079.609 -0.001 0 66.04 1.60E-05 K TLAGDVHIVR G
933 519.9331 1556.778 3 1556.78 -0.0028 0 54.41 0.00035 K IQHILC*TGNLC*TK E
934 779.397 1556.779 2 1556.78 -0.0009 0 65.4 3.00E-05 K IQHILC*TGNLC*TK E
936 784.8467 1567.679 2 1567.679 -0.0001 0 59.01 5.60E-05 R GDFDENLNYPEQK V
937 784.847 1567.679 2 1567.679 0.0004 0 37.7 0.0072 R GDFDENLNYPEQK V
950 543.6481 1627.923 3 1627.923 -0.0007 0 43.71 0.0011 - M@LVLVLGDLHIPHR C
951 543.6483 1627.923 3 1627.923 -0.0003 0 34.49 0.008 - M@LVLVLGDLHIPHR C

Q9D7X3 Dual specificity protein phosphatase 3 224 5 3 20459 6.07 816 675.8781 1349.742 2 1349.742 0.0001 0 80.31 5.00E-07 K LGITHVLNAAEGR S
817 450.9215 1349.743 3 1349.742 0.0013 0 56.64 0.00012 K LGITHVLNAAEGR S
859 713.8755 1425.737 2 1425.736 0.0006 0 61.65 6.40E-05 R SPTLVIAYLM@M@R Q

1013 611.9947 1832.962 3 1832.963 -0.001 0 34.4 0.023 R VYVGNASVAQDITQLQK L
1014 917.4888 1832.963 2 1832.963 -0.0002 0 75.22 1.90E-06 R VYVGNASVAQDITQLQK L

85 Q9CQJ8 NADH dehydrogenase [ubiquinone] 1 be 526 13 7 21970 7.67 269 480.7252 959.4359 2 959.4357 0.0002 0 33.95 0.04 R YFAC*LMR A
270 480.7253 959.4361 2 959.4357 0.0004 0 33.94 0.041 R YFAC*LMR A
288 488.7223 975.4301 2 975.4306 -0.0006 0 39.96 0.0066 R YFAC*LM@R A
509 569.2498 1136.485 2 1136.485 0.0001 0 40.54 0.0047 K AM@YPDYFSK R
802 837.4091 1672.804 2 1672.803 0.0005 0 33.58 0.034 M #AFC*APPAYLTHQQK V
803 837.4094 1672.804 2 1672.803 0.001 0 40.4 0.0074 M #AFC*APPAYLTHQQK V
804 837.4094 1672.804 2 1672.803 0.001 0 51.66 0.00055 M #AFC*APPAYLTHQQK V

1000 1092.037 2182.059 2 2182.058 0.0014 0 76.77 1.20E-06 K QLQEETSPDGIMTEALPPAR R
1012 1100.034 2198.053 2 2198.053 0.0001 0 106.36 1.40E-09 K QLQEETSPDGIM@TEALPPAR R
1013 1100.034 2198.053 2 2198.053 0.0006 0 113.16 2.80E-10 K QLQEETSPDGIM@TEALPPAR R
1014 1100.034 2198.053 2 2198.053 0.0006 0 68.2 8.80E-06 K QLQEETSPDGIM@TEALPPAR R
1015 1100.034 2198.053 2 2198.053 0.0008 0 44.02 0.0023 K QLQEETSPDGIM@TEALPPAR R
1017 733.6919 2198.054 3 2198.053 0.0014 0 39.31 0.0067 K QLQEETSPDGIM@TEALPPAR R
1243 1108.163 3321.467 3 3321.464 0.0031 0 61.36 1.30E-05 R EAEEEFWQNQHPQPYIFPDSPGGTSFER Y

86 P35700 Peroxiredoxin-1 742 29 18 22162 8.26 209 447.7185 893.4225 2 893.4243 -0.0018 0 52.2 0.00092 K ADEGISFR G
211 447.7195 893.4244 2 893.4243 0.0001 0 35.94 0.038 K ADEGISFR G
239 460.7582 919.5019 2 919.5015 0.0004 0 41.34 0.01 R GLFIIDDK G
240 460.7582 919.5019 2 919.5015 0.0004 0 45.06 0.0044 R GLFIIDDK G
267 477.7425 953.4704 2 953.4706 -0.0002 0 39.63 0.016 K DISLSEYK G
340 503.7714 1005.528 2 1005.528 -0.0001 0 41.67 0.012 K IGYPAPNFK A
479 554.3057 1106.597 2 1106.597 -0.0003 0 43.78 0.0046 R TIAQDYGVLK A
480 554.3061 1106.598 2 1106.597 0.0005 0 60.37 8.80E-05 R TIAQDYGVLK A
571 582.789 1163.564 2 1163.565 -0.001 0 34.75 0.049 K ATAVMPDGQFK D
572 582.7891 1163.564 2 1163.565 -0.0009 0 45.64 0.004 K ATAVMPDGQFK D
600 590.7858 1179.557 2 1179.559 -0.0023 0 37.77 0.019 K ATAVM@PDGQFK D
601 590.7861 1179.558 2 1179.559 -0.0017 0 44.21 0.0046 K ATAVM@PDGQFK D
627 598.819 1195.623 2 1195.624 -0.0003 0 63.8 3.80E-05 R LVQAFQFTDK H
628 598.8197 1195.625 2 1195.624 0.0011 0 62.26 4.80E-05 R LVQAFQFTDK H
670 613.3483 1224.682 2 1224.683 -0.0006 0 50.16 0.0006 R QITINDLPVGR S
671 613.3483 1224.682 2 1224.683 -0.0005 0 55.18 0.00019 R QITINDLPVGR S
704 632.3564 1262.698 2 1262.698 -0.0001 1 38.73 0.011 K RTIAQDYGVLK A
773 453.9381 1358.792 3 1358.792 0.0002 1 40.64 0.0018 R GLFIIDDKGILR Q
885 826.9379 1651.861 2 1651.86 0.0008 0 71.58 5.30E-06 K QGGLGPM@NIPLISDPK R
886 826.9382 1651.862 2 1651.86 0.0016 0 93.63 3.60E-08 K QGGLGPM@NIPLISDPK R
940 594.3261 1779.957 3 1779.955 0.0012 1 31.02 0.029 K KQGGLGPM@NIPLISDPK R

1221 598.7982 2391.164 4 2391.164 -0.0004 0 40.13 0.005 K HGEVC*PAGWKPGSDTIKPDVNK S
1222 798.0624 2391.166 3 2391.164 0.0013 0 41.03 0.0041 K HGEVC*PAGWKPGSDTIKPDVNK S
1259 923.1201 2766.339 3 2766.337 0.0015 0 46.66 0.00091 K LNC*QVIGASVDSHFC*HLAWINTPK K
1260 692.592 2766.339 4 2766.337 0.002 0 36.75 0.0089 K LNC*QVIGASVDSHFC*HLAWINTPK K
1274 724.6156 2894.433 4 2894.432 0.0013 1 38.05 0.006 K KLNC*QVIGASVDSHFC*HLAWINTPK K
1291 1547.255 3092.495 2 3092.503 -0.0082 0 45.84 0.00084 K YVVFFFYPLDFTFVC*PTEIIAFSDR A
1292 1031.841 3092.501 3 3092.503 -0.0028 0 57.31 6.20E-05 K YVVFFFYPLDFTFVC*PTEIIAFSDR A
1313 1093.546 3277.616 3 3277.62 -0.0044 1 49.67 0.00025 K GKYVVFFFYPLDFTFVC*PTEIIAFSDR A

Q9DCS9 NADH dehydrogenase [ubiquinone] 1 be 650 18 10 21010 8.19 498 559.2868 1116.559 2 1116.56 -0.0007 1 48.62 0.0021 R RVPDITEC*K E
721 646.3193 1290.624 2 1290.624 -0.0004 0 64.86 3.80E-05 R YLDLGAYYSAR K
722 646.3195 1290.625 2 1290.624 0.0001 0 64.04 4.40E-05 R YLDLGAYYSAR K
723 646.3196 1290.625 2 1290.624 0.0003 0 69.82 1.10E-05 R YLDLGAYYSAR K
829 496.5889 1486.745 3 1486.745 0 0 49.75 0.0011 K VDQEIMNIIQER L
830 744.3802 1486.746 2 1486.745 0.001 0 75.92 2.30E-06 K VDQEIMNIIQER L
832 752.3771 1502.74 2 1502.74 -0.0001 0 68.13 1.50E-05 K VDQEIM@NIIQER L
833 752.3773 1502.74 2 1502.74 0.0001 0 59.36 0.00011 K VDQEIM@NIIQER L
880 549.3038 1644.89 3 1644.888 0.0019 0 48.59 0.00086 K AYDLVVDWPVTLVR E
881 823.453 1644.892 2 1644.888 0.0039 0 46.26 0.0013 K AYDLVVDWPVTLVR E
943 894.4144 1786.814 2 1786.816 -0.0019 1 34.42 0.021 M PDSWDKDVYPEPPSR T
979 947.4729 1892.931 2 1892.93 0.0011 1 59.76 7.70E-05 R DFKVDQEIM@NIIQER L
980 631.9847 1892.932 3 1892.93 0.0022 1 37.5 0.014 R DFKVDQEIM@NIIQER L
981 949.9251 1897.836 2 1897.834 0.0018 0 73.6 1.70E-06 K EGDVLC*IYEAEMQWR R
989 957.9224 1913.83 2 1913.829 0.0014 0 56.93 6.60E-05 K EGDVLC*IYEAEM@QWR R

1023 1013.546 2025.078 2 2025.078 -0.0002 0 82.06 2.30E-07 R TPAPSPQTSLPNPITYLTK A
1024 1013.547 2025.079 2 2025.078 0.0002 0 70.44 3.20E-06 R TPAPSPQTSLPNPITYLTK A
1027 1013.549 2025.083 2 2025.078 0.0045 0 47.12 0.00061 R TPAPSPQTSLPNPITYLTK A

Q9DB20 ATP synthase subunit O, mitochondrial 643 21 12 23349 10 534 573.2952 1144.576 2 1144.576 -0.0006 0 81.41 1.10E-06 R YATALYSAASK E
535 573.2955 1144.576 2 1144.576 0 0 39.21 0.018 R YATALYSAASK E
538 573.8295 1145.645 2 1145.644 0.0001 0 59.66 9.90E-05 K SFLSPNQILK L
651 608.8682 1215.722 2 1215.723 -0.0008 0 53.32 0.00013 K VSLAVLNPYIK R
653 608.8689 1215.723 2 1215.723 0.0006 0 54.19 9.90E-05 K VSLAVLNPYIK R
716 638.8228 1275.631 2 1275.632 -0.0005 0 45.73 0.0037 K TDPSIMGGMIVR I
726 646.8201 1291.626 2 1291.626 -0.0007 0 41.84 0.0086 K TDPSIMGGM@IVR I
737 654.8179 1307.621 2 1307.621 -0.0002 0 36.25 0.029 K TDPSIM@GGM@IVR I
738 654.8179 1307.621 2 1307.621 -0.0001 0 40.34 0.011 K TDPSIM@GGM@IVR I
851 528.3063 1581.897 3 1581.899 -0.0019 0 36.69 0.0056 K LVRPPVQVYGIEGR Y
852 791.9565 1581.898 2 1581.899 -0.0007 0 28.06 0.04 K LVRPPVQVYGIEGR Y
855 528.3069 1581.899 3 1581.899 -0.0003 0 32.56 0.014 K LVRPPVQVYGIEGR Y
856 528.3069 1581.899 3 1581.899 -0.0001 0 55.14 8.80E-05 K LVRPPVQVYGIEGR Y
971 620.9937 1859.959 3 1859.956 0.003 0 49.47 0.0008 K FSPLTANLMNLLAENGR L



974 626.3246 1875.952 3 1875.951 0.0009 0 40.72 0.0058 K FSPLTANLM@NLLAENGR L
975 938.9843 1875.954 2 1875.951 0.0027 0 83.49 3.20E-07 K FSPLTANLM@NLLAENGR L

1032 678.0275 2031.061 3 2031.057 0.0036 0 48.67 0.00072 R LGNTQGIISAFSTIMSVHR G
1048 1024.533 2047.051 2 2047.052 -0.0009 0 64.87 1.90E-05 R LGNTQGIISAFSTIM@SVHR G
1049 683.358 2047.052 3 2047.052 0 0 74.87 1.90E-06 R LGNTQGIISAFSTIM@SVHR G
1172 1151.578 2301.141 2 2301.141 -0.0005 0 70.35 5.10E-06 R GEVPC*TVTTASPLDDAVLSELK T
1173 768.0548 2301.143 3 2301.141 0.0016 0 33.79 0.022 R GEVPC*TVTTASPLDDAVLSELK T

P85094 Isochorismatase domain-containing pro 254 7 5 22403 8.25 731 649.3177 1296.621 2 1296.621 0.0002 0 36.55 0.023 K TC*FSM@VPALQK E
985 635.6733 1903.998 3 1903.997 0.0017 0 30.76 0.044 R ILPESSILFLC*DLQEK F
986 953.0068 1903.999 2 1903.997 0.0026 0 80.01 5.40E-07 R ILPESSILFLC*DLQEK F
994 641.3599 1921.058 3 1921.057 0.0006 0 38.84 0.0029 K FRPSIAYFPQIVSVAAR M
998 645.0295 1932.067 3 1932.068 -0.0014 0 32.86 0.015 R QSGAFLATSESLILQLVR D
999 967.0416 1932.069 2 1932.068 0.0007 0 102.14 1.50E-09 R QSGAFLATSESLILQLVR D

1283 1022.873 3065.598 3 3065.6 -0.0023 0 78.13 3.10E-07 R SQLQSVLLC*GIETQAC*ILNTALDLLHR G
P09671 Superoxide dismutase [Mn], mitochondr 205 7 4 24588 8.8 365 514.808 1027.602 2 1027.603 -0.001 1 37.85 0.016 K GELLEAIKR D

809 720.9068 1439.799 2 1439.798 0.0006 0 85.14 1.40E-07 K GDVTTQVALQPALK F
810 720.9068 1439.799 2 1439.798 0.0006 0 54.87 0.00015 K GDVTTQVALQPALK F
811 480.9403 1439.799 3 1439.798 0.0008 0 32.78 0.024 K GDVTTQVALQPALK F
922 581.9653 1742.874 3 1742.874 0.0002 0 48.63 0.0013 K AIWNVINWENVTER Y
923 872.4447 1742.875 2 1742.874 0.0009 0 69.69 9.90E-06 K AIWNVINWENVTER Y

1072 714.0294 2139.066 3 2139.065 0.0012 0 38.03 0.011 K FNGGGHINHTIFWTNLSPK G

87 Q5EBG6 Heat shock protein beta-6 1395 35 10 17510 5.64 615 599.8268 1197.639 2 1197.639 -0.0002 0 32.75 0.049 K HFLPEEISVK V
618 599.8271 1197.64 2 1197.639 0.0003 0 38.12 0.013 K HFLPEEISVK V
653 614.3274 1226.64 2 1226.641 -0.0005 0 47.03 0.0019 R ASAPLPGFSAPGR L
655 614.3277 1226.641 2 1226.641 0.0001 0 33.71 0.044 R ASAPLPGFSAPGR L
656 614.3278 1226.641 2 1226.641 0.0003 0 50.89 0.00083 R ASAPLPGFSAPGR L
657 614.3278 1226.641 2 1226.641 0.0003 0 65.05 3.20E-05 R ASAPLPGFSAPGR L
717 638.3246 1274.635 2 1274.637 -0.0022 0 60.46 0.00012 K VVDDHVEVHAR H
719 425.8858 1274.636 3 1274.637 -0.0012 0 40.85 0.01 K VVDDHVEVHAR H
720 425.8858 1274.636 3 1274.637 -0.0011 0 61.87 8.30E-05 K VVDDHVEVHAR H
783 692.3784 1382.742 2 1382.742 0.0003 1 41.58 0.0052 R RASAPLPGFSAPGR L
786 461.9215 1382.743 3 1382.742 0.0008 1 51.43 0.00054 R RASAPLPGFSAPGR L
843 797.4282 1592.842 2 1592.839 0.0033 0 42.52 0.0036 - #MEIPVPVQPSWLR R

1201 855.7864 2564.338 3 2564.337 0.0001 0 53.71 0.00012 R APSVALPTAQVSTDSGYFSVLLDVK H
1202 855.7869 2564.339 3 2564.337 0.0016 0 37.09 0.0049 R APSVALPTAQVSTDSGYFSVLLDVK H
1203 855.7872 2564.34 3 2564.337 0.0025 0 55.6 7.10E-05 R APSVALPTAQVSTDSGYFSVLLDVK H
1204 1283.178 2564.34 2 2564.337 0.003 0 53.3 0.00013 R APSVALPTAQVSTDSGYFSVLLDVK H
1205 1283.178 2564.341 2 2564.337 0.0038 0 106.84 5.50E-10 R APSVALPTAQVSTDSGYFSVLLDVK H
1208 855.7884 2564.343 3 2564.337 0.0059 0 83.63 1.10E-07 R APSVALPTAQVSTDSGYFSVLLDVK H
1216 875.4517 2623.333 3 2623.336 -0.0022 0 29.87 0.039 R FGEGLLEAELASLC*PAAIAPYYLR A
1217 1312.675 2623.335 2 2623.336 -0.0005 0 69.3 4.50E-06 R FGEGLLEAELASLC*PAAIAPYYLR A
1218 1312.675 2623.335 2 2623.336 -0.0005 0 57.59 6.60E-05 R FGEGLLEAELASLC*PAAIAPYYLR A
1220 656.8416 2623.337 4 2623.336 0.0018 0 48.4 0.00056 R FGEGLLEAELASLC*PAAIAPYYLR A
1221 875.4537 2623.339 3 2623.336 0.0036 0 53.3 0.00016 R FGEGLLEAELASLC*PAAIAPYYLR A
1321 1248.996 3743.967 3 3743.966 0.001 1 66.91 2.70E-06 R APSVALPTAQVSTDSGYFSVLLDVKHFLPEEISVK V
1322 937.0012 3743.976 4 3743.966 0.0093 1 76.2 2.10E-07 R APSVALPTAQVSTDSGYFSVLLDVKHFLPEEISVK V
1329 952.0156 3804.033 4 3804.031 0.0025 0 71.63 5.10E-07 R LPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1331 952.0161 3804.035 4 3804.031 0.0044 0 77.56 1.30E-07 R LPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1332 952.2636 3805.025 4 3804.031 0.9944 0 31.29 0.0042 R LPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1340 1031.806 4123.195 4 4123.195 -0.0008 1 51.79 4.50E-05 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1341 1375.406 4123.196 3 4123.195 0.0001 1 59.62 7.00E-06 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1342 1375.406 4123.196 3 4123.195 0.0005 1 93.54 2.80E-09 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1343 1031.807 4123.198 4 4123.195 0.0031 1 118.29 9.30E-12 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1344 1375.407 4123.199 3 4123.195 0.0034 1 67.1 1.30E-06 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1345 1031.807 4123.199 4 4123.195 0.0036 1 86.29 1.60E-08 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -
1346 1031.808 4123.202 4 4123.195 0.0065 1 92.64 3.30E-09 R YRLPPGVDPAAVTSALSPEGVLSIQATPASAQAQLPSPPAAK -

P97478 Ubiquinone biosynthesis protein COQ7 60 1 1 24026 6.66 885 826.4274 1650.84 2 1650.84 0.0004 0 60 9.50E-05 R IIQAGC*SAAIYLSER F

88 Q01768 Nucleoside diphosphate kinase B 292 10 7 17352 6.97 292 492.8134 983.6122 2 983.6127 -0.0006 1 59.23 4.90E-05 R GLVGEIIKR F
388 526.2531 1050.492 2 1050.492 -0.0001 0 41.13 0.011 R GDFC*IQVGR N
389 526.2532 1050.492 2 1050.492 0.0001 0 60.19 0.00013 R GDFC*IQVGR N
549 588.3323 1174.65 2 1174.65 0.0002 0 33.95 0.038 K DRPFFPGLVK Y
664 672.8854 1343.756 2 1343.756 0.0002 0 51.35 0.00049 R TFIAIKPDGVQR G
665 448.9264 1343.757 3 1343.756 0.0011 0 33.84 0.027 R TFIAIKPDGVQR G
697 495.9102 1484.709 3 1484.711 -0.0019 0 43.81 0.0037 R NIIHGSDSVESAEK E
698 743.3622 1484.71 2 1484.711 -0.0009 0 75.05 3.00E-06 R NIIHGSDSVESAEK E
764 601.3082 1800.903 3 1800.904 -0.0013 0 50.13 0.00079 R VM@LGETNPADSKPGTIR G
766 901.4599 1800.905 2 1800.904 0.0013 0 46.63 0.0017 R VM@LGETNPADSKPGTIR G
815 1063.026 2124.037 2 2124.038 -0.0019 0 55.01 0.00023 K YM@NSGPVVAM@VWEGLNVVK T

89 Q01768 Nucleoside diphosphate kinase B 2223 83 15 17352 6.97 81 414.7631 827.5116 2 827.5116 0 0 31.38 0.05 R GLVGEIIK R
83 414.7634 827.5122 2 827.5116 0.0006 0 58.08 0.0001 R GLVGEIIK R
84 414.7635 827.5124 2 827.5116 0.0008 0 56.75 0.00014 R GLVGEIIK R

214 458.7479 915.4813 2 915.4814 -0.0001 0 35.77 0.049 K QHYIDLK D
215 458.748 915.4814 2 915.4814 0 0 35.81 0.049 K QHYIDLK D
326 492.8132 983.6119 2 983.6127 -0.0009 1 48.27 0.00061 R GLVGEIIKR F
327 492.8132 983.6119 2 983.6127 -0.0008 1 59.35 4.80E-05 R GLVGEIIKR F
328 492.8134 983.6123 2 983.6127 -0.0005 1 59.07 5.10E-05 R GLVGEIIKR F
452 526.2526 1050.491 2 1050.492 -0.001 0 49.57 0.0014 R GDFC*IQVGR N
453 526.2527 1050.491 2 1050.492 -0.0007 0 62.94 6.60E-05 R GDFC*IQVGR N
454 526.2528 1050.491 2 1050.492 -0.0006 0 65.82 3.40E-05 R GDFC*IQVGR N
455 526.2529 1050.491 2 1050.492 -0.0005 0 47.91 0.002 R GDFC*IQVGR N
456 526.2529 1050.491 2 1050.492 -0.0004 0 44.91 0.004 R GDFC*IQVGR N
457 526.2529 1050.491 2 1050.492 -0.0004 0 40.56 0.011 R GDFC*IQVGR N
458 526.253 1050.491 2 1050.492 -0.0003 0 38.06 0.019 R GDFC*IQVGR N
459 526.2531 1050.492 2 1050.492 -0.0001 0 48.62 0.0019 R GDFC*IQVGR N
460 526.2531 1050.492 2 1050.492 -0.0001 0 66.38 3.20E-05 R GDFC*IQVGR N
651 583.7323 1165.45 2 1165.45 0.0002 0 28.1 0.015 K SC*AHDWVYE -
662 588.332 1174.65 2 1174.65 -0.0004 0 36.51 0.021 K DRPFFPGLVK Y
664 588.3323 1174.65 2 1174.65 0.0002 0 32.76 0.05 K DRPFFPGLVK Y
665 588.3324 1174.65 2 1174.65 0.0004 0 33.01 0.048 K DRPFFPGLVK Y
911 672.8848 1343.755 2 1343.756 -0.001 0 46.86 0.0013 R TFIAIKPDGVQR G
913 672.8851 1343.756 2 1343.756 -0.0006 0 48.77 0.00084 R TFIAIKPDGVQR G
917 672.8853 1343.756 2 1343.756 -0.0001 0 47.62 0.0012 R TFIAIKPDGVQR G
918 672.8853 1343.756 2 1343.756 -0.0001 0 53.42 0.00031 R TFIAIKPDGVQR G
919 672.8854 1343.756 2 1343.756 0.0002 0 46.65 0.0014 R TFIAIKPDGVQR G
921 448.9261 1343.756 3 1343.756 0.0002 0 37.41 0.012 R TFIAIKPDGVQR G
924 448.9261 1343.757 3 1343.756 0.0005 0 32.81 0.034 R TFIAIKPDGVQR G
925 448.9262 1343.757 3 1343.756 0.0006 0 39.82 0.0067 R TFIAIKPDGVQR G
929 448.9264 1343.757 3 1343.756 0.0013 0 34.57 0.024 R TFIAIKPDGVQR G

1040 743.3618 1484.709 2 1484.711 -0.0016 0 65.82 2.30E-05 R NIIHGSDSVESAEK E
1042 495.9104 1484.709 3 1484.711 -0.0014 0 53.28 0.00042 R NIIHGSDSVESAEK E
1043 495.9104 1484.709 3 1484.711 -0.0013 0 47.3 0.0017 R NIIHGSDSVESAEK E
1045 743.3621 1484.71 2 1484.711 -0.0011 0 59.84 9.40E-05 R NIIHGSDSVESAEK E
1046 743.3621 1484.71 2 1484.711 -0.001 0 59.26 0.00011 R NIIHGSDSVESAEK E
1047 495.9105 1484.71 3 1484.711 -0.0009 0 41.25 0.0072 R NIIHGSDSVESAEK E
1049 495.9106 1484.71 3 1484.711 -0.0008 0 48.98 0.0012 R NIIHGSDSVESAEK E
1050 743.3622 1484.71 2 1484.711 -0.0007 0 51.51 0.00068 R NIIHGSDSVESAEK E
1051 743.3623 1484.71 2 1484.711 -0.0006 0 69.97 9.60E-06 R NIIHGSDSVESAEK E
1229 595.9761 1784.906 3 1784.909 -0.0027 0 46.44 0.0016 R VMLGETNPADSKPGTIR G
1230 595.9761 1784.907 3 1784.909 -0.0025 0 41.47 0.0052 R VMLGETNPADSKPGTIR G
1232 595.9767 1784.908 3 1784.909 -0.0007 0 44.88 0.0025 R VMLGETNPADSKPGTIR G
1233 893.4616 1784.909 2 1784.909 -0.0004 0 97.22 1.50E-08 R VMLGETNPADSKPGTIR G
1234 595.9769 1784.909 3 1784.909 -0.0003 0 49.52 0.00086 R VMLGETNPADSKPGTIR G
1235 893.462 1784.909 2 1784.909 0.0003 0 37.72 0.012 R VMLGETNPADSKPGTIR G
1236 595.9771 1784.91 3 1784.909 0.0004 0 58.88 8.90E-05 R VMLGETNPADSKPGTIR G
1237 893.4623 1784.91 2 1784.909 0.0011 0 34.27 0.025 R VMLGETNPADSKPGTIR G
1248 601.3079 1800.902 3 1800.904 -0.0022 0 50.4 0.00069 R VM@LGETNPADSKPGTIR G
1249 601.3079 1800.902 3 1800.904 -0.0021 0 44.41 0.0028 R VM@LGETNPADSKPGTIR G
1250 601.308 1800.902 3 1800.904 -0.0019 0 33.74 0.035 R VM@LGETNPADSKPGTIR G
1252 901.4584 1800.902 2 1800.904 -0.0018 0 81.56 5.80E-07 R VM@LGETNPADSKPGTIR G
1253 601.308 1800.902 3 1800.904 -0.0017 0 38.64 0.011 R VM@LGETNPADSKPGTIR G
1254 601.3082 1800.903 3 1800.904 -0.0013 0 42.12 0.005 R VM@LGETNPADSKPGTIR G
1255 601.3082 1800.903 3 1800.904 -0.0013 0 52.1 0.0005 R VM@LGETNPADSKPGTIR G
1258 901.4589 1800.903 2 1800.904 -0.0008 0 63.34 3.80E-05 R VM@LGETNPADSKPGTIR G
1259 901.4589 1800.903 2 1800.904 -0.0008 0 83.58 3.60E-07 R VM@LGETNPADSKPGTIR G
1260 601.3084 1800.903 3 1800.904 -0.0008 0 44.07 0.0032 R VM@LGETNPADSKPGTIR G
1261 601.3084 1800.903 3 1800.904 -0.0006 0 32.19 0.05 R VM@LGETNPADSKPGTIR G
1262 901.4593 1800.904 2 1800.904 0.0002 0 72.81 4.20E-06 R VM@LGETNPADSKPGTIR G
1263 901.46 1800.905 2 1800.904 0.0014 0 61.52 5.40E-05 R VM@LGETNPADSKPGTIR G
1383 980.5151 1959.016 2 1959.014 0.0014 0 46.18 0.0015 K EIHLWFKPEELIDYK S
1497 698.3568 2092.049 3 2092.049 0.0001 0 57.06 0.00014 K YMNSGPVVAMVWEGLNVVK T
1498 698.3569 2092.049 3 2092.049 0.0004 0 63.19 3.40E-05 K YMNSGPVVAMVWEGLNVVK T
1499 698.3569 2092.049 3 2092.049 0.0004 0 33.04 0.035 K YMNSGPVVAMVWEGLNVVK T
1500 1047.032 2092.049 2 2092.049 0.0006 0 43.8 0.003 K YMNSGPVVAMVWEGLNVVK T
1501 1047.032 2092.049 2 2092.049 0.0009 0 73.34 3.30E-06 K YMNSGPVVAMVWEGLNVVK T
1502 1047.032 2092.05 2 2092.049 0.0011 0 69.46 8.10E-06 K YMNSGPVVAMVWEGLNVVK T
1512 1055.029 2108.044 2 2108.044 0.0008 0 60.88 5.10E-05 K YM@NSGPVVAMVWEGLNVVK T
1513 1055.03 2108.045 2 2108.044 0.0011 0 77.78 1.00E-06 K YM@NSGPVVAMVWEGLNVVK T
1514 1055.03 2108.045 2 2108.044 0.0015 0 74.56 2.30E-06 K YM@NSGPVVAMVWEGLNVVK T
1515 1055.03 2108.045 2 2108.044 0.0018 0 98.52 9.10E-09 K YM@NSGPVVAMVWEGLNVVK T
1516 1055.03 2108.046 2 2108.044 0.0023 0 88.87 8.50E-08 K YM@NSGPVVAMVWEGLNVVK T
1517 703.6893 2108.046 3 2108.044 0.0025 0 47.88 0.0011 K YM@NSGPVVAMVWEGLNVVK T
1518 703.6893 2108.046 3 2108.044 0.0027 0 63.85 2.60E-05 K YM@NSGPVVAMVWEGLNVVK T
1519 703.6895 2108.047 3 2108.044 0.0032 0 34.48 0.022 K YM@NSGPVVAMVWEGLNVVK T
1520 703.6897 2108.047 3 2108.044 0.0038 0 47.74 0.001 K YM@NSGPVVAMVWEGLNVVK T
1530 1063.027 2124.039 2 2124.038 0.0003 0 73.96 2.70E-06 K YM@NSGPVVAM@VWEGLNVVK T
1532 709.0204 2124.039 3 2124.038 0.0009 0 31.48 0.048 K YM@NSGPVVAM@VWEGLNVVK T
1534 1063.027 2124.04 2 2124.038 0.0013 0 38.43 0.0098 K YM@NSGPVVAM@VWEGLNVVK T
1535 709.0206 2124.04 3 2124.038 0.0015 0 51.22 0.00052 K YM@NSGPVVAM@VWEGLNVVK T
1539 709.0211 2124.042 3 2124.038 0.0031 0 64.24 2.60E-05 K YM@NSGPVVAM@VWEGLNVVK T
1540 1063.529 2125.044 2 2124.038 1.0052 0 58.21 9.30E-05 K YM@NSGPVVAM@VWEGLNVVK T
1824 945.4695 2833.387 3 2833.385 0.0015 1 46.67 0.00089 R VM@LGETNPADSKPGTIRGDFC*IQVGR N

Q9R0P5 Destrin 93 3 3 18509 8.14 868 654.3113 1306.608 2 1306.608 0 0 43.69 0.004 R YALYDASFETK E
900 666.8139 1331.613 2 1331.614 -0.0007 0 65.36 2.40E-05 M #ASGVQVADEVC*R I

1109 514.902 1541.684 3 1541.686 -0.0017 0 31.85 0.032 K HEYQANGPEDLNR T
P99029 Peroxiredoxin-5, mitochondrial 66 2 2 21884 9.1 252 467.274 932.5334 2 932.5331 0.0003 0 36.1 0.022 K VNLAELFK G

1307 924.9898 1847.965 2 1847.963 0.0022 0 51.34 0.00046 K ATDLLLDDSLVSLFGNR R
P18760 Cofilin-1 58 2 2 18507 8.16 598 572.8129 1143.611 2 1143.614 -0.0024 0 43.4 0.0059 M #ASGVAVSDGVIK V

904 669.3168 1336.619 2 1336.619 0.0004 0 39.92 0.01 R YALYDATYETK E

90 Q9D3D9 ATP synthase subunit delta, mitochondr 1180 29 8 17589 5.03 276 493.7783 985.542 2 985.5444 -0.0024 0 43.44 0.0054 R IEANEALVK A



280 493.779 985.5435 2 985.5444 -0.0009 0 62.67 6.40E-05 R IEANEALVK A
284 493.7791 985.5437 2 985.5444 -0.0006 0 36.84 0.024 R IEANEALVK A
285 493.7791 985.5437 2 985.5444 -0.0006 0 76.17 2.80E-06 R IEANEALVK A
288 493.7795 985.5444 2 985.5444 0 0 71.2 9.40E-06 R IEANEALVK A
690 650.3611 1298.708 2 1298.708 -0.0005 1 62.31 5.40E-05 R IEANEALVKALE -
746 688.3248 1374.635 2 1374.638 -0.0024 0 71.9 5.00E-06 K AQSELSGAADEAAR A
747 688.3251 1374.636 2 1374.638 -0.0019 0 77.68 1.30E-06 K AQSELSGAADEAAR A
748 459.2191 1374.636 3 1374.638 -0.0019 0 36.87 0.016 K AQSELSGAADEAAR A
749 688.3254 1374.636 2 1374.638 -0.0012 0 58.83 0.00011 K AQSELSGAADEAAR A
750 688.3255 1374.636 2 1374.638 -0.0011 0 61.51 5.80E-05 K AQSELSGAADEAAR A
751 688.3259 1374.637 2 1374.638 -0.0003 0 111.62 6.10E-10 K AQSELSGAADEAAR A
752 688.3259 1374.637 2 1374.638 -0.0002 0 107.42 1.60E-09 K AQSELSGAADEAAR A
754 688.326 1374.637 2 1374.638 -0.0001 0 73.05 4.40E-06 K AQSELSGAADEAAR A
755 688.326 1374.638 2 1374.638 0 0 86.08 2.20E-07 K AQSELSGAADEAAR A
756 688.326 1374.638 2 1374.638 0 0 103.74 3.70E-09 K AQSELSGAADEAAR A
757 688.3261 1374.638 2 1374.638 0.0002 0 111.93 5.60E-10 K AQSELSGAADEAAR A
758 688.3261 1374.638 2 1374.638 0.0002 0 57.45 0.00016 K AQSELSGAADEAAR A
759 459.22 1374.638 3 1374.638 0.0007 0 61.41 6.00E-05 K AQSELSGAADEAAR A
760 688.3265 1374.639 2 1374.638 0.001 0 72.91 4.20E-06 K AQSELSGAADEAAR A
761 688.3267 1374.639 2 1374.638 0.0014 0 79.8 8.60E-07 K AQSELSGAADEAAR A
762 688.3268 1374.639 2 1374.638 0.0015 0 64.64 2.90E-05 K AQSELSGAADEAAR A

1029 566.3243 1695.951 3 1695.952 -0.0009 1 29.94 0.029 R AEIQIRIEANEALVK A
1269 696.0219 2085.044 3 2085.045 -0.0011 1 60.69 6.30E-05 K AQSELSGAADEAARAEIQIR I
1270 1043.53 2085.045 2 2085.045 0 1 31.68 0.049 K AQSELSGAADEAARAEIQIR I
1702 907.9566 3627.797 4 3627.798 -0.0005 0 71.4 1.30E-06 K YFVSSGSVTVNADSSVQLLAEEAVTLDMLDLGAAR A
1705 911.9551 3643.791 4 3643.793 -0.0015 0 36.62 0.0044 K YFVSSGSVTVNADSSVQLLAEEAVTLDM@LDLGAAR A
1763 1389.764 4166.27 3 4166.274 -0.0045 0 49.73 3.50E-05 K QVDVPTLTGAFGILASHVPTLQVLRPGLVVVHTEDGTTTK Y
1764 1042.577 4166.278 4 4166.274 0.004 0 32.57 0.0021 K QVDVPTLTGAFGILASHVPTLQVLRPGLVVVHTEDGTTTK Y

P04247 Myoglobin 652 18 9 17059 7.07 1 375.2232 748.4319 2 747.4279 1.004 0 39.74 0.017 K ALELFR N
220 471.2399 940.4653 2 940.4654 -0.0001 1 33.53 0.049 K YKELGFQG -
856 493.5486 1477.624 3 1477.626 -0.0015 0 38.02 0.0046 R HSGDFGADAQGAMSK A
865 495.2813 1482.822 3 1482.823 -0.0006 0 64.98 1.90E-05 K HGC*TVLTALGTILK K
866 495.2814 1482.822 3 1482.823 -0.0006 0 55.93 0.00015 K HGC*TVLTALGTILK K
867 495.2814 1482.823 3 1482.823 -0.0004 0 30.93 0.044 K HGC*TVLTALGTILK K
868 742.4189 1482.823 2 1482.823 0.0005 0 38.74 0.0071 K HGC*TVLTALGTILK K
869 742.419 1482.824 2 1482.823 0.0006 0 75.11 1.60E-06 K HGC*TVLTALGTILK K
870 742.4202 1482.826 2 1482.823 0.0031 0 95.56 1.50E-08 K HGC*TVLTALGTILK K
878 498.8798 1493.618 3 1493.621 -0.003 0 60.27 1.90E-05 R HSGDFGADAQGAM@SK A
879 747.8168 1493.619 2 1493.621 -0.0015 0 80.61 2.20E-07 R HSGDFGADAQGAM@SK A

1035 570.3296 1707.967 3 1707.97 -0.0029 0 45.93 0.0004 K YLEFISEIIIEVLK K
1036 854.9915 1707.968 2 1707.97 -0.0015 0 116.79 3.20E-11 K YLEFISEIIIEVLK K
1120 900.9688 1799.923 2 1799.921 0.0024 0 67.84 1.20E-05 M GLSDGEWQLVLNVWGK V
1133 613.0277 1836.061 3 1836.065 -0.0035 1 26.84 0.018 K YLEFISEIIIEVLKK R
1156 948.514 1895.014 2 1895.015 -0.0017 0 74.38 1.60E-06 K VEADLAGHGQEVLIGLFK T
1157 632.6787 1895.014 3 1895.015 -0.001 0 54.62 0.00015 K VEADLAGHGQEVLIGLFK T
1158 632.6788 1895.015 3 1895.015 -0.0008 0 37.72 0.0075 K VEADLAGHGQEVLIGLFK T

P99027 60S acidic ribosomal protein P2 151 4 4 11644 4.42 639 621.8381 1241.662 2 1241.662 0 0 57.91 0.00015 K NIEDVIAQGVGK L
804 709.3434 1416.672 2 1416.673 -0.001 0 47.86 0.0014 K ILDSVGIEADDDR L

1145 934.9915 1867.969 2 1867.968 0.0005 0 46.09 0.0012 R YVASYLLAALGGNSSPSAK D
1534 925.4816 2773.423 3 2773.425 -0.0017 0 61.27 2.40E-05 K LASVPAGGAVAVSAAPGSAAPAAGSAPAAAEEK K

91 Q9D8B4 NADH dehydrogenase [ubiquinone] 1 a 630 21 8 14972 8.63 846 658.8481 1315.682 2 1315.681 0.0004 0 59.52 0.00013 K LEGWELFPTPK V
847 658.8482 1315.682 2 1315.681 0.0006 0 44.94 0.004 K LEGWELFPTPK V

1161 502.9701 2007.851 4 2007.853 -0.0022 0 32.32 0.0099 R FFESYHEVPDGTQC*HR K
1163 670.2915 2007.853 3 2007.853 -0.0007 0 37.56 0.003 R FFESYHEVPDGTQC*HR K
1164 502.9705 2007.853 4 2007.853 -0.0005 0 31.69 0.013 R FFESYHEVPDGTQC*HR K
1305 770.023 2307.047 3 2307.049 -0.0014 0 69.54 4.90E-06 R THSYGTAAMGC*VYMGTAAALFK I
1321 775.3552 2323.044 3 2323.044 0.0003 0 76.9 7.00E-07 R THSYGTAAMGC*VYM@GTAAALFK I
1331 1170.527 2339.04 2 2339.039 0.0012 0 37.33 0.0057 R THSYGTAAM@GC*VYM@GTAAALFK I
1332 780.689 2339.045 3 2339.039 0.0068 0 58.33 4.70E-05 R THSYGTAAM@GC*VYM@GTAAALFK I
1361 807.7339 2420.18 3 2420.179 0.0006 0 75.36 1.40E-06 R EKPDDPLNYFIGGC*AGGLTLGAR T
1362 807.7341 2420.18 3 2420.179 0.0009 0 58.54 6.90E-05 R EKPDDPLNYFIGGC*AGGLTLGAR T
1363 1211.098 2420.181 2 2420.179 0.0018 0 62.67 2.80E-05 R EKPDDPLNYFIGGC*AGGLTLGAR T
1368 812.7391 2435.195 3 2435.198 -0.0024 0 83.23 2.50E-07 R YTFTAAAIGAMFGLTTC*VSAQVR E
1369 1218.605 2435.196 2 2435.198 -0.0016 0 45.65 0.0014 R YTFTAAAIGAMFGLTTC*VSAQVR E
1370 812.7398 2435.198 3 2435.198 -0.0002 0 70.21 4.50E-06 R YTFTAAAIGAMFGLTTC*VSAQVR E
1375 1226.603 2451.191 2 2451.193 -0.0014 0 41.44 0.0035 R YTFTAAAIGAM@FGLTTC*VSAQVR E
1376 818.0717 2451.193 3 2451.193 0.0007 0 49.42 0.00051 R YTFTAAAIGAM@FGLTTC*VSAQVR E
1377 818.0718 2451.194 3 2451.193 0.0008 0 57.46 7.90E-05 R YTFTAAAIGAM@FGLTTC*VSAQVR E
1378 818.0718 2451.194 3 2451.193 0.0008 0 44.67 0.0015 R YTFTAAAIGAM@FGLTTC*VSAQVR E
1379 818.0718 2451.194 3 2451.193 0.001 0 41.18 0.0034 R YTFTAAAIGAM@FGLTTC*VSAQVR E
1382 818.072 2451.194 3 2451.193 0.0014 0 35.06 0.013 R YTFTAAAIGAM@FGLTTC*VSAQVR E

P62962 Profilin-1 363 10 10 14948 8.46 186 437.7754 873.5363 2 873.5358 0.0005 0 49.45 0.00065 K TLVLLMGK E
390 512.2818 1022.549 2 1022.551 -0.0018 0 37.39 0.027 K EGVHGGLINK K
658 389.5074 1165.5 3 1165.501 -0.0004 0 33.77 0.019 K C*YEMASHLR R
736 607.3176 1212.621 2 1212.614 0.0068 0 45.68 0.0027 K DSPSVWAAVPGK T

1002 539.6467 1615.918 3 1615.919 -0.0002 0 72.15 1.20E-06 K TFVSITPAEVGVLVGK D
1018 820.3865 1638.759 2 1638.756 0.0026 0 75.24 2.40E-06 R DSLLQDGEFTMDLR T
1026 828.3824 1654.75 2 1654.751 -0.0006 0 80.23 5.80E-07 R DSLLQDGEFTM@DLR T
1031 841.9277 1681.841 2 1681.835 0.0064 0 63.45 3.60E-05 K STGGAPTFNVTVTMTAK T
1041 849.9224 1697.83 2 1697.83 0.0007 0 73.51 3.60E-06 K STGGAPTFNVTVTM@TAK T
1415 911.4162 2731.227 3 2731.226 0.001 0 43.68 0.0012 M #AGWNAYIDSLMADGTC*QDAAIVGYK D

P02089 Hemoglobin subunit beta-2 319 9 7 15868 7.85 583 568.8426 1135.671 2 1135.671 -0.0007 0 64.69 9.80E-06 K VVAGVATALAHK Y
584 379.5647 1135.672 3 1135.671 0.0008 0 45.06 0.0008 K VVAGVATALAHK Y
815 647.8246 1293.635 2 1293.635 -0.0007 0 55.21 0.00043 K DFTPAAQAAFQK V
836 656.8284 1311.642 2 1311.642 0.0003 0 67.99 1.70E-05 K VNPDEVGGEALGR L
927 718.9022 1435.79 2 1435.794 -0.0037 1 63.97 2.30E-05 K VVAGVATALAHKYH -
928 479.6044 1435.792 3 1435.794 -0.0021 1 32.15 0.035 K VVAGVATALAHKYH -
949 732.8431 1463.672 2 1463.672 0.0001 0 55.38 0.00024 K GTFASLSELHC*DK L

1025 414.2595 1653.009 4 1653.009 0 0 44.27 9.00E-05 R LLGNAIVIVLGHHLGK D
1168 1011.959 2021.904 2 2021.904 0.0002 0 85.6 1.10E-07 R YFDSFGDLSSASAIM@GNPK V

Q9CQR4 Acyl-coenzyme A thioesterase 13 89 2 2 15173 8.95 373 507.7944 1013.574 2 1013.576 -0.0015 0 53.9 0.00036 K VTLVSAAPEK L
808 640.3486 1278.683 2 1278.682 0.0008 0 64.88 5.50E-05 K TLAFASVDLTNK T

P04117 Fatty acid-binding protein, adipocyte 75 3 3 14641 8.53 273 468.2507 934.4869 2 934.4872 -0.0003 0 52.56 0.0011 K EVGVGFATR K
341 497.2585 992.5025 2 992.5035 -0.001 0 39.44 0.023 K LVVEC*VM@K G
933 724.3281 1446.642 2 1446.634 0.0079 0 33.54 0.025 K LVSSENFDDYMK E

92 P04117 Fatty acid-binding protein, adipocyte 407 10 7 14641 8.53 246 468.2503 934.486 2 934.4872 -0.0013 0 46.11 0.0048 K EVGVGFATR K
247 468.2504 934.4863 2 934.4872 -0.0009 0 37.99 0.03 K EVGVGFATR K
313 497.2587 992.5029 2 992.5035 -0.0006 0 54.31 0.00066 K LVVEC*VM@K G
513 563.2549 1124.495 2 1124.496 -0.0008 0 61.13 5.50E-05 M #C*DAFVGTWK L
793 724.3246 1446.635 2 1446.634 0.0011 0 73.16 2.30E-06 K LVSSENFDDYMK E
804 732.3213 1462.628 2 1462.629 -0.0005 0 83.17 1.90E-07 K LVSSENFDDYM@K E
828 514.6345 1540.882 3 1540.883 -0.0009 0 41.62 0.0022 K SIITLDGGALVQVQK W
829 771.4487 1540.883 2 1540.883 0.0004 0 98.98 3.50E-09 K SIITLDGGALVQVQK W
847 536.6018 1606.784 3 1606.784 -0.0003 1 55.85 0.00023 K LGVEFDEITADDRK V
848 804.3994 1606.784 2 1606.784 0.0003 1 64.67 3.00E-05 K LGVEFDEITADDRK V

P62962 Profilin-1 290 9 9 14948 8.46 166 437.7753 873.536 2 873.5358 0.0002 0 46.38 0.0013 K TLVLLMGK E
351 512.2814 1022.548 2 1022.551 -0.0026 0 38.39 0.018 K EGVHGGLINK K
582 389.5078 1165.502 3 1165.501 0.0009 0 34.83 0.021 K C*YEMASHLR R
798 727.8859 1453.757 2 1453.757 0.0007 0 38.89 0.01 R SSFFVNGLTLGGQK C
850 539.6467 1615.918 3 1615.919 -0.0004 0 40.07 0.0019 K TFVSITPAEVGVLVGK D
861 820.386 1638.757 2 1638.756 0.0015 0 73.6 3.30E-06 R DSLLQDGEFTMDLR T
869 828.3831 1654.752 2 1654.751 0.0007 0 98.64 8.20E-09 R DSLLQDGEFTM@DLR T
876 841.925 1681.835 2 1681.835 0.0009 0 45.08 0.0024 K STGGAPTFNVTVTMTAK T
882 849.9221 1697.83 2 1697.83 0.0002 0 67.27 1.60E-05 K STGGAPTFNVTVTM@TAK T

Q9D8B4 NADH dehydrogenase [ubiquinone] 1 a 225 9 7 14972 8.63 735 658.8472 1315.68 2 1315.681 -0.0013 0 37.1 0.025 K LEGWELFPTPK V
736 658.8483 1315.682 2 1315.681 0.0009 0 47.08 0.0024 K LEGWELFPTPK V
993 670.2916 2007.853 3 2007.853 -0.0005 0 31.88 0.012 R FFESYHEVPDGTQC*HR K

1126 775.3549 2323.043 3 2323.044 -0.0006 0 31.09 0.028 R THSYGTAAMGC*VYM@GTAAALFK I
1129 780.6871 2339.039 3 2339.039 0.0009 0 56.79 6.50E-05 R THSYGTAAM@GC*VYM@GTAAALFK I
1151 807.7343 2420.181 3 2420.179 0.0017 0 55.6 0.00014 R EKPDDPLNYFIGGC*AGGLTLGAR T
1152 807.7348 2420.183 3 2420.179 0.0031 0 70.74 4.00E-06 R EKPDDPLNYFIGGC*AGGLTLGAR T
1158 812.7401 2435.198 3 2435.198 0.0006 0 50.34 0.00044 R YTFTAAAIGAMFGLTTC*VSAQVR E
1159 812.7403 2435.199 3 2435.198 0.0013 0 35.22 0.014 R YTFTAAAIGAMFGLTTC*VSAQVR E
1166 818.0718 2451.194 3 2451.193 0.001 0 40.16 0.0042 R YTFTAAAIGAM@FGLTTC*VSAQVR E

93 P62962 Profilin-1 717 23 15 14948 8.46 172 437.7757 873.5368 2 873.5358 0.001 0 49.18 0.00062 K TLVLLMGK E
208 445.7733 889.532 2 889.5307 0.0013 0 39.3 0.0075 K TLVLLM@GK E
354 512.2817 1022.549 2 1022.551 -0.002 0 43.69 0.0053 K EGVHGGLINK K
355 512.2819 1022.549 2 1022.551 -0.0017 0 34.97 0.047 K EGVHGGLINK K
527 576.3293 1150.644 2 1150.646 -0.0017 1 34.67 0.028 K EGVHGGLINKK C
569 389.5073 1165.5 3 1165.501 -0.0007 0 35.14 0.015 K C*YEMASHLR R
585 591.7543 1181.494 2 1181.496 -0.0016 0 46.72 0.00079 K C*YEM@ASHLR R
586 394.8392 1181.496 3 1181.496 -0.0001 0 32.17 0.024 K C*YEM@ASHLR R
619 607.3143 1212.614 2 1212.614 0.0002 0 40.63 0.0084 K DSPSVWAAVPGK T
754 727.8864 1453.758 2 1453.757 0.0017 0 68.25 1.30E-05 R SSFFVNGLTLGGQK C
794 539.6469 1615.919 3 1615.919 0.0004 0 66.63 4.10E-06 K TFVSITPAEVGVLVGK D
795 808.9674 1615.92 2 1615.919 0.0017 0 70.42 2.00E-06 K TFVSITPAEVGVLVGK D
797 808.9681 1615.922 2 1615.919 0.0032 0 35.31 0.0067 K TFVSITPAEVGVLVGK D
810 820.3859 1638.757 2 1638.756 0.0014 0 62.29 4.30E-05 R DSLLQDGEFTMDLR T
811 820.3873 1638.76 2 1638.756 0.0042 0 72.96 3.90E-06 R DSLLQDGEFTMDLR T
816 552.5912 1654.752 3 1654.751 0.0011 0 59.45 6.30E-05 R DSLLQDGEFTM@DLR T
817 828.3833 1654.752 2 1654.751 0.0012 0 41.45 0.004 R DSLLQDGEFTM@DLR T
818 828.3834 1654.752 2 1654.751 0.0013 0 95.3 1.70E-08 R DSLLQDGEFTM@DLR T
828 841.9249 1681.835 2 1681.835 0.0008 0 40.56 0.0068 K STGGAPTFNVTVTMTAK T
829 841.9252 1681.836 2 1681.835 0.0014 0 53.47 0.00035 K STGGAPTFNVTVTMTAK T
839 849.9224 1697.83 2 1697.83 0.0008 0 82.51 4.40E-07 K STGGAPTFNVTVTM@TAK T
900 944.5302 1887.046 2 1887.047 -0.0008 1 58.99 3.20E-05 K TFVSITPAEVGVLVGKDR S

1103 911.4167 2731.228 3 2731.226 0.0025 0 72.95 1.60E-06 M #AGWNAYIDSLMADGTC*QDAAIVGYK D
P04117 Fatty acid-binding protein, adipocyte 357 9 8 14641 8.53 261 468.2507 934.4869 2 934.4872 -0.0004 0 55.01 0.00061 K EVGVGFATR K

322 497.2584 992.5023 2 992.5035 -0.0012 0 40.4 0.018 K LVVEC*VM@K G
495 563.2557 1124.497 2 1124.496 0.0008 0 55.75 0.00019 M #C*DAFVGTWK L
748 724.3247 1446.635 2 1446.634 0.0012 0 63.57 2.10E-05 K LVSSENFDDYMK E
759 732.3216 1462.629 2 1462.629 0 0 77.51 7.00E-07 K LVSSENFDDYM*K E
776 771.4495 1540.885 2 1540.883 0.002 0 99.84 2.90E-09 K SIITLDGGALVQVQK W
791 536.6021 1606.784 3 1606.784 0.0005 1 40.53 0.0074 K LGVEFDEITADDRK V
792 804.3998 1606.785 2 1606.784 0.0011 1 87.43 1.50E-07 K LGVEFDEITADDRK V

1078 794.0422 2379.105 3 2379.105 -0.0006 1 46.55 0.0011 K LVSSENFDDYM*KEVGVGFATR K
P02088 Hemoglobin subunit beta-1 191 4 3 15830 7.12 508 568.8429 1135.671 2 1135.671 -0.0001 0 65.17 8.70E-06 K VVAGVATALAHK Y

509 379.5649 1135.673 3 1135.671 0.0017 0 37.3 0.0056 K VVAGVATALAHK Y
685 647.8249 1293.635 2 1293.635 -0.0001 0 58.86 0.00017 K DFTPAAQAAFQK V
687 651.8175 1301.621 2 1301.621 -0.0007 0 85.21 2.90E-07 K VNSDEVGGEALGR L



Q9CPZ8 COX assembly mitochondrial protein ho 41 1 1 12544 8.52 671 635.7714 1269.528 2 1269.53 -0.0013 0 40.67 0.003 R C*SEQVEDFTR C

94 Q9CQR4 Acyl-coenzyme A thioesterase 13 422 12 8 15173 8.95 325 489.737 977.4594 2 977.46 -0.0006 0 41.95 0.011 M #SSMTQNLR E
371 507.7946 1013.575 2 1013.576 -0.001 0 55.66 0.00024 K VTLVSAAPEK L
372 507.7948 1013.575 2 1013.576 -0.0007 0 54.71 0.0003 K VTLVSAAPEK L
721 640.3484 1278.682 2 1278.682 0.0003 0 68.16 2.60E-05 K TLAFASVDLTNK T
800 479.2886 1434.844 3 1434.845 -0.0007 0 64.43 4.50E-06 K IGEEIVITAHILK Q
801 718.4296 1434.845 2 1434.845 0.0001 0 53.71 5.00E-05 K IGEEIVITAHILK Q
923 919.4452 1836.876 2 1836.875 0.0008 0 44.14 0.0027 R GAPGVSVDMNITYMSPAK I
931 927.4422 1852.87 2 1852.87 -0.0001 0 88.24 1.00E-07 R GAPGVSVDM@NITYMSPAK I
932 927.4424 1852.87 2 1852.87 0.0004 0 48.75 0.00088 R GAPGVSVDM@NITYMSPAK I
937 935.4399 1868.865 2 1868.865 0.0004 0 72.78 3.10E-06 R GAPGVSVDM@NITYM@SPAK I

1143 927.4584 2779.353 3 2779.356 -0.0022 0 52.28 0.00024 K LGTLHGGLTATLVDSISTM@ALM@C*TER G
1144 927.4595 2779.357 3 2779.356 0.0013 0 34.85 0.013 K LGTLHGGLTATLVDSISTM@ALM@C*TER G

Q9CQZ5 NADH dehydrogenase [ubiquinone] 1 a 227 8 6 15273 10.1 44 386.7195 771.4245 2 771.4239 0.0007 0 60.33 0.00013 M #AAAATGLR Q
240 449.8026 897.5907 2 897.5899 0.0008 0 40.3 0.0014 R VVDLLVIK G
341 496.259 990.5035 2 990.5056 -0.0021 0 36.04 0.047 K MELQETIK V
366 504.2574 1006.5 2 1006.501 -0.0003 0 36.6 0.041 K M@ELQETIK V
635 596.8152 1191.616 2 1191.617 -0.001 1 36.34 0.037 K GKM@ELQETIK V
862 559.3087 1674.904 3 1674.905 -0.001 0 59.63 5.20E-05 R QAAAAAASTSVKPIFSR D
863 559.3091 1674.905 3 1674.905 0.0001 0 46.55 0.0011 R QAAAAAASTSVKPIFSR D
865 838.4602 1674.906 2 1674.905 0.0006 0 71.59 2.90E-06 R QAAAAAASTSVKPIFSR D

Q9Z1P6 NADH dehydrogenase [ubiquinone] 1 a 152 5 5 12568 10.17 413 520.3012 1038.588 2 1038.59 -0.0017 1 35.23 0.022 K KAVTPAPPMK R
443 528.2992 1054.584 2 1054.585 -0.0007 1 33.22 0.044 K KAVTPAPPM@K R
615 583.7708 1165.527 2 1165.529 -0.0015 0 66.52 2.00E-05 K AAESSAMAATEK K
633 595.7661 1189.518 2 1189.519 -0.001 0 46.26 0.0014 K LSNNYYC*TR D
795 715.8815 1429.749 2 1429.749 -0.0002 0 34.76 0.034 R EVVPPSIIM@SSQK A

Q91WS0 CDGSH iron sulfur domain-containing p 130 4 3 12089 9.17 453 530.7941 1059.574 2 1059.575 -0.0009 0 47.86 0.0031 K AM@VNLQIQK D
819 497.8973 1490.67 3 1490.671 -0.0012 0 50.51 0.0005 K VVHAFDM@EDLGDK A
820 746.3428 1490.671 2 1490.671 -0.0002 0 52.5 0.00032 K VVHAFDM@EDLGDK A

1054 762.743 2285.207 3 2285.21 -0.0023 0 47.65 0.00059 R VEWIAAVTFAAGTAALGYLAYK K
Q99LY9 NADH dehydrogenase [ubiquinone] iron 117 3 3 12639 9.1 49 387.2299 772.4453 2 772.4443 0.001 0 51.75 0.0016 K LGISLDR H

824 757.3604 1512.706 2 1512.707 -0.001 0 37.89 0.014 R HFM@FLSAEQPYK N
835 793.3641 1584.714 2 1584.713 0.0006 0 80.41 4.40E-07 K IEFDDFEEC*LLR Y

95 Q9D855 Cytochrome b-c1 complex subunit 7 284 11 6 13519 9.1 129 418.2212 834.4278 2 834.4269 0.0009 0 51.16 0.0016 R ALDLTM@R H
547 567.7748 1133.535 2 1133.535 -0.0003 0 45.22 0.004 R LPEDLYNDR M
548 567.7749 1133.535 2 1133.535 0 0 45.79 0.0036 R LPEDLYNDR M
735 645.8247 1289.635 2 1289.636 -0.0015 1 37.6 0.024 R RLPEDLYNDR M
736 645.8248 1289.635 2 1289.636 -0.0013 1 38.24 0.02 R RLPEDLYNDR M
737 645.8252 1289.636 2 1289.636 -0.0005 1 44.8 0.0044 R RLPEDLYNDR M
740 430.8863 1289.637 3 1289.636 0.0007 1 44.92 0.0041 R RLPEDLYNDR M
755 651.2955 1300.576 2 1300.578 -0.0019 0 47.04 0.00099 R DDTLHETEDVK E
904 579.6184 1735.833 3 1735.835 -0.0011 1 35.65 0.023 K YEEDKFYLEPYLK E
905 868.9244 1735.834 2 1735.835 -0.0001 1 56.16 0.00019 K YEEDKFYLEPYLK E
919 590.9548 1769.843 3 1769.843 -0.0007 1 38.93 0.0089 R DDTLHETEDVKEAIR R

Q9CQX8 28S ribosomal protein S36, mitochondri 86 2 2 11094 9.99 1022 741.7045 2222.092 3 2222.089 0.0029 0 34.56 0.022 K GSTSPDLLM@HQGPPDTAEIIK S
1114 779.3993 2335.176 3 2335.177 -0.0007 0 69.99 5.50E-06 K LSASEALGSAALPSHSSAISQHSK G

96 O70250 Phosphoglycerate mutase 2 698 26 17 28809 8.65 282 488.2494 974.4842 2 974.4855 -0.0013 0 57.05 0.00037 K AMEAVAAQGK A
431 530.282 1058.55 2 1058.551 -0.0014 0 37.01 0.036 R HYGGLTGLNK A
450 533.2635 1064.512 2 1064.514 -0.0014 0 50.29 0.0013 R FLGDEETVR K
451 533.2639 1064.513 2 1064.514 -0.0006 0 61.84 9.60E-05 R FLGDEETVR K
507 552.2967 1102.579 2 1102.58 -0.0016 1 87.05 3.90E-07 R KAMEAVAAQGK A
525 556.7709 1111.527 2 1111.53 -0.0025 0 45.69 0.0028 K HNYYTSISK D
526 556.7712 1111.528 2 1111.53 -0.0019 0 44.39 0.0039 K HNYYTSISK D
527 556.7714 1111.528 2 1111.53 -0.0016 0 40.86 0.0089 K HNYYTSISK D
587 575.8377 1149.661 2 1149.662 -0.001 0 48.51 0.00082 R VLIAAHGNSLR G
588 575.8379 1149.661 2 1149.662 -0.0006 0 35.31 0.017 R VLIAAHGNSLR G
591 384.2282 1149.663 3 1149.662 0.0011 0 32.44 0.033 R VLIAAHGNSLR G
681 597.3108 1192.607 2 1192.609 -0.0018 1 40.05 0.015 R FLGDEETVRK A
878 680.8083 1359.602 2 1359.602 0.0004 0 60.54 4.40E-05 R SFDTPPPPMDEK H
885 688.8051 1375.596 2 1375.597 -0.0009 0 53.31 0.0002 R SFDTPPPPM@DEK H
886 688.8052 1375.596 2 1375.597 -0.0007 0 59.03 5.30E-05 R SFDTPPPPM@DEK H
903 707.8723 1413.73 2 1413.729 0.0009 0 64.07 3.50E-05 R ALPFWNEEIAPK I
950 744.3768 1486.739 2 1486.738 0.0012 0 52.32 0.00056 K IEFDIC*YTSVLK R
951 744.3772 1486.74 2 1486.738 0.0021 0 69.92 1.00E-05 K IEFDIC*YTSVLK R
953 744.8285 1487.642 2 1487.639 0.0033 0 50.19 0.00039 R FC*GWFDAELSEK G

1007 548.6201 1642.838 3 1642.839 -0.0005 1 37.61 0.015 K IEFDIC*YTSVLKR A
1100 917.9656 1833.917 2 1833.918 -0.0015 0 48.58 0.0012 R YAGLKPEELPTC*ESLK D
1101 612.3129 1833.917 3 1833.918 -0.0014 0 35.23 0.026 R YAGLKPEELPTC*ESLK D
1196 724.722 2171.144 3 2171.145 -0.0006 0 38.62 0.005 R TLWTILDVTDQMWVPVVR T
1199 1094.578 2187.141 2 2187.14 0.0009 0 83.92 1.50E-07 R TLWTILDVTDQM@WVPVVR T
1200 730.0542 2187.141 3 2187.14 0.0009 0 32.72 0.02 R TLWTILDVTDQM@WVPVVR T
1351 797.7459 2390.216 3 2390.215 0.0006 1 48.5 0.00061 R YAGLKPEELPTC*ESLKDTIAR A

Q91VR2 ATP synthase subunit gamma, mitocho 575 21 12 32865 9.06 147 432.7509 863.4872 2 863.4865 0.0007 0 33.64 0.05 K LTLTFNR T
382 522.7878 1043.561 2 1043.561 -0.0001 0 91.43 1.20E-07 K NEVAALTAAGK E
390 523.2849 1044.555 2 1043.561 0.9941 0 39.78 0.018 K NEVAALTAAGK E
438 530.7888 1059.563 2 1059.563 -0.0003 0 37.84 0.029 K EVMIVGVGEK I
465 538.7856 1075.557 2 1075.558 -0.0017 0 57.83 0.00031 K EVM@IVGVGEK I
466 538.786 1075.558 2 1075.558 -0.0009 0 39.08 0.023 K EVM@IVGVGEK I
498 548.808 1095.602 2 1095.604 -0.0021 0 52.93 0.00041 K HLIIGVSSDR G
499 548.8087 1095.603 2 1095.604 -0.0008 0 47.28 0.0016 K HLIIGVSSDR G
501 548.8089 1095.603 2 1095.604 -0.0004 0 41.52 0.006 K HLIIGVSSDR G
697 600.3126 1198.611 2 1198.613 -0.0023 0 56.69 0.00022 R GLC*GAIHSSVAK Q
698 600.313 1198.611 2 1198.613 -0.0014 0 37.15 0.022 R GLC*GAIHSSVAK Q
817 650.8427 1299.671 2 1299.671 -0.0002 0 67.31 2.10E-05 R VYGTGSLALYEK A
818 650.8431 1299.672 2 1299.671 0.0007 0 85.34 3.10E-07 R VYGTGSLALYEK A
826 654.8328 1307.651 2 1307.651 0 0 53.57 0.00052 R THSDQFLVSFK D
827 654.8329 1307.651 2 1307.651 0.0002 0 47.38 0.0021 R THSDQFLVSFK D
933 483.2567 1446.748 3 1446.75 -0.0019 1 36.78 0.025 K QM@KNEVAALTAAGK E
934 724.3823 1446.75 2 1446.75 -0.0001 1 39.04 0.015 K QM@KNEVAALTAAGK E

1044 869.9443 1737.874 2 1737.872 0.002 1 67.08 1.70E-05 K NASDMIDKLTLTFNR T
1052 877.9417 1753.869 2 1753.867 0.002 1 58.2 0.00013 K NASDM@IDKLTLTFNR T
1479 1216.281 3645.822 3 3645.824 -0.0023 0 55.02 6.00E-05 R KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK S
1480 912.463 3645.823 4 3645.824 -0.0013 0 37.92 0.0031 R KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK S

P48787 Troponin I, cardiac muscle 493 9 7 24244 9.57 241 467.2756 932.5367 2 932.5365 0.0002 0 36.81 0.022 K TLM@LQIAK Q
771 623.3375 1244.66 2 1244.661 -0.0008 0 92.5 7.30E-08 K NITEIADLTQK I
945 739.3797 1476.745 2 1476.743 0.002 0 71.79 8.20E-06 R ISADAMMQALLGTR A
957 747.3757 1492.737 2 1492.738 -0.0008 0 95.36 3.50E-08 R ISADAM@MQALLGTR A
967 755.374 1508.734 2 1508.733 0.0008 0 86.45 2.20E-07 R ISADAM@M@QALLGTR A
968 755.3741 1508.734 2 1508.733 0.0009 0 93.1 4.50E-08 R ISADAM@M@QALLGTR A

1117 953.9415 1905.869 2 1905.87 -0.0019 0 77.43 8.90E-07 M #ADESSDAAGEPQPAPAPVR R
1118 953.9425 1905.871 2 1905.87 0 0 37.26 0.01 M #ADESSDAAGEPQPAPAPVR R
1282 1146.535 2291.056 2 2291.056 -0.0007 0 112.26 2.90E-10 R C*QPLELDGLGFEELQDLC*R Q

Q9CQA3 Succinate dehydrogenase [ubiquinone] 312 10 9 31793 8.96 549 562.7902 1123.566 2 1123.566 -0.0003 0 43.1 0.006 K LQDPFSVYR C
550 562.7903 1123.566 2 1123.566 -0.0001 0 60.85 0.0001 K LQDPFSVYR C
730 608.8249 1215.635 2 1215.636 -0.0003 0 48.3 0.002 K C*GPMVLDALIK I
757 616.8225 1231.631 2 1231.631 0 0 57.55 0.00026 K C*GPM@VLDALIK I
768 620.7974 1239.58 2 1239.581 -0.0002 0 61.19 6.50E-05 R MQTYEVDLNK C
784 628.7944 1255.574 2 1255.575 -0.0012 0 58.91 0.0001 R M@QTYEVDLNK C
806 640.3174 1278.62 2 1278.62 -0.0002 0 50.42 0.0011 K QQYLQSIEDR E
900 699.3666 1396.719 2 1396.717 0.0013 0 49.84 0.0011 K YLGPAVLM@QAYR W
913 711.8832 1421.752 2 1421.751 0.0005 1 53.52 0.00034 K IKNEVDSTLTFR R

1022 836.915 1671.816 2 1671.814 0.0011 0 68.54 1.10E-05 K DLVPDLSNFYAQYK S
Q9DCW4 Electron transfer flavoprotein subunit be 291 12 10 27606 8.24 49 396.2372 790.4598 2 790.4589 0.0009 0 40.34 0.0089 R VIDFAVK I

211 453.2291 904.4436 2 904.4436 -0.0001 0 40.14 0.02 R TALAMGADR G
422 527.816 1053.618 2 1053.618 -0.0007 0 63.26 1.60E-05 K LPAVVTADLR L
423 527.8163 1053.618 2 1053.618 -0.0001 0 43.53 0.0016 K LPAVVTADLR L
505 551.7905 1101.566 2 1101.567 -0.0002 0 46.04 0.004 R EIDGGLETLR L
509 552.7922 1103.57 2 1103.571 -0.0011 0 44.21 0.0063 K VETTEDLVAK L
622 581.3474 1160.68 2 1160.681 -0.0002 1 31.43 0.024 K EKVDLLFLGK Q
812 432.6067 1294.798 3 1294.797 0.0009 1 26.41 0.022 R LKLPAVVTADLR L
857 670.3651 1338.716 2 1338.714 0.0012 0 36.64 0.018 K VSVISVEEPPQR S

1116 635.6262 1903.857 3 1903.856 0.0012 0 29.75 0.045 K HSM@NPFC*EIAVEEAVR L
1133 649.9808 1946.921 3 1946.919 0.0015 0 38 0.0099 K EIIAVSC*GPSQC*QETIR T
1134 974.4678 1946.921 2 1946.919 0.002 0 81.35 4.90E-07 K EIIAVSC*GPSQC*QETIR T

Q64669 NAD(P)H dehydrogenase [quinone] 1 211 7 7 30940 8.74 469 540.8237 1079.633 2 1079.634 -0.001 0 52.74 0.00017 R ALIVLAHSEK T
518 554.8022 1107.59 2 1107.592 -0.0026 0 46.59 0.0023 R LSPDIVAEHK K
765 412.9188 1235.735 3 1235.735 -0.0003 1 29.72 0.02 R RALIVLAHSEK T
978 767.3646 1532.715 2 1532.715 -0.0001 0 41.14 0.0056 K NFQYPSESSLAYK E

1376 819.3918 2455.154 3 2455.152 0.0017 0 63.36 2.10E-05 R VLVAGFAYTYAAM@YDNGPFQNK K
1394 872.4907 2614.45 3 2614.456 -0.0062 0 71.6 7.40E-07 K LEAADLVIFQFPLQWFGVPAILK G
1398 877.7722 2630.295 3 2630.295 -0.0003 0 34.05 0.016 R FC*GFQVLEPQLVYSIGHTPPDAR M

Q9CRB9 Coiled-coil-helix-coiled-coil-helix domain 93 2 2 26318 8.56 248 473.2532 944.4918 2 944.4927 -0.0009 0 63.6 7.80E-05 R LSENVIDR M
997 810.3754 1618.736 2 1618.736 0.0001 0 62.1 4.10E-05 R YSSVYGASVSDEDLK R

97 Q9D6J6 NADH dehydrogenase [ubiquinone] flav 2194 63 18 27268 7 1 375.7347 749.4549 2 749.4548 0.0001 0 32.34 0.032 K VPKPGPR S
183 451.7405 901.4665 2 901.4658 0.0007 0 37.68 0.03 K GPGFGVQAGL -
658 608.8188 1215.623 2 1215.623 -0.0004 0 60.46 0.00012 K DIEEIIDELK A
659 608.8188 1215.623 2 1215.623 -0.0004 0 63.91 5.40E-05 K DIEEIIDELK A
660 608.8188 1215.623 2 1215.623 -0.0003 0 48.23 0.002 K DIEEIIDELK A
662 608.819 1215.623 2 1215.623 0 0 36.24 0.032 K DIEEIIDELK A
664 608.8191 1215.624 2 1215.623 0.0002 0 38.95 0.017 K DIEEIIDELK A
665 608.8192 1215.624 2 1215.623 0.0003 0 48.19 0.002 K DIEEIIDELK A
666 608.8192 1215.624 2 1215.623 0.0003 0 63.76 5.50E-05 K DIEEIIDELK A
667 608.8194 1215.624 2 1215.623 0.0008 0 34.39 0.047 K DIEEIIDELK A
704 619.8497 1237.685 2 1237.685 -0.0004 0 44.27 0.0022 K VAEVLQVPPMR V
705 619.8499 1237.685 2 1237.685 0 0 57.64 0.0001 K VAEVLQVPPMR V
706 619.8501 1237.686 2 1237.685 0.0004 0 59.57 6.30E-05 K VAEVLQVPPMR V
709 619.8503 1237.686 2 1237.685 0.0009 0 54.09 0.00021 K VAEVLQVPPMR V
739 627.847 1253.679 2 1253.68 -0.0008 0 40.11 0.0081 K VAEVLQVPPM@R V
740 627.8472 1253.68 2 1253.68 -0.0004 0 48.06 0.0012 K VAEVLQVPPM@R V
741 627.8472 1253.68 2 1253.68 -0.0003 0 47.85 0.0013 K VAEVLQVPPM@R V
742 627.8473 1253.68 2 1253.68 -0.0002 0 46.13 0.0019 K VAEVLQVPPM@R V
743 627.8474 1253.68 2 1253.68 0 0 49.4 0.00091 K VAEVLQVPPM@R V
744 627.8474 1253.68 2 1253.68 0 0 42.2 0.0048 K VAEVLQVPPM@R V
745 627.8474 1253.68 2 1253.68 0.0001 0 41.88 0.0051 K VAEVLQVPPM@R V
746 627.8475 1253.68 2 1253.68 0.0002 0 46.86 0.0016 K VAEVLQVPPM@R V
747 627.8476 1253.681 2 1253.68 0.0004 0 61.92 4.80E-05 K VAEVLQVPPM@R V
749 627.8478 1253.681 2 1253.68 0.0009 0 50.26 0.00067 K VAEVLQVPPM@R V
798 638.8224 1275.63 2 1275.631 -0.0004 0 55.93 0.0004 R DSDSILETLQR K
799 638.8224 1275.63 2 1275.631 -0.0004 0 66.64 3.40E-05 R DSDSILETLQR K



800 638.8226 1275.631 2 1275.631 -0.0001 0 56.3 0.00036 R DSDSILETLQR K
801 638.8226 1275.631 2 1275.631 0.0001 0 65.16 4.70E-05 R DSDSILETLQR K
802 638.8227 1275.631 2 1275.631 0.0002 0 74.07 5.70E-06 R DSDSILETLQR K
803 638.8229 1275.631 2 1275.631 0.0007 0 62.85 7.10E-05 R DSDSILETLQR K
804 638.823 1275.631 2 1275.631 0.0008 0 49.13 0.0017 R DSDSILETLQR K

1257 828.89 1655.765 2 1655.765 0 0 95.65 2.00E-08 R VYEVATFYTMYNR K
1258 552.9291 1655.766 3 1655.765 0.0002 0 47.45 0.0013 R VYEVATFYTMYNR K
1259 828.8903 1655.766 2 1655.765 0.0007 0 95.78 2.10E-08 R VYEVATFYTMYNR K
1267 836.8872 1671.76 2 1671.76 -0.0004 0 93.19 2.90E-08 R VYEVATFYTM@YNR K
1269 558.2608 1671.761 3 1671.76 0.0003 0 58.73 7.90E-05 R VYEVATFYTM@YNR K
1270 836.888 1671.761 2 1671.76 0.0012 0 107.73 1.10E-09 R VYEVATFYTM@YNR K
1271 558.2611 1671.762 3 1671.76 0.0012 0 59.41 7.40E-05 R VYEVATFYTM@YNR K
1327 890.4214 1778.828 2 1778.827 0.0016 0 33.8 0.031 K YHIQVC*TTTPC*MLR D
1341 898.4187 1794.823 2 1794.822 0.0013 0 61.29 5.10E-05 K YHIQVC*TTTPC*M@LR D
1393 932.4343 1862.854 2 1862.854 -0.0002 0 116.81 1.20E-10 R FC*C*EPAGGLTSLTEPPK G
1394 621.9587 1862.854 3 1862.854 0.0001 0 43.92 0.0023 R FC*C*EPAGGLTSLTEPPK G
1395 932.4348 1862.855 2 1862.854 0.0008 0 79.68 6.10E-07 R FC*C*EPAGGLTSLTEPPK G
1397 621.9592 1862.856 3 1862.854 0.0014 0 54.47 0.00021 R FC*C*EPAGGLTSLTEPPK G
1398 932.4355 1862.856 2 1862.854 0.0021 0 119.96 6.20E-11 R FC*C*EPAGGLTSLTEPPK G
1510 721.3836 2161.129 3 2161.128 0.001 0 38.74 0.0058 K NYPEGHQAAAVLPVLDLAQR Q
1512 1081.572 2161.129 2 2161.128 0.0013 0 86.62 9.60E-08 K NYPEGHQAAAVLPVLDLAQR Q
1513 721.3837 2161.129 3 2161.128 0.0014 0 54.29 0.00016 K NYPEGHQAAAVLPVLDLAQR Q
1514 721.3839 2161.13 3 2161.128 0.0018 0 64.27 1.80E-05 K NYPEGHQAAAVLPVLDLAQR Q
1515 1081.573 2161.132 2 2161.128 0.004 0 84.54 1.50E-07 K NYPEGHQAAAVLPVLDLAQR Q
1582 1120.984 2239.954 2 2239.955 -0.0011 0 86.68 4.30E-08 R DTPENNPDTPFDFTPENYK R
1583 747.6588 2239.955 3 2239.955 0 0 40.74 0.0018 R DTPENNPDTPFDFTPENYK R
1585 1120.985 2239.955 2 2239.955 0.0001 0 80.01 2.10E-07 R DTPENNPDTPFDFTPENYK R
1586 1120.985 2239.955 2 2239.955 0.0001 0 40.3 0.0019 R DTPENNPDTPFDFTPENYK R
1673 1199.034 2396.054 2 2396.056 -0.0014 1 39.34 0.0032 R DTPENNPDTPFDFTPENYKR I
1675 799.6927 2396.056 3 2396.056 0.0006 1 47.36 0.00049 R DTPENNPDTPFDFTPENYKR I
1676 799.6927 2396.056 3 2396.056 0.0007 1 57.24 5.00E-05 R DTPENNPDTPFDFTPENYKR I
1715 1374.162 2746.309 2 2746.31 -0.0006 1 54.33 0.00015 R FC*C*EPAGGLTSLTEPPKGPGFGVQAGL -
1716 916.4442 2746.311 3 2746.31 0.0011 1 74.36 1.50E-06 R FC*C*EPAGGLTSLTEPPKGPGFGVQAGL -
1719 916.4452 2746.314 3 2746.31 0.0042 1 66.21 9.70E-06 R FC*C*EPAGGLTSLTEPPKGPGFGVQAGL -
1832 937.2011 3744.775 4 3744.773 0.0028 0 58.6 3.00E-05 K LFTLIEVEC*LGAC*VNAPM@VQINDNYYEDLTPK D
1869 1140.053 4556.184 4 4556.18 0.0037 1 34.51 0.0043 K VGETTPDKLFTLIEVEC*LGAC*VNAPMVQINDNYYEDLTPK D
1870 1144.053 4572.184 4 4572.175 0.0088 1 68.27 2.50E-06 K VGETTPDKLFTLIEVEC*LGAC*VNAPM@VQINDNYYEDLTPK D

Q00623 Apolipoprotein A-I 1009 36 18 30569 5.64 102 422.2377 842.4609 2 842.461 -0.0001 0 38.46 0.021 K LQELQGR L
371 520.7952 1039.576 2 1039.577 -0.0016 0 38.59 0.013 K ARPALEDLR H
395 524.2772 1046.54 2 1046.54 0.0001 0 55.77 0.00048 R LSPVAEEFR D
414 533.7458 1065.477 2 1065.477 0.0004 0 44.1 0.0037 R DFWDNLEK E
463 550.3136 1098.613 2 1098.615 -0.0019 1 38.33 0.016 R QKLQELQGR L
697 619.314 1236.614 2 1236.614 -0.0004 1 35.38 0.041 K WKEDVELYR Q
698 619.3143 1236.614 2 1236.614 0.0003 1 39.14 0.017 K WKEDVELYR Q
699 413.2121 1236.614 3 1236.614 0.0005 1 43.24 0.0063 K WKEDVELYR Q
701 413.2122 1236.615 3 1236.614 0.0008 1 42.3 0.0078 K WKEDVELYR Q
714 620.8137 1239.613 2 1239.614 -0.0007 0 64.01 4.40E-05 K DFANVYVDAVK D
715 620.8141 1239.614 2 1239.614 0.0001 0 57.81 0.00017 K DFANVYVDAVK D
716 620.8147 1239.615 2 1239.614 0.0013 0 68 1.60E-05 K DFANVYVDAVK D
780 633.8218 1265.629 2 1265.629 -0.0002 0 40.81 0.01 K VQPYLDEFQK K
849 649.3185 1296.623 2 1296.625 -0.0019 0 51.64 0.00082 R TQLAPHSEQMR E
850 649.3187 1296.623 2 1296.625 -0.0016 0 34.3 0.048 R TQLAPHSEQMR E
890 657.3159 1312.617 2 1312.619 -0.0022 0 52.93 0.00046 R TQLAPHSEQM@R E
892 657.316 1312.617 2 1312.619 -0.002 0 45.4 0.0027 R TQLAPHSEQM@R E
896 438.5469 1312.619 3 1312.619 -0.0004 0 33.02 0.044 R TQLAPHSEQM@R E
902 439.2298 1314.668 3 1314.668 0 0 43.35 0.0052 R HSLM@PMLETLK T
903 658.3411 1314.668 2 1314.668 0.0001 0 49.46 0.0013 R HSLM@PMLETLK T
905 658.3412 1314.668 2 1314.668 0.0004 0 56.25 0.00029 R HSLM@PMLETLK T
906 439.23 1314.668 3 1314.668 0.0005 0 40.88 0.01 R HSLM@PMLETLK T
907 658.3414 1314.668 2 1314.668 0.0006 0 40.17 0.012 R HSLM@PMLETLK T
940 666.3195 1330.624 2 1330.627 -0.0022 0 53.57 0.00036 K SNPTLNEYHTR A
947 444.5604 1330.659 3 1330.663 -0.0032 0 40.91 0.0085 R HSLM@PM@LETLK T
952 444.5616 1330.663 3 1330.663 0.0005 0 40.59 0.011 R HSLM@PM@LETLK T
965 670.8618 1339.709 2 1339.71 -0.0005 0 86.21 2.10E-07 K VAPLGAELQESAR Q
966 670.8619 1339.709 2 1339.71 -0.0003 0 79.97 9.00E-07 K VAPLGAELQESAR Q
968 670.862 1339.709 2 1339.71 -0.0001 0 90.49 7.80E-08 K VAPLGAELQESAR Q
970 670.8622 1339.71 2 1339.71 0.0004 0 40.44 0.0069 K VAPLGAELQESAR Q

1040 689.8285 1377.642 2 1377.645 -0.0021 1 49.47 0.0011 R QEM@NKDLEEVK Q
1165 489.9326 1466.776 3 1466.777 -0.0009 1 36.34 0.018 K VKDFANVYVDAVK D
1166 734.3953 1466.776 2 1466.777 -0.0008 1 74.73 2.50E-06 K VKDFANVYVDAVK D
1253 552.6058 1654.796 3 1654.795 0.0006 1 42.68 0.0041 K DFANVYVDAVKDSGR D
1852 1366.999 4097.975 3 4097.982 -0.0069 0 51.32 0.00013 R DYVSQFESSSLGQQLNLNLLENWDTLGSTVSQLQER L
1853 1025.502 4097.98 4 4097.982 -0.0016 0 66.76 3.70E-06 R DYVSQFESSSLGQQLNLNLLENWDTLGSTVSQLQER L

P20108 Thioredoxin-dependent peroxide reduct 183 6 6 28109 7.15 82 417.222 832.4294 2 832.429 0.0003 0 43.43 0.012 R SVEETLR L
336 511.2689 1020.523 2 1020.524 -0.0008 0 58.61 0.00023 K GTAVVNGEFK E
643 603.8332 1205.652 2 1205.652 0.0002 0 43.7 0.0045 K HLSVNDLPVGR S
793 636.3716 1270.729 2 1270.729 0.0001 0 56.91 0.00013 R GLFIIDPNGVVK H

1177 738.9073 1475.8 2 1475.798 0.0018 0 50.49 0.00069 R DYGVLLESAGIALR G
1755 1011.177 3030.508 3 3030.513 -0.0047 0 60.71 2.30E-05 K YLVLFFYPLDFTFVC*PTEIVAFSDK A



Spot# Protein ID Gene Name Accession # Fold change Mass pI Cell location/complex Biological process or functional role Notes
56 14-3-3 protein beta/alpha YWHAB Q9CQV8 -2.05 28069 4.77 cytoplasm signaling regulation
50 14-3-3 protein epsilon YWHAE P62259 -3.45 29155 4.63 cytoplasm signaling regulation
33 26S protease regulatory subunit 8 PSMC5 P62196 -5.39 45597 7.11 cytoplasm, nucleus protein degradation
27 26S proteasome non-ATPase regulatory subunit 13 PSMD13 Q9WVJ2 -1.82 42782 5.46 cytoplasm, nucleus protein degradation
66 26S proteasome non-ATPase regulatory subunit 9 PSMD9 Q9CR00 -4.11 24705 6.00 nucleus protein degradation
95 28S ribosomal protein S36, mitochondrial MRPS36 Q9CQX8 -19447 11094 9.99 mitochondria mitochondrial small ribosomal subunit
28 2-oxoisovalerate dehydrogenase subunit alpha, BCKDHA P50136 -4.27 45674 6.05 mitochondria amino acid catabolism
27 3'(2'),5'-bisphosphate nucleotidase 1 BPNT1 Q9Z0S1 -1.82 33175 5.54 unknown phosphatidylinositol phosphorylation

68,70,81 3,2-trans-enoyl-CoA isomerase, mitochondrial DCI P42125 -4.00 29110 7.77 mitochondria fatty acid beta-oxidation
54 3-hydroxyisobutyrate dehydrogenase, mitochondrial HIBADH Q99L13 39.87 31741 6.01 mitochondria pentose phosphate metabolism

29,32,33,35,36 3-ketoacyl-CoA thiolase, mitochondrial ACAA2 Q8BWT1 -1.53 41831 8.33 mitochondria fatty acid, lipid metabolism
25 40S ribosomal protein SA RPSA P14206 -1.94 32817 4.80 cytoplasm, nucleus, membr cytosolic small ribosomal subunit

8,17 60 kDa heat shock protein, mitochondrial HSPD1 P63038 -2.35 60917 5.91 mitochondria protein import, folding, and assembly
41,42,43 60S acidic ribosomal protein P0 RPLP0 P14869 -4.14 34195 5.91 cytoplasm, nucleus cytosolic large ribosomal subunit

90 60S acidic ribosomal protein P2 RPLP2 P99027 -15155 11644 4.42 cytoplasm, nucleus cytosolic large ribosomal subunit
7 6-phosphofructokinase PFKM P47857 2.21 85215 8.24 cytoplasm carbohydrate catabolism

60 6-phosphogluconolactonase PGLS Q9CQ60 -4.60 27237 5.55 cytoplasm carbohydrate catabolism
30,37 Acetyl-CoA acetyltransferase, mitochondrial ACAT1 Q8QZT1 -7.40 44787 8.71 mitochondria ketone body metabolism

3,4,5,6,7 Aconitate hydratase, mitochondrial ACO2 Q99KI0 2.32 85410 8.08 mitochondria carbohydrate catabolism
28,29 Actin, alpha cardiac muscle 1 ACTC1 P68033 -4.16 41992 5.23 contractile apparatus cardiac muscle contraction, cytoskeleton

8,9,10 Actin, aortic smooth muscle ACTA2 P62737 -3.60 41982 5.23 contractile apparatus smooth muscle contraction, cytoskeleton
26 Actin, cytoplasmic 1 ACTB P60710 -173.26 41710 5.29 cytostructure cytoskeleton

91,94 Acyl-coenzyme A thioesterase 13 ACOT13 Q9CQR4 -6.51 15173 8.95 cytoplasm, mitochondria fatty acid metabolism
29 Acyl-coenzyme A thioesterase 2 ACOT2 Q9QYR9 -4.00 49621 6.21 cytoplasm, mitochondria fatty acid metabolism
34 Acyl-coenzyme A thioesterase 9, mitochondrial ACOT9 Q9R0X4 -1.68 50528 8.74 cytoplasm, mitochondria fatty acid metabolism
29 Adenosine kinase ADK P55264 -4.00 40123 5.84 cytoplasm purine metabolism
28 Adenosylhomocysteinase AHCY P50247 -4.30 47657 6.08 cytoplasm one-carbon metabolism

68,69 Adenylate kinase 2, mitochondrial AK2 Q9WTP6 -3.23 26452 6.96 mitochondria nucleotide metabolism
62,63,76 Adenylate kinase isoenzyme 1 AK1 Q9R0Y5 -2.26 21526 5.67 cytoplasm nucleotide metabolism

51 Adiponectin ADIPOQ Q60994 -2.20 26842 5.30 secreted fat metabolism
44 Alcohol dehydrogenase [NADP+] AKR1A1 Q9JII6 -3.44 36545 6.90 cytoplasm alcohol metabolism
31 Alcohol dehydrogenase class-3 ADH5 P28474 -7.58 39522 6.97 cytoplasm alcohol metabolism

41,42,43 Aldose reductase AKR1B1 P45376 -4.14 35709 6.71 cytoplasm oxidoreductase, metabolism
29 Alpha-centractin ACTR1A P61164 -4.00 42587 6.19 cytostructure, cytoplasm cytoskeleton, microtubule based vesicle motility

83,84 Alpha-crystallin B chain CRYAB P23927 -5.06 20056 6.76 cytoplasm, nucleus chaperone, prevents aggregation of various proteins
19 Annexin A11 ANXA11 P97384 2.62 54077 7.53 cytoplasm, nucleus cytokinesis

42,43,46 Annexin A2 ANXA2 P07356 -3.41 38652 7.55 secreted extracellular matrix, basement membrane
9 Annexin A7 ANXA7 Q07076 -2.14 49907 5.91 membrane, cytoplasm promotes membrane fusion, involved in exocytosis

97 Apolipoprotein A-I APOA1 Q00623 -3.45 30567 5.64 secreted reverse transport of cholesterol
59 Apolipoprotein A-I-binding protein APOA1BP Q8K4Z3 -2.47 30953 7.59 secreted Interacts with APOA1, APOA2

30,37 Aspartate aminotransferase, cytoplasmic GOT1 P05201 -63.26 46202 6.68 cytoplasm amino acid biosynthesis
30,37 Aspartate aminotransferase, mitochondrial GOT2 P05202 -63.26 47381 9.13 mitochondria amino acid biosynthesis

12,13,14,15,16,17,18,19,20,21,22,23,24 ATP synthase subunit alpha, mitochondrial ATP5A1 Q03265
7.22         
-8.10

55310 8.28 mitochondria oxidative phosphorylation complex V

8,9 ATP synthase subunit beta, mitochondrial ATP5B P56480 -3.10 56265 5.20 mitochondria oxidative phosphorylation complex V
90 ATP synthase subunit delta, mitochondrial ATP5D Q9D3D9 -15155 17489 5.03 mitochondria oxidative phosphorylation complex V
96 ATP synthase subunit gamma, mitochondrial ATP5C1 Q91VR2 -13.61 32865 9.06 mitochondria oxidative phosphorylation complex V
86 ATP synthase subunit O, mitochondrial ATP5O Q9DB20 9.60 23349 10.00 mitochondria oxidative phosphorylation complex V

34,36 Beta-enolase ENO3 P21550 -2.10 46995 6.73 cytoplasm glycolysis
13,16 Bifunctional purine biosynthesis protein PURH ATIC Q9CWJ9 6.80 64177 6.30 cytoplasm purine biosynthesis

66 Bisphosphoglycerate mutase BPGM P15327 -4.10 29960 6.57 cytoplasm glycolysis
10 Calsequestrin-2 CASQ2 O09161 -8.00 48167 4.12 sarcoplasmic reticulum regulation of cardiac muscle contraction by calcium sequestration

68,70 Carbonic anhydrase 1 CA1 P13634 -5.32 28303 6.44 cytoplasm one-carbon metabolism
65,66 Carbonic anhydrase 2 CA2 P00920 -5.35 29014 6.49 cytoplasm one-carbon metabolism
71,72 Carboxymethylenebutenolidase homolog CMBL Q8R1G2 -3.20 27884 6.71 cytoplasm hydrolase

12,13,15,16 Carnitine O-acetyltransferase CRAT P47934 22.40 70879 8.52 endoplasmic reticulum fatty acid, lipid metabolism
31 Cat eye syndrome critical region protein 5 homolog CECR5 Q91WM2 -7.58 44930 7.35 mitochondria unknown
17 Catalase CAT P24270 9.17 59728 7.72 peroxisome hydrogen peroxide catabolism

62,63 Catechol O-methyltransferase COMT O88587 -2.09 29477 5.52 cytoplasm catecholamine metabolism
94 CDGSH iron sulfur domain-containing protein 1 CISD1 Q91WS0 -9005 12089 9.17 mitochondria oxidative phosphorylation (Fe-S cluster regulation)
53 Citrate lyase subunit beta-like protein, mitochondrial CLYBL Q8R4N0 -2.44 35412 7.78 mitochondria aromatic compound metabolism

35,36 Citrate synthase, mitochondrial CS Q9CZU6
1.67         
-3.38

51703 8.72 mitochondria tricarboxylic acid cycle

89 Cofilin-1 CFL1 P18760 -1.90 18548 8.22 cytoskeleton regulates actin cytoskeleton dynamics, cytokinesis
96 Coiled-coil-helix-coiled-coil-helix domain-containing protein 3 CHCHD3 Q9CRB9 -13.61 26318 8.56 mitochondria maint. of mito crista integrity and function, regulation of BAG1 transcription
93 COX assembly mitochondrial protein homolog CMC1 Q9CPZ8 107.01 12544 8.52 mitochondria oxidative phosphorylation (COX assembly)
28 Creatine kinase B-type CKB Q04447 -4.27 42686 5.40 cytoplasm energy transduction (phosphate)

29,32,33 Creatine kinase M-type CKM P07310 -3.55 43018 6.58 cytoplasm energy transduction (phosphate)
35 Creatine kinase, sarcomeric mitochondrial CKMT2 Q6P8J7 1.67 47443 8.64 cytoplasm energy transduction (phosphate)
32 Cysteine desulfurase, mitochondrial NFS1 Q9Z1J3 -3.01 45348 6.86 mitochondria cysteine biosynthesis
1 Cysteinyl-tRNA synthetase, cytoplasmic CARS Q9ER72 -2.19 94800 6.32 cytoplasm protein biosynthesis, cysteine tRNA aminoacylation

9,10 Cytochrome b-c1 complex subunit 1 UQCRC1 Q9CZ13 -3.66 52735 5.75 mitochondria oxidative phosphorylation complex III
36 Cytochrome b-c1 complex subunit 2, mitochondrial UQCRC2 Q9DB77 -3.40 48205 9.26 mitochondria oxidative phosphorylation complex III
95 Cytochrome b-c1 complex subunit 7 UQCRB Q9D855 -19447 13519 9.10 mitochondria oxidative phosphorylation complex III

79,80 Cytochrome b-c1 complex subunit Rieske, mitochondrial UQCRFS1 Q9CR68 -4.16 29349 8.91 mitochondria oxidative phosphorylation complex III

54,55 Cytochrome c1, heme protein, mitochondrial CYC1 Q9D0M3
39.87        
-2.03

27276 6.50 mitochondria oxidative phosphorylation complex III

10 Cytosolic non-specific dipeptidase CNDP2 Q9D1A2 -7.95 52734 5.43 cytoplasm proteolysis
11,12 Delta-1-pyrroline-5-carboxylate dehydrogenase ALDH4A1 Q8CHT0 5.12 61772 8.58 mitochondria proline metabolism

41 Delta-aminolevulinic acid dehydratase ALAD P10518 -5.63 36000 6.32 cytoplasm heme byosynthesis (porphyrin metabolism)
89 Destrin DSTN Q9R0P5 -1.90 18509 8.14 cytostructure actin filament depolymerization

12,15 Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydroDLAT Q8BMF4 65.10 67899 8.81 mitochondria tricarboxylic acid cycle
18 Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate DLST Q9D2G2 -7.34 48963 9.11 mitochondria tricarboxylic acid cycle

68,70 Dihydropteridine reductase QDPR Q8BVI4 -5.32 25554 7.67 mitochondria tetrahydrobiopterin biosynthesis
13 Dihydropyrimidinase-related protein 2 DPYSL2 O08553 5.00 62239 5.95 cytoplas cytoskeleton organization
84 Dual specificity protein phosphatase 3 DUSP3 Q9D7X3 -6.11 20459 6.07 nucleus dephosphorylates ERK1 and ERK2
9 Dynactin subunit 2 DCTN2 Q99KJ8 -2.14 44090 5.14 cytoplasm, cytoskeleton mitotic spindle organization

51 EF-hand domain-containing protein D2 EFHD2 Q9D8Y0 -2.20 26775 5.01 membrane negative regulator of canonical NF-kappa-B-activating branch

53,54 Electron transfer flavoprotein subunit alpha, ETFA Q99LC5
39.87        
-3.44

32366 7.10 mitochondria mitochondrial electron transfer

81,96 Electron transfer flavoprotein subunit beta ETFB Q9DCW4 -6.92 27606 8.24 mitochondria mitochondrial electron transfer
12,13,16 Electron transfer flavoprotein-ubiquinone oxidoreductase ETFDH Q921G7 12.31 68048 7.34 mitochondria mitochondrial electron transfer

50 Elongation factor 1-beta EEF1B O70251 -3.45 24678 4.53 cytoplasm protein biosynthesis, translation elongation
39 Elongation factor 1-delta EEF1D P57776 -380 31274 4.91 cytoplasm protein biosynthesis, translation elongation

1,2 Elongation factor G 1, mitochondrial GFM1 Q8K0D5 -3.05 83496 6.48 mitochondria protein biosynthesis, translation elongation
52 Elongation factor Ts, mitochondrial TSFM Q9CZR8 -4.37 35312 6.62 mitochondria protein biosynthesis, translation elongation

28,29,33 Elongation factor Tu, mitochondrial TUFM Q8BFR5 -4.61 49477 7.23 mitochondria protein biosynthesis, translation elongation
65 Enoyl-CoA hydratase domain-containing protein 2, mitochondrial ECHDC2 Q3TLP5 -915.34 31832 9.03 mitochondria fatty acid, lipid metabolism

68,69,70,81 Enoyl-CoA hydratase, mitochondrial ECHS1 Q8BH95 -3.49 31454 8.76 mitochondria fatty acid, lipid metabolism
17 Epoxide hydrolase 2 EPHX2 P34914 9.17 29755 7.63 cytoplasm, peroxisome aromatic hydrocarbon catabolism, lipid metabolism

91,92,93 Fatty acid-binding protein, adipocyte FABP4 P04117 270.24 28474 7.78 cytoplasm, nucleus lipid transport chaperone
79,80 Flavin reductase BLVRB Q923D2 -4.16 22183 6.49 cytoplasm oxidoreductase, NADPH-dependent flavin reduction
37,38 Fructose-bisphosphate aldolase A ALDOA P05064 -8.10 39331 8.31 cytoplasm glycolysis

20,34,36 Fumarate hydratase, mitochondrial FH P97807
1444         
-2.10

49935 7.88 mitochondria tricarboxylic acid cycle

53 Fumarylacetoacetate hydrolase domain-containing protein 2A FAHD2 Q3TC72 -2.44 31919 6.42 mitochondria hydrolase

20,21,22 Glutamate dehydrogenase 1, mitochondrial GLUD1 P26443
9.50         

-259.9
55912 6.71 mitochondria tricarboxylic acid cycle, glutamine anaplerosis

32 Glutamine synthetase GLUL P15105 3.01 42092 6.64 cytoplasm, mitochondria glutamine biosynthesis
26,27 Glutaredoxin-3 GLRX3 Q9CQM9 -2.17 37745 5.42 cytoplasm oxidoreductase

76 Glutathione peroxidase 1 GPX1 P11352 -2.52 22316 6.74 cytoplasm oxidoreductase
72,77,78,82 Glutathione S-transferase Mu 1 GSTM1 P10649 -3.10 25953 7.71 cytoplasm oxidoreductase

79 Glutathione S-transferase Mu 2 GSTM2 P15626 -6.44 25700 6.90 cytoplasm oxidoreductase
73 Glutathione S-transferase Mu 5 GSTM5 P48774 -3.80 26617 6.82 cytoplasm oxidoreductase
55 Glutathione S-transferase omega-1 GSTO1 O09131 -2.03 27480 6.92 cytoplasm oxidoreductase

43,47,48,49 Glyceraldehyde-3-phosphate dehydrogenase GAPDH P16858
2.06         
-3.27

35787 8.45 cytoplasm glycolysis

26 Glycogenin-1 GYG1 Q9R062 -173.26 37378 5.06 cytoplasm glycogen biosynthesis
3 Glycyl-tRNA synthetase GARS Q9CZD3 -2.82 81826 6.24 cytoplasm protein biosynthesis, glycine tRNA synthesis

43 Glyoxylate reductase/hydroxypyruvate reductase GRHPR Q91Z53 -3.27 35306 7.57 cytoplasm oxidoreductase
63,76 GrpE protein homolog 1, mitochondrial GRPEL1 Q99LP6 -2.81 21302 6.12 mitochondria chaperone for protein import into mitochondrial matrix

25 H-2 class I histocompatibility antigen, Q10 alpha chain H2-Q10 P01898 -1.94 37277 5.13 membrane antigen presentation
65 Haloacid dehalogenase-like hydrolase domain-containing protein 3 HDHD3 Q9CYW4 -915.43 28009 6.31 mitochondria hydrolase

59,61,72,73,74,77,78 Heat shock protein beta-1 HSPB1 P14602 -3.75 23000 6.12 cytoplasm, nucleus chaperone, stress resistance and actin organization
83 Heat shock protein beta-2 HSPB2 Q99PR8 -2.68 20392 5.27 cytoplasm, nucleus stress response, may enhance DMPK activity
87 Heat shock protein beta-6 HSPB6 Q5EBG6 -19.12 17510 5.64 cytoplasm, nucleus stress response, regulation of muscle contraction
9 Hsc70-interacting protein ST13 Q99L47 -2.14 41630 5.19 cytoplasm chaperone cofactor-dependent protein refolding
9 Hsp90 co-chaperone Cdc37 CDC37 Q61081 -2.14 44565 5.24 cytoplasm kinase co-chaperone, promotes interaction with Hsp90 complex

68 Hydroxyacylglutathione hydrolase HAGH Q99KB8 -8.37 34062 7.66 cytoplasm, mitochondria glutathione biosynthesis
17 Hydroxysteroid dehydrogenase-like protein 2 HSDL2 Q2TPA8 9.17 54174 6.31 peroxisome oxidoreductase

72,73 Hypoxanthine-guanine phosphoribosyltransferase HPRT1 P00493 -3.43 24555 6.21 cytoplasm purine metabolism
31 Isobutyryl-CoA dehydrogenase, mitochondrial ACAD8 Q9D7B6 -7.58 42750 7.19 mitochondria amino acid catabolism
86 Isochorismatase domain-containing protein 2A, mitochondrial ISOC2A P85094 9.60 22403 8.25 cytoplasm, mitochondria, nuprotein destabilization

26,27 Isocitrate dehydrogenase [NAD] subunit alpha, IDH3A Q9D6R2 -2.17 39613 6.27 mitochondria tricarboxylic acid cycle
38 Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial IDH3G P70404 -5.32 42758 9.17 mitochondria tricarboxylic acid cycle

32,33 Isocitrate dehydrogenase [NADP] cytoplasmic IDH1 O88844 -3.50 46630 6.48 cytoplasm tricarboxylic acid cycle

22,23,24,34,36 Isocitrate dehydrogenase [NADP], mitochondrial IDH2 P54071
8.73         
-2.10

46622 8.49 mitochondria tricarboxylic acid cycle

11 Isoform M1 of Pyruvate kinase isozymes M1/M2 PKM2 P52480-2 2.46 57948 6.69 cytoplasm glycolysis
17 Isoform M2 of Pyruvate kinase isozymes M1/M2 PKM2 P52480 9.17 57808 7.18 cytoplasm, nucleus glycolysis

28,29,30 Isovaleryl-CoA dehydrogenase, mitochondrial IVD Q9JHI5 -3.41 42971 6.29 mitochondria leucine catabolism
62 Lactoylglutathione lyase GLO1 Q9CPU0 -1.80 20796 5.24 cytoplasm glutathione metabolism

13,17 LIM domain-binding protein 3 LDB3 Q9JKS4 6.43 76383 7.96 cytoplasm signaling (may couple PKC to cytoskeleton)
46 L-lactate dehydrogenase A chain LDHA P06151 -2.90 36475 7.62 cytoplasm glycolysis

41,42,43 L-lactate dehydrogenase B chain LDHB P16125 -4.14 36549 5.70 cytoplasm glycolysis
28,29,30,31,32 Long-chain specific acyl-CoA dehydrogenase ACADL P51174 -3.50 44627 6.50 mitochondria fatty acid beta-oxidation

82 MACRO domain-containing protein 1 MACROD1 Q922B1 -5.56 20167 6.58 mitochondria hydrolase (protein de-ADP-ribosylation)
40,41,43 Malate dehydrogenase, cytoplasmic MDH1 P14152 -4.30 36448 6.16 cytoplasm tricarboxylic acid cycle

43,46,47,48,49 Malate dehydrogenase, mitochondrial MDH2 P08249
2.06         
-3.08

35589 8.93 mitochondria tricarboxylic acid cycle

SUPPLEMENTAL TABLE S2 - Identities of proteins differentially expressed with or without cell therapy



29,30,32 Medium-chain specific acyl-CoA dehydrogenase ACADM P45952 -3.03 43592 7.69 mitochondria fatty acid beta-oxidation
59 Metaxin-2 MTX2 O88441 -2.47 29739 5.44 mitochondria protein transport into mitochondria
3 Methylcrotonoyl-CoA carboxylase subunit alpha MCCC1 Q99MR8 -2.82 79293 7.70 mitochondria leucine catabolism

18,19 Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial ALDH6A1 Q9EQ20
2.62         
-7.34

54605 7.02 mitochondria  valine and pyrimidine metabolism

27 Methylthioribose-1-phosphate isomerase MRI1 Q9CQT1 -1.82 39386 5.60 cytoplasm methionine biosynthesis via salvage pathway
13 Mitochondrial inner membrane protein IMMT Q8CAQ8 5.00 83848 6.18 mitochondrial membrane Ca ion homeostasis
20 Mitochondrial-processing peptidase subunit alpha PMPCA Q9DC61 1444 54712 5.85 mitochondria peptidase, cleaves transit peptides from mito protein precursors
31 Mitogen-activated protein kinase 1 MAPK1 P63085 -7.58 41249 6.50 cytoplasm signaling kinase
3 Moesin MSN P26041 -2.82 67725 6.22 cytostructure connections of cytoskeletal structures to plasma membrane

32,33 Multifunctional protein ADE2 PAICS Q9DCL9 -3.50 47040 6.94 cytoplasm purine biosynthesis
57,58,59 Myosin light chain 3 MYL3 P09542 -2.61 22407 5.03 contractile apparatus cardiac muscle contraction, regulatory light chain

29 NAD kinase 2, mitochondrial NADK2 Q8C5H8 -4.00 50827 8.31 mitochondria phosphorylates NAD+ to NADP+
96 NAD(P)H dehydrogenase [quinone] 1 NQO1 Q64669 -13.41 30940 8.74 cytoplasm oxidoreductase

27,29,31 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10 NDUFA10 Q99LC3 -3.30 40578 7.63 mitochondria oxidative phosphorylation complex I
91,92 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 11 NDUFA11 Q9D8B4 460.41 14972 8.63 mitochondria oxidative phosphorylation complex I

94 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 NDUFA6 Q9CQZ5 -9005 15273 10.10 mitochondria oxidative phosphorylation complex I
94 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7 NDUFA7 Q9Z1P6 -9005 12568 10.17 mitochondria oxidative phosphorylation complex I
86 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 10 NDUFB10 Q9DCS9 9.60 21010 8.19 mitochondria oxidative phosphorylation complex I
85 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9 NDUFB9 Q9CQJ8 1386.3 21970 7.67 mitochondria oxidative phosphorylation complex I

20,22,23 NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial NDUFV1 Q91YT0 9.84 50802 8.51 mitochondria oxidative phosphorylation complex I
97 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial NDUFV2 Q9D6J6 -3.45 27268 7.00 mitochondria oxidative phosphorylation complex I

28,33 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial NDUFS2 Q91WD5 -4.81 49229 5.89 mitochondria oxidative phosphorylation complex I
60,70 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial NDUFS3 Q9DCT2 -4.61 30131 6.67 mitochondria oxidative phosphorylation complex I

94 NADH dehydrogenase [ubiquinone] iron-sulfur protein 5 NDUFS5 Q99LY9 -9005 12639 9.10 mitochondria oxidative phosphorylation complex I
62 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial NDUFS8 Q8K3J1 -1.80 24023 5.89 mitochondria oxidative phosphorylation complex I

11,12,13 NADP-dependent malic enzyme ME1 P06801 5.10 63958 7.16 cytoplasm oxidoreductase, malate metabolism to pyruvate
55 Nitrilase homolog 2 NIT2 Q9JHW2 -2.03 30483 6.44 cytoplasm omega-amidase activity (nitrogen metabolism)

88,89 Nucleoside diphosphate kinase B NME2 Q01768 -2.10 17352 6.97 cytoplasm nucleotide metabolism
33 Obg-like ATPase 1 OLA1 Q9CZ30 -5.29 44701 7.64 cytoplasm ATP and GTP catabolism

28,33 Ornithine aminotransferase OAT P29758 -4.81 45790 5.73 mitochondria proline biosynthesis
9 Peptidase M20 domain-containing protein 2 PM20D2 A3KG59 -2.14 46452 5.15 unknown hydrolase

86 Peroxiredoxin-1 PRDX1 P35700 9.60 22162 8.26 cytoplasm oxidoreductase
62 Peroxiredoxin-2 PRDX2 Q61171 -1.80 21765 5.20 cytoplasm oxidoreductase
89 Peroxiredoxin-5, mitochondrial PRDX5 P99029 -1.90 17014 7.70 mitochondria oxidoreductase

61,72,73,74,77,79 Peroxiredoxin-6 PRDX6 O08709 -4.30 24855 5.71 cytoplasm oxidoreductase

1,12,13,16 Phosphoglucomutase-1 PGM1 Q9D0F9
12.31        
-2.19

61479 6.30 cytoplasm carbohydrate, glucose metabolism (G1P to G6P)

29,32,35,36 Phosphoglycerate kinase 1 PGK1 P09411
1.67         
-3.23

44522 8.02 cytoplasm glycolysis

67,68,69 Phosphoglycerate mutase 1 PGAM1 Q9DBJ1 -3.92 28814 6.67 cytoplasm glycolysis
96 Phosphoglycerate mutase 2 PGAM2 O70250 -13.41 28809 8.65 cytoplasm glycolysis
39 Phosphoglycolate phosphatase PGP Q8CHP8 -379.6 34519 5.21 cytoplasm carbohydrate metabolism
70 Phosphomannomutase 2 PMM2 Q9Z2M7 -4.62 27639 6.01 cytoplasm mannose biosynthesis
31 Phosphotriesterase-related protein PTER Q60866 -7.58 39193 6.18 cytoplasm hydrolase
31 Poly(rC)-binding protein 1 PCBP1 P60335 -7.58 37474 6.66 nucleus ribonucleoprotein, mRNA processing

8,10 Polymerase I and transcript release factor PTRF O54724 -4.21 43927 5.43 membrane transcription regulation and termination
1 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1 Q8K1R3 -2.19 80803 6.68 cytoplasm, mitochondria mRNA processing

91,92,93 Profilin-1 PFN1 P62962 270.24 14948 8.46 cytostructure actin cytoskeleton organization
61,65,66 Prohibitin PHB P67778 -7.00 29802 5.57 mitochondria inhibition of DNA synthesis

26 Prostaglandin reductase 2 PTGR2 Q8VDQ1 -173.26 37991 5.27 cytoplasm prostaglandin metabolism
65 Proteasome activator complex subunit 1 PSME1 P97371 -915.43 28655 5.73 proteasome protein degradation
80 Proteasome subunit alpha type-2 PSMA2 P49722 -2.53 25909 8.39 proteasome protein degradation

65,66 Proteasome subunit alpha type-3 PSMA3 O70435 -5.35 28387 5.29 proteasome protein degradation
75,80 Proteasome subunit beta type-3 PSMB3 Q9R1P1 -2.66 22949 6.15 proteasome protein degradation

64 Proteasome subunit beta type-7 PSMB7 P70195 -3.67 25252 5.84 proteasome protein degradation
27 Protein ADP-ribosylarginine hydrolase-like protein 1 ADPRHL1 Q8BGK2 -1.82 39860 5.62 unknown hydrolase (protein de-ADP-ribosylation)
9 Protein disulfide-isomerase A6 PDIA6 Q922R8 -2.14 48070 5.00 endoplasmic reticulum chaperone, rearranges protein disulfide bonds

63,76 Protein DJ-1 PARK7 Q99LX0 -2.81 20008 6.32 cytoplasm, mitochondria, nuchaperone, hydrolase, protease
79,80 Protein-L-isoaspartate(D-aspartate) O-methyltransferase PCMT1 P23506 -4.16 24619 7.10 cytoplasm repair and/or degradation of damaged proteins

60 Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial CLPP O88696 -4.60 29781 7.05 mitochondria catabolism of misfolded or incompletely synthesized proteins
28,33 Pyruvate dehydrogenase [lipoamide] kinase isozyme 1, mitochondrial PDK1 Q8BFP9 -4.81 46159 6.46 mitochondria tricarboxylic acid cycle regulation

32 Pyruvate dehydrogenase [lipoamide] kinase isozyme 2, mitochondrial PDK2 Q9JK42 -3.01 46039 6.13 mitochondria tricarboxylic acid cycle regulation
28,29,30,32,33,34 Pyruvate dehydrogenase E1 component subunit alpha, somatic PDHA1 P35486 -2.56 40180 6.78 mitochondria tricarboxylic acid cycle

27 Pyruvate dehydrogenase E1 component subunit beta, PDHB Q9D051 -1.82 38912 6.41 mitochondria tricarboxylic acid cycle
10 Pyruvate dehydrogenase protein X component PDHX Q8BKZ9 -7.96 53965 7.63 mitochondria tricarboxylic acid cycle
70 Regulator of microtubule dynamics protein 1 FAM82B Q9DCV4 -4.62 34978 8.85 cytoskeleton microtubule binding

20,21 Retinal dehydrogenase 1 ALDH1A1 P24549
1444         

-259.9
54433 7.92 cytoplasm cofactor, retinol metabolism

58 Rho GDP-dissociation inhibitor 1 ARHGDIA Q99PT1 -4.10 23393 5.12 cytoplasm GTPase activation, Rho signal transduction
71 Ribosyldihydronicotinamide dehydrogenase [quinone] NQO2 Q9JI75 -2.70 26231 6.54 cytoplasm oxidoreductase

19,20,21 Sarcalumenin (NOTE: carboxy-terminal fragment only) SRL Q7TQ48
4.00         

-259.9
99123 4.39 sarcoplasmic reticulum regulation of calcium transport

20 Selenium-binding protein 1 SELENBP1 P17563 1444 52480 5.87 nucleus, cytoplasm Se-binding, intra-Golgi protein transport
59,61,71 Sepiapterin reductase SPR Q64105 -3.80 27865 5.58 cytoplasm tetrahydrobiopterin biosynthesis

53 S-formylglutathione hydrolase ESD Q9R0P3 -2.44 31299 6.70 cytoplasm formaldehyde catabolism
30,31 Short-chain specific acyl-CoA dehydrogenase ACADS Q07417 -3.89 42231 7.12 mitochondria fatty acid beta-oxidation

31 Sorbitol dehydrogenase SORD Q64442 -7.58 38225 6.56 mitochondria fructose biosynthesis

20,21 Sorting and assembly machinery component 50 homolog SAMM50 Q8BGH2
1444         

-259.9
51831 6.34 mitochondria protein import into mitochondrial outer membrane

14 Succinate dehydrogenase [ubiquinone] flavoprotein subunit SDHA Q8K2B3 14.68 72539 7.06 mitochondria tricarboxylic acid cycle
96 Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial SDHB Q9CQA3 -13.46 31793 8.96 mitochondria tricarboxylic acid cycle
18 Succinate-semialdehyde dehydrogenase ALDH5A1 Q8BWF0 -7.34 52011 7.12 mitochondria oxidoreductase
29 Succinyl-CoA ligase [ADP-forming] subunit beta SUCLA2 Q9Z2I9 -3.98 50082 6.57 mitochondria tricarboxylic acid cycle

18,19 Succinyl-CoA:3-ketoacid-coenzyme A transferase 1, OXCT1 Q9D0K2
2.62         
-7.34

51876 7.01 mitochondria ketone catabolism

86 Superoxide dismutase [Mn], mitochondrial SOD2 P09671 9.60 22222 7.30 mitochondria oxidoreductase
19 T-complex protein 1 subunit beta CCT2 P80314 2.62 57441 5.97 cytoplasm chaperone, assists protein folding upon ATP hydrolysis
11 T-complex protein 1 subunit epsilon CCT5 P80316 2.45 59586 5.72 cytoplasm chaperone, assists protein folding upon ATP hydrolysis
16 T-complex protein 1 subunit gamma CCT3 P80318 14.84 60591 6.28 cytoplasm chaperone, assists protein folding upon ATP hydrolysis
59 Thiamin pyrophosphokinase 1 TPK1 Q9R0M5 -2.47 27051 5.44 cytoplasm, mitochondria thiamine metabolism
97 Thioredoxin-dependent peroxide reductase, mitochondrial PRDX3 P20108 -3.45 21564 5.73 mitochondria oxidoreductase
39 Thioredoxin-like protein 1 TXNL1 Q8CDN6 -380 32217 4.84 cytoplasm oxidoreductase
14 Transketolase TKT P40142 14.68 67588 7.23 cytoplasm pentose phosphate metabolism

65,66, Translational activator of cytochrome c oxidase 1 TACO1 Q8K0Z7 -5.35 32293 8.35 mitochondria translation regulation
6,7 Trifunctional enzyme subunit alpha HADHA Q8BMS1 2.42 78765 9.06 mitochondria fatty acid beta-oxidation
36 Trifunctional enzyme subunit beta, mitochondrial HADHB Q99JY0 -3.38 47578 9.24 mitochondria fatty acid beta-oxidation

59,61,71,72,73,74,77,78,82 Triosephosphate isomerase TPI1 P17751 -3.80 26696 6.90 cytoplasm glycolysis

18,19,20,21,22 Tripartite motif-containing protein 72 TRIM72 Q1XH17
5.22         
-8.09

52783 6.01 membrane exocytosis, transport, nucleation of protein membrane repair machinery

39 Tropomyosin alpha-1 chain TPM1 P58771 -380 32661 4.69 contractile apparatus Ca-dependent regulation of striated muscle contraction
50 Tropomyosin alpha-4 chain TPM4 Q6IRU2 -3.45 28450 4.65 contractile apparatus Ca-dependent regulation of striated muscle contraction

65,66,96 Troponin I, cardiac muscle TNNI3 P48787 -9.50 24244 9.57 contractile apparatus confers Ca-sensitivity to striated muscle actomyosin ATPase activity
30 Troponin T, cardiac muscle TNNT2 P50752 -2.72 35804 4.98 contractile apparatus confers Ca-sensitivity to striated muscle actomyosin ATPase activity
8 Tubulin alpha-1B chain TUBA1B P05213 -3.57 50120 4.94 cytoskeleton major microtubule constituent, GTP binding

10 Tubulin alpha-4A chain TUBA4A P68368 -7.95 49892 4.95 cytoskeleton major microtubule constituent, GTP binding
8,10 Tubulin beta-2C chain TUBB2C P68372 -4.21 49799 4.79 cytoskeleton major microtubule constituent, GTP binding

55 Ubiquinone biosynthesis methyltransferase COQ5, mitochondrial COQ5 Q9CXI0 -2.03 31700 5.53 mitochondria ubiquinone biosynthesis
87 Ubiquinone biosynthesis protein COQ7 homolog COQ7 P97478 -19.12 20495 5.64 mitochondria ubiquinone biosynthesis
51 Ubiquinone biosynthesis protein COQ9, mitochondrial COQ9 Q8K1Z0 -2.20 35061 5.60 mitochondria ubiquinone biosynthesis
58 Ubiquitin carboxyl-terminal hydrolase isozyme L1 UCHL1 Q9R0P9 -4.07 24822 5.14 cytoplasm ubiquitination pathway
57 Ubiquitin carboxyl-terminal hydrolase isozyme L3 UCHL3 Q9JKB1 -2.18 26135 4.96 cytoplasm ubiquitination pathway
63 Ubiquitin-conjugating enzyme E2 K UBE2K P61087 -4.70 22393 5.33 cytoplasm ubiquitination pathway
71 UPF0568 protein C14orf166 homolog C14ORF166 Q9CQE8 -2.70 28135 6.40 nucleus transcription regulation

19,21,22 UTP--glucose-1-phosphate uridylyltransferase UGP2 Q91ZJ5
4.18         

-259.9
56944 7.18 cytoplasm metabolism, glucosyl donor

84 Vacuolar protein sorting-associated protein 29 VPS29 Q9QZ88 -6.11 20483 6.29 cytoplasm protein transport, endosome to trans-Golgi network
12,13,14,15,16 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial ACADVL P50544 21.24 66337 7.72 mitochondria fatty acid beta-oxidation

49 Voltage-dependent anion-selective channel protein 1 VDAC1 Q60932 1.70 30737 8.62 membrane ion transport, outer mitochondrial and plasma membrane
53 Voltage-dependent anion-selective channel protein 2 VDAC2 Q60930 -2.44 31713 7.44 mitochondria ion transport, outer mitochondrial membrane
14 WD repeat-containing protein 1 WDR1 O88342 14.68 66365 6.11 cytoskeleton disassembly of actin filaments
10 Xaa-Pro dipeptidase PEPD Q11136 -8.00 54993 5.50 cytoplasm collagen degradation
31 Zinc-binding alcohol dehydrogenase domain-containing protein 2 ZADH2 Q8BGC4 -7.60 40503 7.01 peroxisome oxidoreductase
8 Alpha-2-HS-glycoprotein AHSG P29699 -3.57 37302 6.04 secreted endocytosis, Ca-phosphate transport Contaminant

39 Annexin A5 ANXA5 P48036 -379.6 35730 4.83 secreted anticoagulant in blood Contaminant
14,15 Complement C3 C3 P01027 51.34 70640 7.35 secreted activation of complement system Contaminant

25 Haptoglobin HP Q61646 -1.94 38727 5.88 secreted hemoglobin binding for heme recycling Contaminant
93 Hemoglobin subunit beta-1 HBB-B1 P02088 107.01 15830 7.12 cytoplasm of red blood cellsoxygen transport Contaminant
91 Hemoglobin subunit beta-2 HBB-B2 P02089 407.10 15868 7.85 cytoplasm of red blood cellsoxygen transport Contaminant
90 Myoglobin MB P04247 -15155 17059 7.07 cytoplasm of red blood cellsoxygen transport Contaminant

1,2,4,5,6,7 Serotransferrin TF Q921I1
2.40         
-3.04

76674 6.94 secreted Fe-binding transport Contaminant

8 Vitamin D-binding protein GC P21614 -3.57 53565 5.39 secreted vitamin D transport Contaminant


