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Both Experiments

Experiment A

Experiment B

Molecular Sequence

Gene Systematic Weight  Coverage Unique Ratio L/H Unique Ratio L/H Unique Ratio L/H
Name Name [kDa] [%] PEP Peptides  Peptides RatioL/H  Normalized | Peptides Peptides RatioL/H  Normalized | Peptides Peptides RatioL/H  Normalized
COX19 YLLO18C-A 11.105 33.7 3.42E-09 3 3 35.42 20.17 2 2 36.08 20.72 2 2 19.84 14.39
COX11  YPLIZ2W  34.044 18 1.06E-135 5 5 17.08 10.81 4 4 17.05 10.77 3 3 21.00 14.66
TEE YBR118W 50.032 24 5.59E-02 1 1 3.48 2.44 1 1 6.07 3.77 1 1 1.97 1.54
MCRL  YKLISOW 34137  57.3  912B:2%6 14 14 2.76 1.78 13 13 493 311 12 12 1.61 1.24
AIM9 YEROSOW 72.413 22 8.90E-11 1 1 3.00 1.77 1 1 2.67 1.57 1 1 16.49 11.78
IDP1 YDLOG66W 48.19 28.3 2.74E-98 9 7 2.59 1.76 8 3.65 2.16 9 7 1.75 1.28
RPL23A YBLOS7C 14.473 5.8 1.78E-01 1 1 2.50 1.74 0 0 not found not found 1 1 2.50 1.74
BBC1 YJL020C 128.29 169  0.00E+00 17 17 2.68 171 14 14 2.90 182 13 13 1.76 134
CCP1 YKROBEC 40.352 21.9 3.29E-30 6 6 2.78 1.71 6 6 2.86 1.75 1 1 1.72 1.29
MYO3  YKL129C 142.45 29 1.41E-23 ) 5 2.57 1.54 2 ) 2.76 1.65 ) ) 1.36 1.00
NPR1 YNL183C 85.989 3.7 6.96E-02 2 2 2.60 1.53 5 2 2.60 1.53 0 0 not found not found
FSF1 YOR271C 35.414 9.8 3.46E-02 2 2 2.61 1.50 2 2 2.61 1.50 0 0 not found not found
YMR31 YFRO49W 13.689 7.3 8.07E-01 1 1 2.07 1.49 0 0 not found  not found 1 1 2.07 1.49
$PG1 YGR236C 10.545 137  9.41E-06 n 1 2.58 1.49 1 1 2.65 1.55 1 1 1.31 0.96
PRX1 YBLOGAC 29.495 s02 1736253 10 10 1.95 1.48 8 8 2.20 1.40 9 9 1.83 1.50
HSP10 YOR020C 11.372 10.4 1.73E-20 1 1 1.88 1.47 0 0 not found not found 1 1 1.88 1.47
ACO1  YLR304C 85367 339 610154 19 19 1.89 1.43 10 10 2.03 1.25 19 19 1.84 1.47
MRM1 YOR201C 46.387 10.9 9.29E-18 2 2 242 1.42 5 2 242 1.42 0 0 not found not found
RPL32  YBLO92W 14.771 ’3.8 6.81E-22 4 4 2.09 1.42 4 4 243 1.51 3 3 1.55 127
TIM17 YIL143W 16.584 15.2 8.78E-04 1 1 2.12 1.38 1 1 2.12 1.38 0 0 not found not found
QCR10  YHROOIW-A  8.5928 26 7:91E-15 2 2 1.88 1.38 2 2 184 116 2 2 1.95 1.57
MMFL  YILOS1C 15.908 6.2 8.60E-07 1 1 1.99 1.38 1 n 1.95 1.12 n n 211 1.75
YHM2  YMR241W 34184 325  2.58E-301 8 8 2.19 1.38 8 8 2.28 1.41 5 5 1.51 1.16
CDCA2  YLR229C 21.322 9.4 2.64E-09 5 5 2.02 1.36 1 1 2.02 1.23 5 5 2.01 1.44
PDA1 YER178W 46.343 26 6.38E-19 1 1 1.80 1.36 0 0 not found not found 1 1 1.80 1.36
TDHL  YILOS2W 35.75 614  000E+00 19 14 1.87 1.36 18 13 1.96 1.22 16 1 1.82 1.49
DIC1 YLR348C 32.991 5.7 3.06E-03 1 1 2.37 1.35 1 1 2.37 1.35 0 not found not found
GLO4 YORO40W 32.338 7.4 7.81E-02 1 1 2.15 1.35 1 1 2.15 1.35 0 not found not found
MDH1  YKLO85W 35.65 s63  1.31E-246 12 12 1.68 135 4 4 1.25 0.74 12 12 L75 1.36
SEC1 YDR164C 83.479 2.2 1.08E-19 1 1 2.19 1.33 1 1 2.19 1.33 0 0 not found  not found




Scer
Klac
Calb
Anid
Anig
Bcin

MSGNPGSSLSALRPTPPERGSEPLDHDGECTKYMQENMBKCMQLVQNENAM 50
MSANPGNSLKALSPTPPERGSEPLDHDGDCTKQMQEMBSC I KLVKGENAP 50
MLFSFFIGGNFRTWTPTPPERGSFPLDHDGECKEYMTKNMBTCMKFTENKNAP 52
MSFGSPGGGATNVKPTPPERGSFPLDHDGECKHL IQSMBRCLKLQRGVNDE 51
MGFGAPGGGAVPVKPTPPERGSFPLDHDGECKHL I TDMKCLKSRRGVNDD 51
MSTFGSPGGRMVNNKPSPRPERGSFPLDHDGECKSVMQSNMIBSCMKKVRGMNDP 52

Atha MITIKFDLNRYSRSWGAGGAFGGNRGLRP IPPEKG I FPLDHLHECDAEKKEMBGCLKSSAHKSE- 64

Pwvul
Dmel
Btau
Hsap

HsMia40
ScMia40

Scer
Klac
Calb
Anid
Anig
Bcin
Atha
Pvul
Dmel
Btau
Hsap

MSAAGGAFGGNRGLRPVPPEKG I FPLDHVMHLCDLEKAE
MTSQ1YSQKKFVPTPPEKGSEPLDHEGLCKKQFLLMASCLRKNAQDTS- 48
MSTAMNFGSKSFQPRPPDKGSEPLDHFGECKSFKEKEMKCLRDNNFENA- 49
MSTAMNFGTKSFQPRPPDKGSEPLDHLGECKSFKEKEMKCLHNNNFENA- 49

NCLKTAGHQSE- 51

41 GLILPNGNINWNCPCLGGMASGPCGEQRKSARSCEHYSTEEIKG 84
284 AYNPDTGEINWDCPCLGGMAHGPCGEERKSARSCRVYSEAEPKG 327

NCRLLAKDMERCRMDHQLMDYDEWSHLGLPEDAPGNNGKT IKDATDNK 98
NCRLLAKENEBKCRMDNKLMDRDDWKHLGLPSDKKEANDVTKETTPTSGQ 99

NCR I LAKQMKCRMDNQLMEKSDWDSLGLVNLPGENDVELDHHHHLNNNNTKADGKSG... 133
QCRRLAKGMEACRMDKNLMAPDDFRNLGLVFENDGDGSHAQAQAQTQVQTQSGSSSG 108
ECRKLAKSHMBSCRMDHNLMAPDDFKNLGL I FEKDKATPSGGAEGAEKKE 100
ECRDLAKSHMBSCRMDRNLMAKDEFKNLGFADESSETKGADKKDVKEGGNDANKHKNELRW 112
QCRHLSKKMBQCRMAKNLMAKQDMAELGFSGVKELDSTEDKNTESIEH 112
KCRQFSKKNQCRMERNLMAKQDLAELGFKESNVETPGGKITDRVDNQDQ 101
QCRQDAQNMEACRMDNNLMEKTEWSKLGFHDQSTKTDQKEPEVQKQ 94
LCRNESKEMBECRMERQLMAQEPLEKLGFGDL IDGKSDKN 89
LCRKESKEMBECRMERKLMLQEPLEKLGFGDLTSGKSEAKK 90

HsMia40 SDCVDQIR QECMQKYPDLYPQEDEDEEEEREKKPAEQAEETAPIEATATKEEEGSS 142
QH

ScMia40

IDCVEK

QDCERKYPEHYAEQLKETSDDEEPQDKVKVNT IESAPNVSSAKENAAKKA... 403



OUWI>TUVWW>OXRM

Matrix/Cytosolic Domain

cerevisiae  -—-—-—————————————- MIRICPIVRSKVPLLGTFLRSDSWLAPHALALRRAICKNVALRSYSVNSEQPKHTFD I SKLTRNE IQQLRELKRARERKFKDRTVA 103
lactis XP_453373.1 --—----————————mm MLKFFLRAALPASGIRTTINRTRFYRTTRLLRNNGTGNKFDLSKLTREE IKE IRDYKISAARRYKDRTVA 88
albicans XP_711523.1. ---—-———————- MNRLRIYTPIFRSTIVKPAVFRPYAF 1VSRG IHTTGKLFQMQHQQQPSVPDQSS I EKQREWVDRLAREREERQKYRNRTAT 98
niger EHA22857.1 - - - - - - - - - MFSRP ISSWGRLPWSGPGLRPSTMTNTRCVDSGRRFFTRSSR 59
nidulans CBF69758.1 ---------------—-—-—-———————— MFSRLTPPWGWSLSPGAGAARSVLSQAKGLAPGRRYFSRNSWLNQSPSAPFNTPQSQKRNASTMY 81
cinerea XP_001545817.1 ------——————————————— MNSIPRISRALSSKNANWICTSCAKAKRTNTPFFKPS INRS I SNNSTPRGNVAPTMEQLRAPFSQKNSSTMYY 88
vulgaris XP_007163355.1 WSRLSRRTHLLPYVRAMQANSLESRFINPNTSFQHNFSYNIRVSKFNKESFYLSYRSSAFATQNVGKSSSMPGFRHFSSHASKEQKSQKMLLYLT 110
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Rickettsia prowazekii WP_014411674.1 —————————————— -
Brucella ovis YP_001258489.1 -—--———————————— -
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