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Table S3A. Spectrum to peptide matches leading to the identification of MMs proteins isolated from Mouse liver

For each of the proteins or protein groups listed in Table S3B are provided:
the sequences of each peptide mapped to this protein/protein group, as well as the position within the protein of the peptide's 1st residue, its tryptic status (2 for full-tryptic, and 1 for half-tryptic +Met, to account for CNBr cleaved samples),
and whether the peptide is unique to this protein/protein group (*);
the name of the spectrum (MatchID) mapping each peptide with the highest SEQUEST cross-correlation score (XCorr), as well as its charge state (Z), DeltCn, Sp rank, and ion proportion;
the observed (M+H+) and calculated (CalcM+H+) precursor ion mass;
the number of different spectra matched to each peptide/charge state (Count).

Sequence Spectrum CalcM Sequence
k ORTHO_GROUPS GENE_NAME Locus. Proteins In Group Count  Count  Coverage Length MW  pl MatchiD ZXCorr DeltCN M+H+ +H+ n Count Sequence n  Tryptic Unique
7 SICOT8Z 0652411 055241 539953 1] E T - member 162 soforn 3 370 54 689 76729 87 MmNaOF-MM Iver CNBTI 101316231622 2 31179 03076 179268 17931 7 5625 T RTLGGILAPVYYGALIDR T 577 2
1 sicotsz > 0g5241.1 065241 530953 organic P member 162 soforn 3 370 54 689 76729 87 MmNaOH-MM liver CNBITi 101357035702 2 41615 04245 20019 20924 1 50 3 R GIGETPIVPLGVSYIDDFAK E Dl 2
1 sLcots2 Z065241.1 065241 839953 1] g o . member 162 isoforn 3 370 54 689 76729 87 MmNaOH-MM liver CNBITi 204341434142 2 487 04216 209176 20924 1 60526318 78 RGIGETPIVPLGVSYIDDFAK E 177 2
1 sicotsz > 0g5241.1 065241 830953 o P member 162 soforn 3 370 54 689 76729 87 MmNaOH-MM liver CNBITi_ 209288928893 3 48416 04017 179283 17931 1 515625 3 RTLGGILAPVYYGALIDR T 577 2
1 sLcotsz Z065241.1 05241 839953, . member 102 isoforn 3 370 54 689 76729 87 MmNaOH-MM lver CNBITI 211337033702 2 3955 04286 179483 17931 1 50375 282 RTLGGILAPVYYGALIDRT 577 2
2 NR 0025702 034135 2 0341352 cytochromo P430.famiy 2. sublamiy . poypepide 10 Mus musc 18 214 24 504 57233 66 MmNaOH-MM _liver CNBITi_209 1365 1365.3 3 3335 0036 142801 14276 1 52272724 1 MPYTNAVIHEVGR F 357 1
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 2 504 57233 66 MmNaOH-MM lver CNBITI 202257025702 2 27263 008 131737 BIIs 7 75 1 RDIEVADFLIPKG 384 2
2 NR 0025702 0341352 034135 2 ytochrome P450, family 2, subfamily d, polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM liver CNBrTi_202 1878 1878 1 119082 01756 121468 12134 8 55 1 RFGDIAPLNLPR | 369 2+
2 NR 0025702 034135.2 034135.2 cylochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 2 504 57233 66 MmNaOH-MM lver CNBITI 202203120312 2 34641 02767 12133 12134 1 127 RFGDIAPLNLPR | 369 2
2 NR 0025702 0341352 034135.2 cytochrome P450, family 2, subfamily . polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM fiver CNBrTi 201 1847.1847.1 121455 00999 145564 14557 1 54166668 1 RVQQEIDAVIGQVR H 334 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 66 MNaOH-MM_liver CNBITI 203.1850.1850.2 2 3894 02287 145537 14557 1 79.16667 2 RVGQEIDAVIGQVRH 3u 2
2 NR 0025702 0341352 034135 2 cytochrome P450, family 2, subfamily . polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM_liver CNBTi 206 2997 2997.2 2 43018 02523 159257 15918 1 7307692 1 RNLTDAFLAEIEKVK. G 273 2+
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 6.6 MNaOH-MM_liver CNBITI_209.0933.0933.2 2 2689 00808 11595 11593 1 8333333 1 RRSCLGEPLAR M a4 2
2 NR 0025702 > 034135.2 034135.2 ytochrome P450, family 2, subfamily d, polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM liver CNBITi 2111820 19202 2 25817 01741 96569 96613 1 8571429 1 RRFSVSTLR 136 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 66 MNaOH-MM_liver CNBITI 104189418942 2 32706 01653 150074 15017 1 8 5 RRFEYEDPYLI 197 2
2 NR 0025702 0341352 034135.2 cytochrome P450, family 2, subfamily . polypepiide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM fiver CNBITi 10148 2 25707 01714 177666 17761 6 43333332 1 MLNNAVCNVIASLIFAR R 181 1
2 NR 0025702 034135.2 034135.2 cytochrome PA50, family 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 66 MNaOH-MM_liver CNBIT 106.1418.1418.2 2 26953 01275 96599 96613 1 100 1 RRFSVSTLRN 136 2
2 NR 0025702 0341352 034135.2 cytochrome P450, family 2, subfamily . polypepiide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM_liver CNBITi 203 2749 27492 2 44831 02852 136438 13645 1 8636364 50 RNLTDAFLAEIEK V. 273 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 6.6 MmNaOH-MM liver CNBITI_101.2919.2919.1 127625 02275 136375 1345 1 68181816 1 RNLTDAFLAEIEK V 273 2
2 NR 0025702 0341352 034135.2 ytochrome P450, family 2, subfamily d, polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM liver CNBITi_1012930.2930.2 2 42964 02241 136485 13645 1 81818184 1 RNLTDAFLAEIEK Y 273 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 2 504 57233 66 MmNaOH-MM lver CNBIT 1011967 1967.2 2 3182 02019 121457 12134 1 1 RFGDIAPLNLPR | 369 2
2 NR 0025702 0341352 034135.2 cytochrome P450, family 2, subfamily . polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM fiver CNBFTi_101.1700.1700.1 1 00907 150075 15017 2 55 2 RRFEYEDPYLIR 197 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 24 504 57233 66 MNaOH-MM_liver CNBITI 104.1962.1962.2 2 42503 04283 161176 16118 1 69200774 4 RRVQGEIDAVIGQVR H 333 2
2 NR 0025702 0341352 034135 2 cytochrome P450, family 2, subfamily . polypepiide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM_liver CNBITi 101277527752 2 30833 02222 131736 13175 4 80 1 RDIEVADFLIPK 384 2
2 NR 0025702 034135.2 034135.2 cytochrome PA50, amily 2, subfamily d polypeptide 10 (Mus musc 18 214 2 504 57233 66 MmNaOH-MM lver CNBIT 1011798 1798.3 3 49 0285 161258 16118 1 53846157 1 RRVGQEIDAVIGQVR H 333 2
2 NR 0025702 0341352 034135.2 ytochrome P450, family 2, subfamily d, polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM_liver CNBITi_ 1015386 5386.2 2 49068 02729 158565 15858 1 7307692 3 K SLLAVENLLTENRN 248 2+
2 NR 0025702 034135.2 034135.2 cytochrome PA50, family 2. subfamily . polypeptide 10 [Mus musc 18 214 24 504 57233 66 MNaOH-MM_liver CNBIT 102.2012.2012.3 3 4094 01859 150242 15017 1 5. 6 RRFEVEDPYLIRM 197 2
2 NR 0025702 >~034135.2 034135.2 cytochrome P450, family 2, subfamily . polypepide 10 [Mus musc 18 214 24 504 57233 66 MmNaOH-MM liver CNBITi_102.1894 1994 2 2 37553 0236 145482 14557 1 7 1 RVQQEIDAVIGQVR H 334 2
3 MGSTH " 064330.2 0643302 microsomal gltathione S-ransferase 1 [Mus musculus] 4 32 297 155 17552 9.7 MmNaOH-MM_liver CNBITI_1022699.2699.2 2 36221 0356 132944 13206 1 7727213 1 MAFTSYATILTK M is N
3 MGSTH > 0643302 0643302 microsomal gutathione S-iransierase 1 [Mus musculus] 4 32 297 155 17552 9.7 MmNaOH-MM_liver CNBITi_104 2036 20382 2 54463 04434 189706 18982 1 76606664 26 RIVHTIAYLTPLPGPNR G 115 2+
3 MGSTH 064330.2 0643302 microsomal glutathione S-ransferase 1 [Mus musculus] 4 32 297 155 17552 9.7 MmNaOH-MM_iver CNBITI_106.201020103 3 35407 0146 189795 18982 4 38333332 3 RIYHTIAYLTPLPGPNR G 115 2
3 MGSTH > 0643302 0643302 microsomal gutathione S-ransierase 1 [Mus musculus] 4 32 297 155 17552 9.7 MmNaOH-MM liver CNBITi_210.1366.1366.2 2 4388 03376 191235 1912 1 6470589 2 K VFANPEDCAGFGKGENAK K 43 2+
4 comr > 031770.1 > 031770.1 " I 6 61 219 265 2049 58 MmNaOH-MM liver CNBITI_105.3864.3864.2 2 48266 03163 245932 24599 1 2 RKGTVLLADNVIVPGTPDFLAYVR G 205 2
4 comt 031770.1 0317701 I 6 61 219 265 2949 58 MmNaOH-MM fiver CNBT: 20463 3 4053 02403 180678 18061 7 4642857 3 RYLPDTLLLEE 120 2+
4 comt 031770.1 031770.1 " I 6 61 219 265 2049 58 MmNaOH-MM liver CNBIT 101321532152 2 40755 03522 1807.33 1806.1 1 eresTia 7 RYLPDTLLLEECGLLI 190 2
4 comt 031770.1 0317701 I 6 61 219 265 2049 58 MmNaOH-MM liver CNBITi 1023096 30983 3 5358 03607 230445 23045 1 42105263 12 REYRPSLVLELGAYCGYSAVR M %9 2+
4 comt 031770.1 031770.1 " I 6 61 219 265 2049 58 MmNaOH-MM liver CNBITI 211334133412 2 46952 03921 180519 1806.1 1 78573 29 RYLPDTLLLEECGLLY 190 2
4 comt 031770.1 0317701 I 6 61 219 265 2049 58 MmNaOH-MM liver CNBITi_ 208375337532 2 2737 02095 233219 23317 3 35714287 1 KGTVLLADNVIVPGTPDFLAYVR G 26 2+
4 oMt 031770.1 031770.1 catechol-O-methyfransierase [Mus musculus| 6 61 219 265 20496 58 MmNaOH-MM liver CNBITI_104.2676.2676.2 2 42531 03713 230438 23046 1 5784737 7 REYRPSLVLELGAYCGYSAVRM 99 2
5 40038 1 > 848692, 848692 1 67 s 189 21180 9.4 MmNaOH-MM liver CNBITi 202 1872 18722 2 40909 04295 180462 1805 1 65625 66 R GLGTEVPGNFQGPOPYR Q 125 2+
5 NP_940938.1 " 848692.2 8486922 hypothetical protein LOC235043 [Mus musculus] 1 67 9 189 21180 9.4 MmNaOH-MM_liver CNBITI_101.1843.1843.2 2 295% 03053 180488 1805 1 50 1 RGLGTEVPGNFQGPOPYRQ 125 2
6 CYPat3 > 598418 1 " 598418.1 ytoch . family 2, subfamily a, polypeptide 12 [Mus musc 3 158 51 492 56179 92 MmNaOH-MM liver CNBITi 101187018702 2 35653 03315 121945 12194 1 80 1 RESNFAPLGIPR R 360 2
6 CYP2ATY 598418.1 5064181 cylochrome PA50, family 2, subfamily a, polypeptide 12 (Mus musc 3 168 51 492 56179 9.2 MmNGOH-MM_iver CNBITI 205.1962.19622 2 38309 03646 121932 12194 1 75 154 RFSNFAPLGIPRR 360 2
6 Cypats > 598418 1 " 598418.1 P450, family 2, subfamily , polypeptide 12 [Mus musc 3 158 51 492 56179 92 MmNaOH-MM liver CNBITi 202231423142 2 4732 04763 146652 14666 1 7307692 1 KTASNVISSIVFGOR F 176 2+
6 CYP2ATY 598418.1 506416, cytochrome PA50, family 2, subfamily a, polypeptide 12 [Mus musc 3 168 51 492 56179 9.2 MmNAOH-MM_ver CNBITI 207.1915.1915.1 125279 02629 121872 12194 1 7 2 RFSNFAPLGIPRR 360 2
7 PHX1 > 034275.1  334275.1 rosomal 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITi 2032137 21372 2 38738 01732 137559 13756 1 81818184 117 RNIYSLTPLLGORF 256 2+
7 EPHX1 034275.1 034275.1 1. microsomal M I 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITI_20226312631.1 128062 0119 113768 11383 4 6875 1 KDLELLYPFKE 218 2+
7 EPHX1 034275.1 034275 1 1, microsomal 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITi 2091225 1225 1 1 2963 02345 118943 1103 2 3 RGGHFAAFEEPKL a2 2+
7 EPHX1 034275.1 034275.1 4. microsomal M I 7 131 75 455 52577 8.4 MmNaOH-MM_liver CNBITI_204.2148.2148.1 120816 01962 137466 13756 3 59000908 1 RNIYSLTPLLGOR F 256 2
7 EPHX1 034275.1 034275 1 1, microsomal 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITi_105.1399.1399.2 2 28852 0238 147578 14756 B 58333332 1 MERGGHFAAFEEPK L 427 IR
7 EPHX1 034275.1 034275.1 4. microsomal M I 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITI_106.1391.13913 3 34581 02516 147546 14756 1 47916664 2 MERGGHFAAFEEPKL 427 N
7 EPHX1 034275.1 034275 1 icrosomal 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITi 101209820982 2 33713 03178 137527 13756 1 68181816 1 RNIYSLTPLLGOR F 256 2+
7 EPHX1 034275.1 0342751 . microsomal [M: I 7 131 75 455 52577 8.4 MmNaOH-MM liver CNBITI 210.1194.1194.2 2 3656 02477 119255 11903 1 7 5 R GGHFAAFEEPK L 429 2
8 CYP2ET gilt > 067257.1] g  067257.1| cytochrome P450, famiy 2, subfamiy @, polypeptid 1 [Mus musc. 7 109 144 493 56805 8.4 MmNaOH-MM_liver CNBTi 204.0683 0683 2 2 21288 01533 106657 10672 8 75 1 MDAVVHEIGH 351 IR
8 CYP2E! gilt 067257.1] gi 067257.1] cytochrome P450, family 2, subfamily e, polypeptide 1 [Mus musct 7 109 44 493 56805 8.4 MmNaOH-MM_liver CNBITI 202.4310.4310.2 2 48565 03934 166941 16679 1 7333339 98 K DIDLSPVTIGFGSIPR E 468 2
8 CypoEt gilt >~067257.1] g 067257.1] P450, family 2, subfamily , polypeptide 1 [Mus musc. 7 109 144 493 56805 8.4 MmNaOH-MM_liver CNBTi 101322232222 2 4059 04166 168019 16879 1 63333332 2 K DIDLSPVTIGFGSIPR E 168 2+
8 CYP2Er gilt 067257.1] g 067257.1] cytochrome P450, family 2, subfamily e, polypeptide 1 [Mus musct 7 109 44 493 56805 8.4 MmNaOH-MM_liver CNBITI 212.2003.2003.2 2 2808 01729 121508 12154 6 7222022 1 REAHFLVEELKK 150 2
8 CypoEt gilt >~067257.1] g 067257.1] 50, famiy 2, subfamily o, polypepide 1 [Mus musct 7 109 144 493 56805 8.4 MmNaOH-MM_liver CNBITi 2052896 28983 3 35021 02932 166761 16879 1 46666668 1 KDIDLSPVTIGFGSIPRE 168 2+
8 CYP2E! gilt 067257.1] g 067257.1] cytochrome P450, family 2, subfamily e, polypeptide 1 [Mus musct 7 109 44 493 56805 8.4 MmNaOH-MM_liver CNBITI 104.1978.1978.2 2 3166 00971 99224 99221 3 3 RRFSLSILRD 127 2
8 CypoEt gilt >~067257.1] g 067257.1] cytochrome P450, family 2, subfamily o polypepiide 1 [Mus musct 7 109 144 493 56805 8.4 MmNaOH-MM_liver CNBITi 1041436 1438 2 2 31565 03226 152076 15217 2 54166668 2 K LHEEIDRVIGPSR A 325 2+
8 CYP2Et gilt 067257.1] g 067257.1] oycame PAS famty 2 e, oypepte 1 us muscx 7 109 44 493 56805 8.4 MmNaOH-MM_liver CNBITI 101.1746.1746.2 2 32045 02417 170878 1709 2 5714286 1 RFINLVPSNLPHEATR D 360 2+
s PON1 > 035264.1  335264.1 1 Mus musculus] 2 81 48 355 39531 5.2 MmNaOH-MM_liver CNBITi 203226322032 2 38323 02633 185457 18551 1 70 80 RIFFYDAENPPGSEVLRI 291 2+
9 PON1 035264.1 035264.1 palaoxonaseHMusmusm\ sl 2 81 48 355 39531 52 MmNaOH-MM liver CNBITI_1052260.2260.2 2 3425 03031 201079 20112 1 50 1 MRIFFYDAENPPGSEVLR I 290 IN
10 NR 0025702 " 034136.1 034136 1 50, famiy 2, subfamily ¢, polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 202474347432 2 3328 02798 12731 12274 2 85 31 RFGDIVPVNLPR 369 2+
10 NR 0025702 034136.1 034136.1 ocvame 150, famly 2. sobfamily & plypopida & Mos et 15 6 216 504 56949 63 MmNaOH-MM liver CNBITI_106.1418.1418.2 2 26953 01275 96599 96613 1 100 1 RRFSVSTLRN 136 2
10 NR 0025702 " 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypepide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 104243624383 3 a1s5 0299 148552 14857 1 60000004 5 RRFEYEDPFLIR M 197 2
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITI 211.1929.1929.2 2 25817 01741 96569 96613 1 8571429 1 RRESVSTLRN 136 2
10 NR 0025702 " 034136.1 034136.1 ytochrome P450, family 2, subfamily d, polypepide 9 (Mus musc 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 201187018702 2 43508 03048 151337 15137 1 8333333 2 RveaEpEVIRaVRH 334 2
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily , polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITI_209.1365.1365.3 3 3335 00946 142801 14276 1 52272724 1 MPYTNAVIHEVGR 357 1
10 NR 0025702 " 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypepiide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi_105017201723 3 3935 01985 275404 27523 2 21 2 KVIEOSLTEVSGLIPEVLNAFPILLR 211 2+
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily , polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITI_1022694.2694.2 2 3199 02709 148556 14857 1 7 5 RRFEVEDPFLIR M 197 2
10 NR 0025702 " 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypepide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 101183118313 3 47299 01621 167085 16699 1 59615387 1 RRVOQEIDEVIGAVR H 333 2
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITI_109.6644.6644.3 3 35172 0336 311994 31187 1 25 1 KVLEQSLTEVSGLIPEVLNAFPILLRIPR L 211 2+
10 NR 0025702 034136.1 034136.1 ytochrome P450, family 2, subfamily d, polypepide 9 (Mus musc 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 105014301432 2 41589 067 275082 27523 1 3956333 6 K VLEQSLTEVSGLIPEVINAFPILLR | 211 2+
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily , polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBIT_101.1918.1918.2 2 47454 02964 151359 15137 1 8333333 1 RVQQEIDEVIGQ 3u 2
10 NR 0025702 " 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypepiide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 1014766 47662 2 32156 03318 161972 16199 1 61538464 1 KSFIAILDNLLTENR 249 2+
10 NR 0025702 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypeptide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM iver CNBITI_101.1920.1920.1 132311 02097 151286 15137 1 1 RVQQEIDEVIGQVR H 3u 2
10 NR 0025702 " 034136.1 034136.1 cytochrome P450, family 2, subfamily . polypepiide 9 [Mus musct 15 6 216 504 56949 63 MmNaOH-MM liver CNBITi 2051975 1975.1 121344 01479 122778 12274 2 60.000004 1 RFGDIVPYNLPRI 369 2+
10 NR_002570.2 034136.1 034136.1 etromo PIS0 fanly 2 ey & bt M s 15 6 216 504 56949 63 MmNaOH-MM liver CNBIT_101.1818.1818.2 2 45551 03848 167001 16699 1 69200774 4 RRVQQEIDEVIGQVR H 333 2
" PGRIMCT > 0580632  006656.1| 4 21 123 195 21694 47 MmNaOH-MM liver CNBITi_106.1936.1938.2 2 48422 05068 164568 16459 1 7857143 8 RKFYGPEGPYGVFAGR D 105 2
kil PGRIMCT 058063.2) X 006658.1| Wogeslemne P 4 21 123 195 21694 4.7 MmNaOH-MM_liver CNBITI_105.1911.1911.3 3 40885 03585 164579 16459 1 51785713 4 RKFYGPEGPYGVFAGR D 105 2
kil PGRICT >~058063.2| 05806: 006658.1] pro p 4 21 123 195 21694 47 MmNaOH-MM liver CNBITi 208.1276.1276.2 2 29603 01003 10552 11052 5 875 3 RRDFTPAELR R 71 2
Il PGRICT 058063.2) X g oocsse | rogesrne 4 21 123 195 21694 4.7 MmNaOH-MM_liver CNBITI_208.1992.1992.2 2 3844 04743 151753 15177 1 80769226 6 KFYGPEGPYGVFAGRD 106 2
2 CYPoFt  031843.2| > 031843.2) Jochrome P430. famiy 2, subtamiy 1, polypeptde 2 Mus musc s 9 226 491 55049 7.9 MmNaOH-MM liver CNBITi_1012903 29032 2 3617 0363 152558 15257 1 6538461 1 RSVSNICSVVFGSR F 174 2+
2 CYP2Ft 031843.2] 031843.2) cytochrome PA50, amily 2, subfamily 1, polypeptide 2 [Mus muscul 9 49 226 491 55049 7.9 MmNaOH-MM liver CNBITI 212191219122 2 32474 01803 118626 11854 2 8333333 1 RRLCLGEPLARM au 2
2 CypoFt 031843.2| > 031843.2) P450, family 2, subfamily , polypeptide 2 (Mus muscul s 9 226 491 55049 7.9 MmNaOH-MM liver CNBITi_206 0453 04532 2 32000 02331 13532 13954 1 68181816 8 REHQDSLDPNSPR D 251 2+
2 CYP2Ft 031843.2] 031843.2) cytochrome PA50, amily 2, subfamily 1, polypeptide 2 [Mus muscul 9 49 226 491 55049 7.9 MmNaOH-MM liver CNBITI_204.3599.3509.2 2 41267 03204 249049 24928 1 45454548 3 MDTLLMTTHNLLFGGTETVGTTLRH 286 IR
2 CypoFt 031843.2| > 031843.2) 50, famiy 2, subfamilyf,polypeptide 2 [Mus muscul s 9 226 491 55049 7.9 MmNaOH-MM liver CNBIT 211211121112 2 42405 02492 142852 14286 1 8636364 3 MPYTDAVIHEVOR F 347 IR
2 CYP2Ft 031843.2] 031843.2) cytochrome PA50, amily 2, subfamily 1, polypeptide 2 [Mus muscul 9 49 226 491 55049 7.9 MmNaOH-MM liver CNBITI_104.1566.1566.2 2 30808 01812 118566 11854 1 8333333 3 RRLCLGEPLARM au 2
2 CypoFt 031843.2| > 031843.2) cytochrome P450, family 2, subfamilyf, polypeptide 2 [Mus muscul s 9 226 491 55049 7.9 MmNaOH-MM liver CNBITi 101423142312 2 3832 02663 249014 24928 1 4318182 1 MDTLLMTTHNLLFGGTETVGTTLRH 286 IR
2 CYP2Ft 031843.2] 031843.2) cytochrome PA50, amily 2, subfamily 1, polypeptide 2 [Mus muscul 9 49 226 491 55049 7.9 MmNaOH-MM liver CNBITI_106.4271.42713 3 31783 0189 188552 18842 4 41666664 1 MYNIFPSVLDWIPGPHK R 217 IN
2 CypoFt 031843.2| > 031843.2) P450, family 2, subfamily , polypeptide 2 (Mus muscul s 9 226 491 55049 7.9 MmNaOH-MM liver CNBITi 105427042702 2 35071 03437 188309 18842 1 5333333 3 MYNIFPSVLDWIPGPHK R 217 1
2 CYP2Ft 0318432 031843.2) cytochrome PA50, amily 2, subfamily 1, polypeptide 2 [Mus muscul 9 49 226 491 55049 7.9 MmNaOH-MM liver CNBITI_1024210.4210.2 2 47091 0258 15186 15188 1 8333333 24 RILEEGSFLLEVLRK 146 2
2 CypoFt 0318432 031843.2) 50, famiy 2, subfamily {,polypeptide 2 [Mus muscul s 49 226 491 55040 7.9 MmNaOH-MM liver CNBITi 2111977 177. 2 29136 02115 130039 13005 6 70 1 ED 324 2
13 NAENSMUSGO0000060613: ENSRNOG00000021924 cvpac22 > 563474.1  663474.1 iochiome PASO, amiy 2. subfamiy . povpeptd 70 Mus musc 5 %0 63 489 56068 8.2 MmNaOH-MM liver CNBITI_209.1003.1003.2 2 24013 0189 101328 10142 5 8125 1 KPTVVLHGYKA 73 2
13 NAENSMUSGO00000606 13 ENSRNOG00000021524 cypac22 > 663474.1 663474.1 cytochrome P450, family 2, subfamily . polypeptide 70 {Mus musc 5 %0 63 489 56068 8.2 MmNaOH-MM liver CNBITi 202471047102 2 30103 02176 130462 13045 1 75 85 R YIDFVPIPSPRK 357 2+
13 NAENSMUSGO00000606 13- ENSRNOG00000021924 cvpac22 663474.1 663474.1 ooame PAD. (it 2 sl sopeptde 70 s musc 5 %0 63 489 56068 8.2 MmNaOH-MM lver CNBITI 212193119312 2 42017 03291 126561 12655 1 %0 1 KIQEEIAHVIGR H 322 2
13 NAENSMUSGO00000606 13 ENSRNOG00000021524 cypac22 > 663474.1 663474.1 cytochrome P450, family 2, subfamily . polypeptide 70 {Mus musc 5 %0 63 489 56068 8.2 MmNaOH-MM liver CNBITi 21218331933 1 126661 01269 126471 12655 2 60000004 1 KIQEEIAHVIGR H 32 2+
13 NAENSMUSGO00000606 13- ENSRNOG00000021924 cvpac22 663474.1 663474.1 iochiome PAS0, amiy 2. subfamiy . polypaptd 70 Mos musc 5 %0 63 489 56068 8.2 MmNaOH-MM lver CNBITI_10121002100.1 119003 01004 130564 13045 6 55 1 RYIDFVPIPSPRK 357 2+
13 NAENSMUSGO00000606 13 ENSRNOG00000021924 cypac22 > 663474.1 663474.1 cytochrome P450, family 2, subfamily c. polypeptide 70 {Mus musc 5 0 63 489 56068 8.2 MmNaO-MM liver CNBITi 101208320832 2 29112 02621 130465 13045 2 1 R YIDFVPIP 357 2+
14 YBsA > 0800731 080073, 1 7 18 a8 134 15241 5.1 MmNaOH-MM_liver CNBITI_101.0086.0086.2 2 48992 04416 220756 22072 1 5249999 4 REQAGGDATENFEDVGHSTDAR E 5 2
14 Cvesa 080073 1 080073 1 7 18 78 134 15241 5.1 MmNaOH-MM_liver CNBITi 212187219721 11875 02165 14287 14296 5 54545456 1 KTYIIGELHPDDR S 7 2+
14 cyBsA 0800731 080073.1 7 18 a8 13415241 51 MmNaOH-MM_iver CNBITI_211.1943.1943.2 2 4832 0435 220737 22072 1 475 6 REQAGGDATENFEDVGHSTDAR E 5 2
14 Cvesa 080073 1 080073 1 7 18 78 134 15241 5.1 MmNaOH-MM_liver CNBITi 212 1905.1905.1 132337 0343 151271 15127 1 6666667 2 K FLEEHPGGEEVLRE 0 2+
14 cyBsA 0800731 080073.1 7 18 a8 13415241 5.1 MmNaOH-MM_iver CNBITI_212.1900.1900.2 2 3839 0339 151265 15127 1 66.66667 2 K FLEEHPGGEEVLRE 0 2
14 CvesA 080073 1 080073 1 7 18 78 134 15241 5.1 MmNaOH-MM_liver CNBITi_108.1488 1488 2 2 258 0218 12134 11213 2 1 KSTWVILHHK Y 2 2+
1 cvBsA 080073.1 080073.1 7 18 a8 134 15241 5.1 MmNaOH-MM_iver CNBITI 201070207022 2 22095 01231 1189.19 11673 3 75 1 KYYTLEEIQKH 1 2
14 YBsA 080073 1 080073 1 7 18 a8 134 15241 5.1 MmNaOH-MM_liver CNBITi 212197118712 2 4132 03408 143058 14206 1 8636364 1 KTYIIGELHPDDR 78 2+
15 CYP207P1 083838, 1 063836.1 cytochrome P450, family 2, subfamily , polypeptide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBIT 103231523153 3 3996 03302 152156 15206 1 625 5 RRFEYEDPFFNRM 197 2
15 Cypap7P1 > 053838 1 083535.1 P450, family 2, subfamily d, polypeptide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITi 209093309332 2 2689 00808 11595 11593 1 8333333 1 RRSCLGEPLAR M a4 2
15 cvP207P1 083836, 1 083838.1 cytochrome P450, family 2, subfamily . polypeptide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITI_209.1365.1365.3 3 33%5 00946 142801 14276 1 52272724 1 MPYTNAVIHEVOR F as7 1
15 Cypap7P1 > 053838 1 083535.1 50, famiy 2, subfamily d polypepide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITi_ 1022326 2326 2 2 342 0387 151985 15206 1 70 3 RRFEYEDPFFNRM 197 2+
15 CyP207P1 083836, 1 083838.1 cytochrome P450, family 2, subfamily . polypeptide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITI 1012622 2622.2 2 44227 04263 1771 W6 1 8333333 1 KAVSNVIASLIYAR R 184 2
15 Cypap7P1 > 053838 1 083838 1 cytochrome P450, family 2, subfamily . polypepide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITi_104.1556 15563 3 42747 02555 153183 15317 1 5625 5 RVHQEIDEVIGHVR H 334 2+
15 CyP207P1 083836, 1 083838.1 cytochrome P450, family 2, subfarily , polypeptide 26 [Mus musc 15 57 236 500 56950 6.6 MmNaOH-MM liver CNBITI_106.1418.1418.2 2 2693 01275 96599 9613 1 100 1 RRFSVSTLR 136 2
15 Cyp2p7P1 > 053838 1 083838.1 cytochrome P450, family 2, subfamily d polypepide 26 [Mus musc 15 ES 236 500 56950 6.6 MmNaOH-MM liver CNBITi_105.1579.1579.2 2 ‘a9es 03504 153267 15317 1 833333 6 RVHQEIDEVIGHVR H 334 2+
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083636 1 083638 1 ytochrome PAB0, famly 2. subfamly 0, polypeptide 26 [Mus musc 7 5 236 500 56950 66 MmNaOFAIM lver CNBITI 101302730272 2 41600 03634 135063 13515 1 8636364 TROLTDAFLAEVEK A 273 2
083638, 0838351 eytochrome P450, famiy 2, subfamiy d, polypeptide 26 (Mus musc 15 57 236 500 56950 66 MmNaOHAIM lver CNEIT 101171617162 2 21475 02273 123691 12374 1 65 1 RFSFSVPDGQPRP 67 2+
> 083835.1 083836, cytochrome PA50, family 2, subfamily d polypeptide 26 [Mus musc 15 57 236 500 56950 66 MmNaOHAM liver CNBITI 109218821882 2 50077 04576 1667.98 16679 1 80769226 1 RRVHQEIDEVIGHVR H 333 2+
> 053838 1 0838351 P40, family 2, subfamiy . polypepide 26 [Mus musc 15 57 236 500 56950 66 MmNaOHMM lvor CNEFTi 109218921893 3 47976 02828 1667.99 16679 1 5576023 1 RRVHQEIDEVIGHVR H 333 2-
> 083836.1 083836, cytochrome PA50, amily 2, subfamily d polypeptide 26 [Mus musc 15 57 236 500 56950 66 MmNaOH-MM_liver GNBITI 105.1586 1586.1 134531 02607 153174 15317 1 58333332 1 RVHQEIDEVIGHVR H 334 2+
083638, 0838351 50, family 2, subfamil d, poypeptide 26 [Mus musc 15 57 236 500 56950 66 MmNaOHMM lver CNEFTi 106198219622 2 35257 02643 18359 18361 1 60714287 2 RFYPEHFLDAQGHFVKH 18 2
> 083836.1 083836, cytochrome PA50, family 2, subfamily d polypeptide 26 [Mus musc 15 57 236 500 56950 66 MmNaOHAM lver CNBITI 21192019292 2 25817 01741 96569 96613 1 8571420 1 RRFSVSTLRN 136 2
083638, 0838351 cytochrome P450, famiy 2, subfamiy d, polypeptide 26 (Mus musc 15 57 236 500 56950 66 MmNaOHMM lver CNEFTi 208201020102 2 34279 02797 1357.74 13586 3 6811816 4 KGVILAPYGPEWR E 121 2+
083836, 083836, cylochrome PA50, amiy 2, subfamily d, 15 57 236 500 56950 66 MmNaOHAM liver CNBITI 206257625762 2 45224 03966 1377.34 13776 1 7916667 22 KAVSNVIASLIVARR 184 2+
5201431  928645.1| toEs3t 7 8 66 571 B3318 6.1 MmNaOHMM iver ONBTi 210187418742 2 27695 02449 15807 15818 B 53846157 & RFSAPLPPQPWEGVR D 7 2
520143, 1 x 928645, 1] Es3 I 7 8 166 571 63318 6.1 MmNaOH-MM iver CNBITi 1012998 2998 1 122120 01937 106064 10613 2 6666667 2 R GFLDWVAALR W 201 2
520143, 1 x 028645 1] toEs3t 7 a8 166 571 63318 6.1 MmNaOH-MM iver GNBFT_101.3007.3007. 2 37566 03162 106138 10613 1 833333 TR 201 2
520143, 1 x 928645.1] Es31 I 7 8 166 571 63318 6.1 MmNaOHMM lver NBITi 109703770372 2 47742 03508 234885 2488 2 4 4 R YALGELLGDITLVIPTLIFSK.Y a07 2
520143, 1 x s28645.1| toEs3t 7 8 166 571 63318 6.1 MNaOH.MM ver GNBT 1035494 5404 2 325 0373 250081 2502 1 45238004 1 KGLPPWPQLNQLEQYLEIGLEPR T 513 2
520143, 1 X 928645.1] Es31 I 7 8 166 571 63318 6.1 MmNaOHMM lver CNBITi 101394639462 2 36867 02705 191085 19103 1 5588235 1 MVNVFLGIPFAQAPLGPLR F 60 i
520143, 1 x 028645 1| toEs3t 7 8 166 571 B3318 6.1 MmNaOHMM iver ONBTi 208267926792 2 39338 03156 106114 10613 3 6333333 62 RGFLOWAALRW 201 2
520143, 1 X 928645.1] Es3 I 7 8 166 571 63318 6.1 MmNaOHMM lver NBITi 203207720772 2 35450 02255 120234 12015 1 7777778 8 RLQFWTETLPR K 544 2
520143, 1 x a28645.1| Esy 7 a8 166 571 B3318 6.1 MmNaOHMM iver ONBTi 101206220622 2 33006 02567 120126 12915 1 777778 1 RLOFWTETLPRK 544 2
> 964007.1 964007 1 UDP glucuronosyiransferase 1 family, polypeplide A1 [Mus musc. 6 o1 86 535 60066 87 MmNaOH-MM Iver ONBTI 101236723672 2 43721 04968 176861 1769 1 6666667 1 RWYSPYGSLATEILQKE 227 2+
»~964007.1 964007 1 UDP glucuronosyiransferase 1 famil. polypeptice A1 [Mus musct. 6 o1 86 535 60066 57 MmNaOHAIM ver CNBITi 20213319382 2 30695 0243 131354 13125 1 7 3 RTAFNQDSFLLRV 100 2+
>~964007.1 964007 1 UDP shaucrananseras | i popope A1 (s s 6 91 86 535 60066 87 MmNaOH-MM ver CNBITi 207000206022 2 27701 02575 1208 12084 1 1 RYTGTRPSNLAKN 339 2
»964007.1 964007 1 P glcuronosyltransior polypeptide A1 [Mus musc 6 o1 86 535 60066 87 MmNaOH.MM ver ONBTi 20222625262 2 50454 05237 176865 1769 1 7333333 25 RVVYSPYGSLATEILOKE 227 2+
964007 1 964007 1 uDP Sucuronoeytranstorass 1 lamny‘ polypeptide Af [Mus musc 6 91 86 535 60066 87 MmNaOH-MM Iver ONBITI 202253625363 3 43394 04032 176905 1769 1 46666668 1 RVWYSPYGSLATEILQKE 227 2+
4007.1 9640071 P glucuronosyltransiora polypeptide A1 [Mus musc 6 o1 86 535 60066 87 MmNaOHAM ver CNBITi 203565356532 2 30751 02046 101335 10132 1 9285714 57 RIPQTVLWRY 331 2
>~964007.1 964007 1 0P Slcrononrantoase 1 famly poypept AT (s s 6 91 86 535 60066 87 MmNaOH-MM Iver CNBITI 101189018902 2 30537 02986 131246 13125 1 1 RTAFNGDSFLLRV 100 2+
>~964007.1 9640071 UDP glucuronosyiransferase 1 family. polypeptice A1 [Mus musct. 6 o1 86 535 60066 8.7 MmNaOH.MM lver CNBrTI 204.1766.1766.1 23725 ofees 101257 10132 3 7857143 2 RIPQTVLWR Y 331 2
001476096 1] 01476096, 0840 1 2 74 176 20762 107 MmNaOH-MM Iver ONBITI 201120512952 2 33839 03271 145606 14566 1 7083333 3 RDLTTAGAVTQCYRD 99 2
001476096.1] 00147606, 0840 1 12 74 176 20762 107 MmNaOHAIM lver CNBITi 101053905302 2 37912 03679 145646 14566 1 75 9 R DLTTAGAVTQCYS %9 2
st 0361082 g 036108.2) Solute carrierfamiy 27 porter). 10 0 187 620 70423 8.9 MmNaOHMM iver ONBITi 202270727072 2 3593 03367 233439 23345 1 45298004 2 R SEVTFTTPAVYIYTSGTTGLPK A 212 2°
gt 0361082 g 036108.2) solute 10 7 187 620 70423 8.9 MmNaOHMM iver ONBTi 105150815962 2 34359 03232 161118 16118 1 68181816 2 MIDRENFVYFHDRY 69 I8
st 0361082 g 036108.2) Solute carrierfamiy 27 porter). 10 7 187 620 70423 89 MmNOHMM lver CNBTi 211210921092 2 3103 02626 122743 12273 1 3 RENFVYFHDR 72 2*
st 0361082 g 036108.2) solute 10 7 187 620 70423 89 MmNaOHMM fver CNBTi 10926226023 3 34408 02262 196194 19623 1 5 1 KLFQHIAEYLPSYARPRF 562 2-
st 0361082 g 036108.2) Solute carrierfamily 27 porter), 10 0 187 620 70423 8.9 MmNOHMM lver CNBITi 109266926892 2 32878 02662 196104 19623 1 46666668 1 KLFQHIAEYLPSYARPRF 562 2+
st 0361082 g 036108.2) solute 10 7 187 620 70423 8.9 MmNaOHMM iver ONBTi 1104796.47963 3 4717 03623 398564 30834 1 22200223 1 RWWKGENVATTEVADIVGLVDFVEEVNVYGVPVPGHEGR | 87 2+
st 0361082 g 036108.2) Solute carrierfamily 27 porer). 10 0 187 620 70423 89 MNOHMM lver CNBTi 1014499.44992 2 42078 0499 21646 21655 1 50 1 KVLLASPDLOEAVEEVLPTLKK 154 2+
st 0361082 g " 036108.2) solute 10 7 187 620 70423 89 MmNaOHMM fver ONBFTi 104137213722 2 24381 01834 102249 10232 1 8125 1 RALHDALS o 2-
st 0361082 g 036108.2) Solute carrierfamily 27 porter). 10 7 187 620 70423 8.9 MNaOH-MM liver CNBITi 208.1164.1164.1 Toterr otes 102262 10232 1 6875 1RAIDALGLRG o 2+
st 0361082 g 036108.2) solute 10 7 187 620 70423 89 MmNaOHMM fver ONBTi 208112411242 2 2665 01477 102308 10232 1 a75 5 RALHDL o 2+
st 0361082 g 036108.2) Solute carrierfamily 27 porer). 10 0 157 0 T0iz 00 MmNaOMMM herNBT sadmsns2 2 507 osows oirs ess 1 moans 51 KUILACPDLOEAVEEVLPTIKK 154 2+
st 0361082 g 036108.2) solute fatty 3 10 7 187 620 70423 89 MmNaOHMM iver ONBTi 105242824282 2 22109 0083 170885 1709 1 50 1 KLFQHIAEYLPSYAR P 562 2-
5i131981106[reTNP_065644.2] gi319811061refINP_065644.2| Guoosiase 1 10 2 102 834 91831 MNaOH-MM iver CNBITi 203 1641.1641.1 120191 017 10847 10853 8 1 RVPPEFLVQRA 495 2+
E 065644.2| ai31981106ircfINP_065644.2] glucosidase 1 10 2 102 B34 91831 MmNaOHMM iver ONBTi 203196319632 2 36406 03366 17026 1702 1 53333336 1 RGPSGQGAFLIAQVTLKA 309 2+
5i131981106[1eTNP_065644.2] 9i31981106/elNP_065644.2] Gueostase 1 10 2 102 834 91831 O MNOHMM iver CNBITi 102327832783 3 33103 03503 183122 18321 1  44.642857 1 RGFLWDEGFHQLWQR W 44 2+
g 065644.2| ai31981106irefINP_065644.2] glucosidase 1 10 2 102 834 91831 MmNaOHMM iver ONBTi 204236723672 2 41969 03358 126888 12605 1 8636364 44 RLGPLLDVLADSRH 706 2-
gi131981106[1eTNP_065644.2] 9i31981106/elINP_065644.2] glucosidase 1 10 2 102 B34 91831 © MNaOHMM lver CNBTi 211205020502 2 33731 03667 140656 14065 1 75 1 K SISGHTSELGDFR.L 28 2+
E 065644.2| ai31981106ircfINP_065644.2] glucosidase 1 10 2 102 B34 91831 O MmNaOHMM iver ONBFTi 107412041202 2 47027 02503 198185 19792 1 52041177 10 REALGHWLGLLNADGWIGR E e 2+
gi131981106[1eTNP_065644.2] gi319811061refINP_065644 2] glucosidase 1 10 2 102 B34 91831 © MNaOHMM iver CNBTi 212193619352 2 35919 03355 131358 13126 1 1 RARVPPEFLVGRA 493 2+
g 065644.2| ai31981106irefINP 065644 2] Jucosidase 1 10 2 102 B34 91831 O MmNOHMM iver ONBTi 105412241223 3 47196 02470 197880 19792 1 42647057 1 REALGHWLGLLNADGWIGR E 466 2+
5i131981106[reTNP_065644.2] 931981 106/relNP_065644.2] glucosidase 1 10 2 102 834 91831 © MNaOHMM iver CNBITi 105300230022 2 50644 04318 183096 18321 1 75 9 R GFLWDEGFHQLWAR W 444 2+
6i131981106/r0NP_065644.2| ai31981106ircfINP 065644 2] glucosidase 1 10 2 102 83 91831 MmNaOHMM fver CNBFTi 105161116112 2 31263 0133 131358 13126 1 75 1 RARVPPEFLVGRA 403 2+
5i131981106/reTNP_065644.2] 9i31981106/elNP_065644.2] glucosidase 10 2 102 834 91831 O MNaOHMM lver CNBITi 204164416042 2 20861 01144 108557 10853 2 75 2 RVPPEFLVGRA 495 2+
> 001007571.1) 001007571.1] Solute carrier famiy 25, member 42 (Mus musculus] 2 3 69 318 35241 101 MmNGOH.MM ver ONBIT 211356235022 2 44737 04475 21804 21885 1 54761906 30 RLLAGALAGTTAASLTYPLDLVR A 135 2+
>001007571.1] 001007571.1] slt carier iy 25, momber 42 s sl 2 36 69 318 35241 101 MmNaOH-MM Iver CNBITi 101388638862 2 30758 03028 2189.15 21886  © 30952881 2 RLLAGALAGTTAASLTYPLDLVR A 135 2+
> 001007571.1] 001007571.1] Solute carrior family 25, member 42 (Mus musculus] 2 3 69 318 35241 101 MmNGOH.MM ver ONBIT 212276527653 3 4504 03741 218876 21886 2 3333333 4RLL \GTTAASLTYPLDLVR A 135 2+
5i127229118[reTNP_082129.2| a 18irelINP_082129.2 methyltansferase like 78 [Mus musculus] 3 16 162 214 28049 8.6 MmNAOHMM lver CNBITi 101265626552 2 34193 01253 1960.14 19602 2 50 3 RAQFSEVQLEWQPPPFR W 215 2+
E 021292 gi 1292] methylransforase like 78 [Mus musculus] 3 16 152 244 28049 86 MmNaOHMM iver ONBTi 211293529352 2 36221 0241 19607 19602 1  60.000004 & RAQFSEVQLEWQPPPFR 215 2-
5i127229118[reTNP_082129.2] a 18irelINP_082129.2 methyltransferase like 78 [Mus musculus] 3 16 162 204 28049 86 MmNOHMM lver CNBITi 110343034303 3 45100 02487 239684 23968 2 375 2 RVLRPGGLLFFWEHVAEPQGSR A 163 2+
gil27229118]reINP_082129.2| b 1292] yiransforase like 78 [Mus musculus] 3 16 152 244 28049 86 MmNaOHMM fver ONBFTi 110341834182 2 41457 025 230728 23968 1 a0 3 RVLRPGGLLFFWEHVAEPQGSR A 163 2+
g 0320752 g X > 001478 ferritnlight chain 2 [Mus musculus] 5 2 202 183 20738 6 MmNaOHAM lver CNBITI 208211121113 3 36896 02846 237514 23746 1 31618182 4 R VAGPQPAQTGAPQGSLGEYLFER L 185 2
g 0320752 g X 001478 forrtin lght ch 5 12 202 183 20738 6 MmNaOHMM lver CNBAT 101131513152 2 26100 00967 14839 14816 5 50 1 RONYSTEVEAAVNRL 7 2
g 0320752 g X 001478 ferritnlght chain 2 [Mus musculus] 5 2 202 183 20738 6 MmNaOHAM liver CNBITi 20920502002 2 52073 04071 2374.46 23746 1 59090908 2 RVAGPQPAQTGAPQGSLGEYLFER L 185 2
g 0320752 gi X 001478 forrtin lght 5 12 202 183 20738 6 MmNaOHMM lver CNBFTI 108220222023 3 44741 03504 253058 2508 1 40217302 3 RRVAGPQPAQTGAPQGSLGEYLFER L 154 2
g 0320752 g 001478 ferritnlght chain 2 [Mus musculus]) 5 2 202 183 20738 6 MmNaOHAM lver CNBITi 108220322032 2 48027 04493 2530.97 2508 1 39130436 2 RRVAGPQPAQTGAPQGSLGEYLFER L 154 2
st " 001030015.1] g 001039015, 1124 maj v 3 1 25 180 20648 5 MmNaOHMM lver CNBFTi 202251125112 2 33524 0244 201143 20112 1 52841177 1 KAGEYSVTYDGFNTFTIPK.T 95 2
st 14lrefINP_001039015.1| 1139307 14[i2NP 001039015, 1124 maj protein 2 [ lus] 3 1 25 180 20648 5 MmNaOHAM lver CNBITi 201063908392 2 35164 01474 125926 12594 1 80 5 RENIDLSNAN 164 2
st " 001030015.1] g 001039015, 1124 maj ¥ 3 1 25 180 2 26806 01376 18801 18963 2 43333332 1 RLFLEQIHVLENSLVLK F 58 2
st 14lrefINP_001039015.1| 1139307 14[ieNP 001039015, 1124 maj protein 2 [ I 3 1 25 180 2 3439 02282 125044 12594 5 75 4 RENIDLSNANR C 164 2
gt 0327932 g 032793.2| Solute carriar family 22 (organic caton transportar), member 18 [M 1 3 29 410 2 31764 0322 126105 12615 1 7727273 1 RTLGPTLGGLLYRS 364 2-
st 03279321 g » 032793.2) Solute carierfamily 22 (organic caton transporter), member 18 [M 1 36 29 410 2 34258 04247 126149 12615 1 68181816 35 RTLGPTLGGLLYRS 364 2+
> 547453.1| 5474531 polyposis locus protein 1-like 1 [Mus musculus] 1 12 5 201 2 3ases 02562 100234 10012 1 G8sssE 4 RALDLAAGITRD 162 2+
647453.1| 647453.1) polyposis locus protein 1like 1 (Mus musculus] 1 2 5 200 2 3 0247 100129 10012 1 8333333 8 RALDLAAGITR D 162 2+
~035016.1| 0350161 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4 [Mus 1 1 5 146 82 2 33036 0228 143307 s 2 7272721 4 RLALFNPDVSWDR K 3 2-
> 035016.1| 035016.1] NADH dehycrogenase (ubiquinone) 1 alpha subcomplex, 4 [Mus 1 5 146 82 2 33628 02120 143372 14336 1 68181816 1 RLALFNPDVSWDR K 3 2+
o10782.1| 910782.1] 5 2 2 a7 2 3461 04268 186652 8es 1 5277778 5 RPASPAEPPFOALVEAAGGRG 12 2+
910782.1] 910782.1] 5 2 2 287 3 33723 03154 206097 20623 1 2767857 3 M ESELEALAPRPASPAEPPFOALVEAAGGR G 2 N
910782.1| 910782.1] 5 12 2 a7 3 33418 02081 285828 28671 1 28703705 1 RQVGGPVQAAFRPGCPASSLAVOEAACR A 166 2+
910782.1) 910762.1| 5 2 2 287 2 3887 0317 139584 13967 1 B18i81e 2 RAPELQLLETLLRT 149 2+
10782.1] 910782.1] 5 12 2 a7 119301 01080 139575 13967 5 54545456 1 RAPELQLLETLLRT 149 2+
sl INP_031419.1] 916671509/l INP_031419. > 033739.1]  actin, beta, 5 2 213 ars 2 26257 02474 119926 11994 1 2 RAVFPSIVGRPR H 29 2
E INP031415.1] gi NP 031416, 033730.1]  actin, beta, 5 12 23 s 5 54017 03014 256278 28829 1 3182174 7 MDSGDGVTHTVPIYEGYALPHAILR L 154 1
sl NP 031419.1] 9i6671509]relINP 031419, "033739.1]  actin, beta, 5 2 213 ars 2 34411 02363 195467 19653 1 52041177 1 RVAPEEHPVLLTEAPLNPK A % 2
E INP_031415.1] gi NP 031416, 033730.1|  actin, beta, 5 12 23 s 2 2034 02573 151639 15167 1 7 1 KIWHHTFYNELR Y 85 2
sl NP 031419.1] 9i6671509]relINP 031419, "033739.1]  actin, beta, 5 2 213 ars 2 32003 03331 179168 1792 1 56666668 1 K SYELPDGQVITIGNER F 239 2
> 031851.2| g IrefINP._031851.2] cytochrome P450, famiy 7, subfamiy b polypeptide 1 [Mus musc. 5 16 ws 07 2 26511 019 170353 1706 1 6428571 1 RMFLGIGHPDSAVSFR.Y i85 2+
031851.2| g IrefINP_031851.2] cylochrome PA50, amily 7, subfamily b polypeptide 1 [Mus musct 5 16 188 507 2 43427 03122 211924 21184 1 52041177 10 REQLDSLVOLESTILEVLRL a2 2+
031851.2| g JrefINP0318512] ytochrome P450,family 7 subfamily b, polypepice 1 [Mus musct. 5 16 188 507 5 434 odeez 256316 2582 1 31818182 1 RKGDFVALFPPLINDPEIFDAPK £ 367 2-
> 031851.2| g IrefINP_031851.2] cytochrome PA50, family 7, subfamily b polypeptide 1 [Mus musct 5 16 188 507 2 35548 02298 167464 1675 1 69230774 2 MFPYLVSDIPIGLLRN 221 I
031851.2| g JrefINP 031851.2] cytochrome P450, amily 7, subfamiy b, polypeptid 1 [Mus musct 5 16 188 507 2 32132 02683 157449 15748 1 61538464 2 MFLGIGHPDSAVSFR.Y a6 1
> 033493.1] > 033493.1 fami muse 8 2 182 530 2 a7s66 0302 198183 19812 1 59375 5 K SDVLNALEEVIENPFYK K 424 2
0334931 0334931 UDP glucuronosyiransferase 2 famil. polypeptice B5 [Mus musc. 8 2 182 530 545 0de2 149494 14958 1 53846157 1 KANAIAWALAQIPY 32 2
033493, 1] 0334931 I muse 8 2 182 530 2 41506 03238 149641 14958 1 7307682 6 KANAIAWALAQIPGK V 32 2
0334931 0334931 UDP glucuronosyiransferase 2 famil. polypeptice B5 [Mus musce. 8 2 182 530 2 2032 003 10679 6Bz 2 7777778 1 KTPATLGHNTR Y 344 2
033493, 1] 0334931 famil muse 8 2 182 530 121183 01395 109879 10993 4 1 KILDELVGR G @t 2
0334931 0334931 UDP glucuronosyiransferase 2 famil. polypeptice B5 [Mus musc. 8 2 182 530 2 31454 01034 204488 20453 1 50 4 RGHEVTVLRPSAYYVLDPKK 50 2
033493, 1] 0334931 fami muse 8 2 182 530 3 3868 02050 204593 20453 1 33295204 2 R GHEVTVLRPSAYYVLDPK K 50 2
0334931 0334931 UDP glucuronosyiransferase 2 famil. polypeptice B5 [Mus musc. H 2 182 530 2 38148 02074 219680 21865 1 50 2 M SKSDVLNALEEVIENPFYK K a2 I8
0334931 0334931 fami muse 8 2 182 530 2 45163 03486 198175 19812 1 5625 2 K SDVLNALEEVIENPFYK K a24 2
> 084063.1| 084063.1) diaphorase 1 [Mus musculus] 4 10 s s01 5 52787 03569 25605 2560 1 40903082 4 RFALPSPQHILGLPIGQHIYLSTR | 62 2-
»~084063.1| 084063.1] diaphorase 1 [Mus musculus] 4 10 143 301 2 47518 03323 25924 2560 1 47727272 4 RFALPSPGHILGLPIGQHIYLSTR 62 2°
»~04063.1| 084063, 1] diaphorase 1 [Mus musculus] 4 10 s 01 2 26068 0222 107938 10792 1 8125 1 MKIGDTIEFR G 135 IS
> 084063.1| 084063.1] diaphorase 1 Mus musculus] 4 10 13 301 2 24944 0195 136164 13615 1 75 1 MIQFAGLPNLER v 280 N
077169.1| o77169.1] ke domain famiy, member 1 [Mus musculus] 2 13 76 25t 2 2538 0102 100247 10021 2 8571429 3 RHNWGQGFR L 240 2+
> 077169.1] o77169.1] PREDIGTED, st v crainng monooms 2 13 76 251 2 3317 00872 138656 13866 1 75 10 RNFLSTPQFLYRW 198 2+
 001475872.1] 001475872.1 o 7 2 54 53 2 38072 02801 141951 w7 1 7272 6 RLLLGPCTPVQYRL 463 2
001475872.1] 001475672 1 PREDICTED: simiar to Flavin containing morooxygenase 5 isofon 7 2 64 53 3 40629 02251 246591 26649 1 32142857 5 M EEIADLVGVRPNILPLVFTDPRL a5 i
001475872.1] " 001475872.1 o 7 2 54 53 2 2651 01476 143123 14317 3 571428 1 RIAVIGAGASGLTCIK.C. 6 2
001475872.1] 001475872.1 PREDICTED: simiar to Flavin containing morooxygenase 5 isofon 7 2 64 53 2 2837 02814 96216 96107 6 675 2 RSGDIGGLWRF 3s 2
001475872.1] o01475872.1 7 2 54 53 2 25021 02135 13246 13826 2 63636364 T RPNILPLVFTOPRL a7 2
001475872.1] 001475672 1 PREDICTED: simiar to Flavin containing morooxygenase 5 isofon 7 2 64 53 2 28134  om7 107816 10772 1 8125 1 RKTILTTEDRY 486 2
001475872.1] " 001475872.1 o 7 2 54 53 2 28835 02289 141876 14177 2 63636364 2 RLLLGPCTPVQYRL 463 2
001475872.1] 001475672 1 PREDICTED: simiar to Flavin containing monooxygenase 5 isofon 7 2 64 53 2 41957 03966 167756 16778 1 60714287 6 RALSQHPTVNDDLPNR | 278 2+
001473590.1] 00147350 001 1o MHC H2.K 1 [Mus E P 75 a5 2 386 04023 16502 16499 1 60714287 4 RYFVTAVSRPGLGEPR F 45 2
001473690.1] 001473590 001 MHC H2K 1 Mus 3 1 75 35 2 43283 0378 163055 16308 1 7307692 2 RFIAVGYVDDTQFVR F 60 2
001473590.1] 00147350 o0t H2K 1 [Mus 3 B 75 a5 5 35457 01559 16507 16499 1 50 5 RYFUTAVSRPGLGEPR 5 2
5642.1) 5642.1| surfeit gene 4 [Mus musculus] 3 9 12 269 2 a0l o428 17672 17674 1 65625 2 M RNLALGGGLLLLLAESR S 19 N
gi6755698IrefINP_035642.1] qi6755698 rofINP_035642.1] surfit gane 4 [Mus musculus] 3 s 12 26 2 3566 01559 153778 15378 1 75 2 RLCLISTFLEDGIRM a1 2+
Gi6755698IrelINP_035642.1] gi6755698|rolINP_035642.1| surfet gene 4 [Mus musculus) 3 N 12 269 2 41615 03032 15753 15978 1 7916667 4 RLCLISTFLEDGIR M 31 2°
gi6755698IrefINP_035642.1] qi6755698 rofINP_035642.1] surfit gane 4 Mus musculus] 3 s 12 26 2 aseTs 04020 161107 16109 1 73333336 1 RNUALGGGLLLLLAESR S 120 2+
> 032007.2 032007 2 acy- y 1M I 5 0 53 6% 2 31494 01477 13694 13667 5 68181816 1 KVLQPTIFPVWPRL 358 2+
032007 2 032007 2 family member 1 I 5 w0 55 6o 2 32617 02784 105305 10532 1 9375 1 KIGFFQGDIRL 322 2
032007 2 032007 2 acy- y I 5 0 53 6% 2 35886 03628 161824 16179 1 63333332 3 MITGARPVSATVLTFLR T 133 N
032007 2 032007 2 family mermber 1 I 5 w0 55 6o 27744 00977 13669 13667 4 5 1 KVLOPTIFPWPRL 358 2+
032007 2 032007 2 acy- y 1M I 5 0 53 6% 2 363 01398 138595 1367 1 7721273 20 KVLQPTIFPWPRL 358 2+
032007 2 032007 2 family member 1 I 5 w0 55 6o 2 s o267 105332 10532 1 8125 13 KIGFFQGDIR L 352 2
032007 2 032007 2 acy- y 1 I 5 0 53 6% 120135 015 105266 10582 2 6875 1 KIGFFQGDIR L 2 2
>~001019890.1) 001019890.1] hypothelical protein LOC545288 [Mus musculus] 2 19 a3 a9t 2 26281 01417 12217 224 2 7 3 KVQEEIDNVIGR H 23 2
>001019890.1] 001019890.1] hypotheical prolein LOC545288 [Mus musculus]) 2 19 43 ot 2 401 03363 130032 13305 1 633333 11 RDFIDYFLIGR G 262 2
>001015890.1] 001019890.1] hypothelical protein LOC545288 [Mus musculus] 2 19 a3 a0t 2 3ems 02661 f2ranz 224 2 5 KVQEEIDNVIGR H 23 2
51667801 1lrefINP_033538.1| a 1IrelNP_033538.1| o carierandy 27 (aty s ). e 5 s a 21 104 689 2 34664 03507 19932 19933 1 52041177 1 REGFDVGIADPLYILONK A 650 2+
1667801 1[ref|NP_033538.1] gi +03353%.1| 4 21 04 6ee 2 33005 0202 155048 1598 1 7083333 & RSWLPAYATPHFIR | 617 2+
1667801 1[refINP_033538.1] a 11relNP_033538.1| sohﬂe corter iy 27 ity scid ransporter), msmberSIMus mu 4 21 104 669 2 4215 0281 205283 2637 1 47721272 2 R SSGASVLIVDPDLQENLEEVLPKL 218 2+
4i16678011[re[NP_033538.1] a NP 033538.1] 4 21 04 6Ee 2 5il66 02914 199494 19933 1 61764706 9 R EGFDVGIADPLYILONKA 650 2+
1667801 1[refINP_033538.1] a 11relNP_033538.1] ot cortr iy 27 oty o aneporn member Mo 4 21 104 689 2 34264 02281 211849 21194 1 58820632 1 MLTPFELVQFDIETAEPLR D 160 N
> 082370.1 082570, UDP glucuronosyiransferase 2 famil. polypeptice A3 [Mus musct. 4 6 86 53 2 47815 03084 241284 20127 1 55263157 2 RIPLHFENIPLLYEIETAENR L 6 2+
> 082370.1 082370, UDP ghonosransirese ey, popepde A3 s musc 4 16 86 53 3 46532 03004 241371 26127 1 39473686 3 RIPLHFENIPLLYEIETAENR L 69 2+
082370.1 082570, P glucuronosyit family. polypeptide A3 [Mus musc 4 16 86 5 2 30211 01862 145564 14557 3 5900908 5 RIHHDQPVKPLDR A P 2
> 082370.1 082370, rs ulucumnosyhransleraseZIamHy‘ polypepiide A3 [Mus musc 4 16 86 53 2 4033 02294 146636 14668 1 7307692 6 KANLIASVLAQIPGK.V a1 2+
8031252 8031252 eytochrome P450, famiy 4, subfamiy 2, polypeptide 12 (Mus musc 8 2 65 508 lver CNBTi 2 28505 01531 96033 96017 6 o 5 RFLAPWIGR G 120 2
8031252 603125.2 ocvame 450, famly 4 sobfamly . plypopida 12 Mo mose 8 2 165 508 58350 .1 MNOHMM lver NBITi 109313631363 3 39161 02791 271334 2711 1 31sisis2 1 MLSFYGLHHNPTVWPNPEVFDPSR F an i
8031252 8031252 cytochrome P450, amiy 4, subfamiy a, polypeptide 12 (Mus musc i 2 165 508 58350 0.1 MNaOHMM iver ONBFTi 203173317332 2 31809 03856 130520 13054 1 7272727 4 RELSSPVTFPDGRS 300 2
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at CvPiAZ2 > 803125.2] 8031252/ cfochTome PAS0. Ay & e . paypapicn T2 IS musc s % 765 508 58350 0.1 MmNaOF-M iver CNBITI 100225222522 2 32183 02035 1AN078 14005 1 7063333 TRHSHSFLPFSGGARN a 2
@ P > 803125.2) 603125 2| cytochrome P450, family 4, subfamily a polypepide 12 [Mus musc 8 % 165 508 58350 .1 MmNaOH-MM_liver CNBTi 109.2253 22531 12568 03183 139966 14005 1 625 1 RHSHSFLPFSGGAR. a1 2
41 CYPaAz2 803125.2) 803125.2] ocvome 150ty 4 sobfamly . plypopida 12 Mo mose 8 2 65 508 58350 9.1 MmNaOH-MM_liver CNBITI 101393539352 2 27 02633 18994 18701 8 43333332 1 KSYIQAVEDLNDLVFSR.V 214 2
@ P >~803125.2) 603125 2| cytochrome P450, family 4, subfamily a polypepide 12 [Mus musc 8 % 165 2 4461 03193 148284 14928 1 7272727 1 RRLDFLDILLFARM 286 2
41 CYPaAz2 803125.2) 803125.2] ofoctrome PASD, iy 4. sublamiy . pobpeptd 12 Mus muc 8 2 165 126617 01141 130685 13054 6 59090908 1 RELSSPVTFPDGR 3% 2
“ P > 803125.2) 603125 2| cytocr 50, family 4, subfamily a, polypepide 12 [Mus musc 8 % 165 2 50485 04986 18702 18701 1 63333332 11 KSYIQAVEDLNDLVFSR V 214 2+
a2 LMAN® 081676.1] 081676.1] lectin, mannose-binding, 1 [Mus musculus] 1 o 21 2 3843 03029 126407 12844 2 8 RYVSSLTEEISRR a7 2
a2 LMANT >~081676.1] 081676.1| lectin, mannose-binding, 1 [Mus musculus] 1 " 21 2 28451 02376 126397 12844 1 75 3 R YVSSLTEEISR R a7 2+
4 cvpest 034142.2) 0341422| ofochrome PASD iy . sublamiy b ot 1 Mus musc 5 16 8 2 37102 03285 154252 15438 1 73.07692 10 KLVDPDIPVPPIDPR R 464 2
a3 Cpest > 034142.2) 0341422| cytochrome P450, family 8, subfamily b polypepide 1 [Mus musct 5 16 8 2 24747 02311 137932 13805 1 68181816 2 K VFGYQSVDGOHR M 109 2+
a3 cvpest 034142.2) 0341422| ofctrome 150 famly . sobfomiy b popepids 1 Mos mosc 5 16 8 2 35033 02817 146789 14886 1 66.66667 1 RWGFGTSQPSHEVR F 479 2
a3 Cvpest > 034142.2) 0341422| cytocr 50, famiy 8, subfamily b polypepiide 1 [Mus ms 5 16 8 2 4037 04143 16437 16448 1 6538461 1 RRWGFGTSQPSHEVR F a8 2+
a3 cvpest 034142.2) 0341422| Giochrome PASO, amiy . subfamiy b.paypeptd { Mos muscr 5 16 8 3 3364 02309 164498 16448 1 48076923 1 RRWGFGTSQPSHEVR F 478 2+
a3 Cvpest > 034142.2) 0341422| ytochrome P450, family 8, subfamily b, polypepide 1 {Mus musc. 5 16 8 2 30676 0231 154365 15438 1 61538464 1 KLVOPDIPVPPIDPR R 464 2+
a cvpPiA2 > 034123.1] > 034123.1] ofoctrame P45, il 1. sufariy . popepica 2 s muscu 8 2 22 3 35982 01378 30895 306 1 20967741 2 MAEVGHFEPVSQUVESVANVIGAMCF GKNFPRICS 180 IS
a4 cvpin2 - 034123.1] 034123, 1] cytochrome P450, family 1, subfamily a polypepiide 2 [Mus musct 8 2 232 2 36ss2 02478 142271 14206 1 7727273 1 RLSQQYGDVLON 67 2
a cvPiA2 034123.1] 034123.1] ofoctrome PASD, iy 1. Subiamiy 8. poybopide 2 Mus s 8 2 22 2 39584 03529 143822 14386 1 68181816 2 KPOTGEGANPRF 499 2
a4 YP1A2 - 034123.1] 034123, 1] cytocr 50, famiy 1, subfamily a, polypepide 2 [Mus musct 8 2 232 3 33853 01544 143854 14386 1 52272724 1 KPGTCEHVQAWPR F 499 2+
a cvPiA2 034123.1] 034123.1] rochrome PAS0, amiy 1. subfamiy . paypeptda 2 Mos Muscr 8 2 22 2 28149 02482 159841 15089 1 46666668 1 RIGSTPVWVLSGLNTIKQ 79 2
a4 cvpin2 " 034123.1] 034123, 1] ytochrome P450, family 1. subfamily a, polypepide 2 (Mus musc. 8 2 232 2 46589 05034 212681 21274 1 6666667 2 K DFVENVTSGNAVDFFPVLR Y 224 2+
a cvpPiA2 034123.1] 034123.1] ofoctrome PASD iy 1. sublamiy . pobeptd 2 Mus musc 8 2 22 2 3107 0222 13699 1S 1 727227 1 KNSIQDITSALFK H 217 2
a4 cvpin2 - 034123.1] 034123, 1] cytochrome P450, family 1, subfamily a polypepiide 2 [Mus musct 8 2 232 2 36% 0220 181163 1811 1 e6666sT 1 RFLTNNNSAIDKTQSEK V 430 2+
a cvpPiA2 034123.1] 034123.1] ofoctrome PASD, iy 1 Subiamiy 8. poybopide 2 Mus s 8 2 22 2 35005 0334 142073 14206 1 7272727 1 RLSQQYGDVLQIR| 67 2
45 CYP2ATP1 > 0318382  031838.2| cytocr 50, famiy 2, subfamily a, polypepide 5 [Mus musct 4 18 67 2 24767 02803 138584 13836 1 68181816 1 RYGPVFTIYLGPRR 65 2+
s CYP2ATPT 031838.2) 031838.2] Grochrome PASO, amiy 2. subfamiy . palypeptde 5 Mos Muscr 4 18 67 2 3499 01721 112595 11263 1 75 44 ROFIDSFLRM 266 2
45 CYP2ATPT 031838 2| 031538 2| ytochrome P450, family 2, subfamily a, polypepide 5 (Mus musc. 4 18 67 122618 0101 112671 11263 5 6875 1 RDFIDSFLIRM 266 2
s CYP2ATPT 031838.2) 031838.2] cytochrome PA50, family 2, subfamily a, polypeptide 5 [Mus musct 4 18 67 2 31286 023 112628 11263 4 75 1 ROFIDSFLRM 266 2
45 CYP2ATPT 031838 2| 031538 2| ofohrome P45, a2, sufai . poypapice S s muscu 4 18 67 2 374% 03433 15659 14566 1 7727273 1 MPYTEAVIHEIGR F 350 1
% UGT1A9 958812.1] 958812.1] 1t Jypeplide 7 68 151 2 30751 02046 101335 10132 1 9285714 57 RIPQTVLW 27 2
45 UGT1AS > 058812.1] 958812.1] upp oy, vonpepti 7 & 151 2 5324 03008 22489 22256 1 6388889 3 MPCGVILAEYLNLPSVYLFR G 154 1
4 UGT1A9 958812.1] 958812.1] 1 family. polypepide 7 68 151 2 25751 02247 166295 16829 4 46153847 1 KIFSVPYSLEELQTRF 4 2
45 UGT1AS >058812.1] 958812.1] upp 1 famiy. poypeptice 7 & 151 2 35042 03862 203187 20324 1 5 1 RGHDIVVLVPEVNLLLGESK Y 53 2
4 UGT1A9 958812.1] 958812.1] 1 family. polypepide 7 68 151 123725 01664 101257 10132 3 7857143 2 RIPQTVLWR Y a7 2
45 UGTIAS > 058812.1] 958812.1] upp 1 famiy. poypeptice 7 & 151 2 26761 02241 11216 11122 1 8125 3 KEIVEHLSER G a4 2
% UGT1A9 956812.1] 958812.1] 1 famil ide 7 68 151 2 27701 02575 1208 12084 1 O 1 RYTGTRPSNLAKN 335 2
a7 csLs 082252, 1] 082252 1| hm\lymembgy5w Jus) 3 3 37 120135 015 105268 10532 2 1 KIGFFQGDIRL 326 2
a7 ACSLS 082252.1] 082252.1] acy- lus) 3 3 37 2 Saom osies tesree % 1 easawe 17 MITGAAPISTRULTFFR A 17 IS
a7 ACSLS 082252, 1] 082252 1| famiy memcer s Jus) 3 3 37 2 3tes 02627 108332 10532 1 8125 13 KIGFFQGDIRL 326 2
a7 ACSLS 082252.1] 082252.1] acyl fomty lus] 3 3 37 2 34307 02579 169271 1692 1 56666668 1 MITGAAPISTRULTFFRA 17 N
a7 ACSLS 082252, 1] 082252.1| iy member 5 [ lus) 3 33 37 2 32617 02784 105305 10532 1 75 1 KIGFFQGDIRL 32 2
8 cvpacs 001034644.1] 001034644.1| ocoran A0ty Mt o] 2 1 43 2 39384 02661 127412 12124 2 85 5 KVQEEIDNVIGRH 323 2
48 cvpacs > 001034644.1] 001034644.1| cytochrome P450 2G40 family [Mus musculus] 2 14 43 2 38594 01829 131649 13165 1 8333333 6 ROFVDYFLIOR G 262 2+
8 cvpacs 001034644.1] 001034644.1] cytochrome P450 2C40 family [Mus musculus] 2 1 43 2 26281 01417 12217 2724 2 7 3 KVQEEIDNVIGRH 32 2
49 ENSGO0000134716-ENSMUSGO0000052520:NA cvpas > 034137.1] . family 2, subfamily 4 10 108 2 41122 02595 157633 15758 1 79.16667 3 RIQEETHHLVEAIRE 159 2+
49 ENSGO0000134716 ENSMUSGOO000052520 NA cvp2 034137.1] . family 2, subfamily . i 4 10 108 2 3338 02579 157577 15758 1 62. 1 RIQEETHHLVEAR £ 159 2
49 ENSGO000134716-ENSMUSGO0000052520:NA cvpar - 034137.1] . family 2, subfamily 4 10 108 3 3335 00s6 142801 14276 1 52272724 1 MPYTNAVIHE 358 1
49 ENSGO0000134716 ENSMUSGO0000052520 NA cvp2 034137.1] . family 2, subfamily . i 4 10 108 3 42122 02862 315085 31504 1 22321428 1 RTTSFNEENLISTTLOLFLGGTETTSSTLR W 202 2
49 ENSGO000134716-ENSMUSGO0000052520:NA cypar 034137.1] famiy 2, subfamiy 4 10 108 2 ae7 0387 31487 31504 1 3390857 2 RTTSFNEENLISTTLDLFLGGTETTSSTLRW 20 2+
49 ENSGO0000134716 ENSMUSGOO000052520 NA cvp2 034137.1] . family 2, subfamil ] 4 10 108 2 44432 03982 315052 31504 1 a7, 2 RTTSFNEENLISTTLOLFLGGTETTSSTLRW 202 2
50 PHB2  031557.2| ol eceplor associated protein 37 s muscuus] 3 6 144 2 36746 03 172447 1725 1 6666667 3 RIPWFQYPIYDIRA 72 2+
50 PHB2 031557.2] B <o recapior-sssocited prolin 37 s musous] 3 6 14 2 535 04278 222605 22265 1 611111 2 RIVLTADNLVLNLQDESFTR G a7 2
50 PHB2 031557 2| -associated protein 37 [Mus musculus] 3 6 144 2 239 03135 121767 12183 2 60000004 1 RESVFTVEGGHR A 38 2+
51 ENSGO0000106638 ENSMUSGOO000005374:NA L2 > 038791.2) Vansducm (betalike 2 [Mus musculus] 3 8 81 2 5446 04118 257669 2577 1 5437624 1 RLALSPDTHVLALATGTNIHLENTR R 332 2
51 ENSGO0000106638 ENSMUSGO0000005374:NA TBL2 >0387912| e 2 [Mus musculus] 3 8 81 3 54208 03809 257683 2577 1 4347826 4 RUALSPDTHVLALATGTNIHLFNTR R 332 2+
51 ENSGO0000106638 ENSMUSGOO000005374:NA TBL2 038791.2) Vanadcn (ot he 2 os muscolo] 3 8 81 2 36885 03846 133825 13385 2 81818184 3 RANVELDHATLVR F 128 2
52 ACAAT " 666342.1| acetyl-Coenzyme A acyitransferase 18 [Mus musculus] 1 " 45 2 44139 02963 204372 20434 1 55555557 10 RIAGFLSGIPETVPLSTVNRQ 103 2
52 ACAAT  666342.1] scay-Cosnzyme A acytanserse 18 Mus uscuus 1 il 45 2 29766 02157 204243 20434 6 41666664 1 RIAGFLSGIPETVPLSTVNR Q 103 2
53 POR  032924.1] musculus] 5 15 109 3 52746 03399 298149 20815 1 a7. 2 R HILAILQDYPSLRPPIDHLCELLPR L 426 2+
53 POR 032924.1] cylochmme PAS0 edictase s musculis] 5 15 109 2 39183 03633 163879 16389 1 61538464 9 RTALTYYLOITNPPR.T 369 2
53 POR 132924.1 cytochror musculus] 5 15 109 3 41407 02483 163873 16339 B 46153647 1 RTALTYYLDITNPPRT 369 2+
53 POR 032924.1] Clocvame 450 educiase s moscoon] 5 15 109 2 47588 05434 211787 21183 1 6388889 2 RNIVFYGSQTGTAEEFANR L i 2
53 POR 032924.1] cytochrome P450 reductase [Mus musculus] 5 15 109 2 41191 04421 17687 17689 1 6666667 1 KLIHEGGAHIYVCGDARN 619 2+
54 cvpacs gilt 0318413 g . famiy 2, subfamil mu 6 10 106 2 28027 01985 119077 11904 1 8125 1 ROFIDYYLIK 262 2
54 cvpacs gilt 0318413 g cytochrome P450, family 2, subfamily . polypepiide 29 [Mus musc 6 10 108 2 34406 01771 204285 20414 1 61764706 2 RFIDLLPTSLPHAVTCDIK F 358 2+
54 cvpacs gilt 0318413 g . family 2, subfarmily mu 6 10 106 2 32762 01761 173173 17319 1 57692307 1 RVQEEAQCLVEELRK.T 145 2
54 cvpacs gilt 0318413 g cytochrome P450, family 2, subfamily . polypeptide 29 [Mus musc 6 10 108 2 44813 03644 160431 16037 1 7916667 2 RVQEEAQCLVEELRK 145 2
54 cvpacs gilt 0318413 g . famiy 2, subfarnil musc 6 10 106 2 2913 02115 13039 13005 6 70 1 RVQEEIDRWGR S 323 2
54 cvpacs gilt 0318413 g cytochrome P450, family 2, subfamily . polypeptide 29 [Mus musc 6 10 108 12419 0223 118952 1904 1 75 1 RDFIDYYLKQ 2%2 2
54 cypacs gilt 0318413 g . family 2, subfarmily mu 6 10 106 2 488 03012 16036 16037 1 75 2 RVOEEAQCLVEELRK 145 2
55 ATPIIC > 001001798 1] > 00103 Atpase, ciass VI, type 11C isoform 5 15 38 3 30879 01223 2086705 20873 9  333333% 1 RTVFVGNHPISGTEPYIAQR F 21 2
55 ATP1IC 001001798 1] 00100 Aas,cse 1. e 11C solom 5 15 38 1267 0264 11856 11864 8 68, 1 RLHELLIEYRK 715 2
55 ATPIIC 001001798 1] 00103 Atpass, ciass 11G isoform 5 15 38 2 3564 02464 118656 11864 1 o7, 5 RLHELLIEYRK 715 2
55 ATPIC 001001798 1] 00109 Apas. cos Vi ype 116 sclom 5 15 38 2 38551 03495 2087.14 20873 1 5277778 1 RTVEVGNHPISGTEPYIAQR F 21 2
55 ATPIIC 001001798 1] 00103 Atpase, ciass VI type 11C isoform 5 15 38 2 2 00955 163561 16348 1 7692308 5 RFGFTFLGNGNGYIRV 508 2
55 ATPIIC 001001798.1] 00103 Atpase, ciass VI, type 11C isolorm 5 15 38 2 23639 01951 16355 16348 1 57692307 2 RFGFTFLGNGNGYIRV 508 2
5 EGFR > 997538 1  031538.1| plor isoform 1 5 2 4 2 45213 04468 190626 1906.1 1 666668 3 RLTQLGTFEDHFLSLOR M 38 2
5 EGFR 997536, 031938.1] o 1M I 5 2 4 2 2538 01994 120946 12095 1 8333333 1 RIPLENLQIR G 9 2
3 EGFR > 097538 1 031938 1] plorisoform 1 5 2 4 129712 00991 120872 12005 1 6666667 1 RIPLENLQIR G % 2
5 EGFR 907538, 031938.1| o 1M I 5 2 4 2 3382 01909 120946 12095 1 9444444 5 RIPLENLQIR G 99 2
5 EGFR > 997538 1 031938 1] plorisoform 1 5 25 4 2 2994 02549 140752 14075 1 68181816 2 RNYVVTDHGSCVR A 208 2
5 EGFR 907535, X ostusal o o 1M I 5 2 4 2 44688 02416 122653 12265 1 %0 13 RNLQEILIGAVR F 139 2
57 FMOT > 034361.1] > 634361.1] containing monooxygenase 1 [Mus musculus] 2 s 62 3 40895 03313 275402 27541 1 2 3 KALQTDYITYIDDLLTSINAKPDLR A 427 2+
57 FMO1 Gi16753890[relINP_034361.1] 9i6753890[refINP_034361.1] v conaiing manoneygonses 1 os st 2 9 62 2 29153 02847 110398 11042 1 075 6 RFTEHVEEGRA a3 2
58 NAENSMUSGO0000062284 ENSRNOGO0000010189 £G547267 1481149.1] 001481149, 001 2 2 15 2 2954 02992 13051 13996 1 7272727 1 KTTPDVIFVFGFRT 62 2
58 NAENSMUSGO0000062284 ENSRNOGO0000010189 EG547267 001481149.1] 00148114, 001 2 2 5 2 28217 02559 97831 97818 1 9375 1 MVIDVLHPGK A 36 1
59 LMAN2 > 0801042 080104, lectin, mannose-binding 2 (Mus musculus] 3 4 31 2 2629 03407 10741 10742 1 75 1 RDHDTFLAVRY 212 2+
59 LMAN2 080104.2 080104.2 lectin, mannose-binding 2 [Mus musculus] 3 4 31 3 36109 021 1575 13445 5 50 2 RNRDHDTFLAVR Y 210 2
59 LmAN2 080104 2 080104 2 lecin, mannose binding 2 Mus musculus] 3 4 31 2 2794 02144 13443 13445 9 65 1 RNRDHOTFLA 210 2+
6 C200t3 082253.1 082253.1 RIKEN 4 6 78 3 33119 01204 20355 20343 1 35204117 1 RRPLRPQVTDDGQVPEVK E 11 2
60 Cavorta > 082253 1 082253 1 M I 4 6 178 3 33731 02581 28505 28511 4 25961538 1 RLFENQLSGPESIVNIGDVLFTGTADGR Y k3 2+
6 C200t3 082253, 1 082253.1 RIKEN CONA 2310001420 [M I 4 6 178 3 3850 01849 320501 32935 1 25892857 1 RSLHOPDGQVVTYVSEAHEHDGYLYLGSFR S a7s 2
0 Cavorfa 082253 1 082253 1 RIKEN M I 4 6 178 2 46427 04024 285045 28511 1 42307693 3 R LFENQLSGPESIVNIGDVLFTGTADGR Y £ 2+
61 NAENSMUSGO0000034450 ENSRNOGO0000016648 GuLo 84862.1 548862.1 2 6 57 2 32743 02944 182687 1826 4 5714286 2 RFTRGDDILLSPCFOR D 3 2*
61 NAENSMUSGO0000034450-ENSRNOGO0000016648 GuLo > 848862 1 B48862.1 2 6 57 2 32441 02183 116955 11694 1 4 KVVAHYPVEVR 333 2+
62 UGTIAT 997009, 997009.1 family, polypepide AT [M tus] 3 6 78 2 29065 02043 177475 17754 1 53571426 3 MOWLPQIDLLAHPSIR L 350 IN
62 uGTaAt >~97099 1 097009 1 uop Jypeplide A1 3 6 78 _liver_CNBITi 2 342 02800 13612 13956 1 8636364 2 KLLYEGGDIPDFRK 56 2+
62 uGTaAT 997099.1 997099.1 fami tide A1 [M: lus] 3 6 78 523 59742 7.2 MmNaOH-MM liver CNBITI_207.1400.1400.2 2 31550 01441 145103 14517 4 61538464 1 RVSQILAGGGHDVIKL a2 2
6 ATPSB > 058054.2 058054.2 ATP syninase, H+ transporting mitochondrial F1 complex, beta sul 3 7 89 529 56301 53 MmNaOH-MM ver CNB: 2 32748 02216 198847 19892 7 41666664 1 RAIAELGIYPAVDPLDSTSR | 388 2+
63 EN ATPSB 058054.2 058054.2 ATP syihase, e ransporing ol 1 complex, beta sl 3 7 89 529 56301 53 MmNaOH-MM lver CNBr 2 44205 04451 144026 14407 1 7916667 4 RVALTGLTVAEYFS 262 2
63 ATPSB > 058054.2 058054 2 H# transporiing mitochondiial F1 complex, beta sut 3 7 89 529 56301 53 MmNaOH-MM ver CNB: 2 31048 0462 165078 16519 1 5428571 2 RLVLEVAQHLGESTVR T o5 2+
61 LSR 059101.1 050101.1 Tiooyas simaeid Ipoprtaln recepor Mus mscuu] 3 8 94 504 66108 65 MmNaOH-MM liver CNBITI 206.1648.1648.2 2 32955 0135 126402 12844 1 2 RPPYGYPGDFDR T 295 2
64 LSk > 059101.1 059101 1 lipolysis stimulated fpoprotein receptor [Mus musculus] 3 8 94 54 66108 6.5 MmNaOH-MM ver C 3 51049 03445 350823 35096 1 26724138 2 RVYREEEEEEEEGHYPPAPPPYSETDSQASRE 548 2+
64 LR 059101.1 059101.1 polyi simuated poprote eceplor [as musculs] 3 8 94 594 66108 65 MmNaOH-MM liver CNBITI 208.1321.1321.2 2 443 03624 152562 15257 1 6185714 4 RTSSVGGHSSQVPLLR E 306 2
65 ATP1AT > 659149 1 g 659149 1 NatTks 5 10 48 1023 112982 5.5 MmNaOH-MM_iver CNBITi 2031577 15772 2 33515 01379 126453 12645 1 6 RLNIPYNQUNPRD 648 2+
65 ATP1AT 6591491 650149, Nao/K‘ ~ATPase alpha 1 5 1 48 1023 112982 55 MmNaOH-MM liver CNBITI 203271927192 2 44614 03502 175365 17539 1 6666667 2 K DAFQNAYLELGGLGER V 53 2
65 ATP1AT > 659149.1 g 659149.1 5 14 48 1023 112982 5.5 MmNaOH-MM_iver CNBTL_101.171.17192 2 3539 04452 151991 15206 1 6666667 1 R SPOFTNENPLETRN 228 2+
65 ATP1AT 6591491 650149, Navrs AThaseapha 1 5 1 48 1023 112982 55 MmNaOH-MM liver CNBITI 211206720671 125525 02204 113556 11363 5 6875 2 RYHTENFART 664 2
65 ATP1AT > 659149.1 g 659149.1 Navike 5 14 48 1023 112982 5.5 MmNaOH-MM_liver CNBITi 2112069 2069 2 23%5 0253 11364 11363 7 8125 1 RYHTEIVFART 684 2+
65 ATPIAT 6591491 650149, Navis ATPase st | 5 1 48 1023 112982 55 MmNaOH-MM iver CNBITI_103.1531.1531.1 122076 01444 113558 11363 4 625 2 RYHTENFART 664 2
6 ueT28 705826, 1 705626.1 4 8 86 532 60877 7.9 MmNaOH-MM liver CNBITi_109.4508 45083 3 373177 01857 293388 20323 3 2860868 1 RTYWDLEFPHPVLPNFDFIGGLHCR P 263 2+
6 ueT28 705826.1 " 705626.1 uDP ulucumnosyhransleraseﬂamﬂy» polypepide B34 [Mus musc 4 8 86 532 60877 7.9 MmNaOH-MM liver CNBIT 204073107312 2 24676 0199 107315 10732 8 7222022 1 MSSTOLHTALK.T a2 IN
6 ueT28 7058261 705626.1 4 8 86 2 28476 02204 293081 20323 1 3260869 1 RTYWDLEFPHPVLPNFDFIGGLHCR P 263 2+
6 ueT28 705826.1 " 705626.1 s ulucumnosyhransleraseﬂamﬂy» Popepide B34 s musc 4 8 86 2 30211 01862 145564 14557 3 59090908 5 RIHHDQPVKPLOR A 451 2
67 GOX > 062776.1 62776.1| ‘gamma-giutam 2 10 a2 2 2951 02072 1546931 15458 1 62 1 RVDIVOAVWSPFOR T 486 2+
67 EN 6GCX 4i19790009IrelINP_062776.1] gi19790009IrefINP_062776.1] Samma-gtam! carbonfas Mos miscuo] 2 10 42 2 3662 03632 154505 15458 1 4 RVDIVOAVWSPF 486 2
7 GGex Gi19790008|relINP_062776.1] 4i19730009|refINP_062776.1] ‘gamma-glutamy carboxylase (Mus musculus] 2 10 42 2 46218 03813 202555 20252 1 6388689 4 RDGLTGELGYLNPGVFTQSR R a7 2+
67 EN 6GCX 4i19790009IrelINP_06277.1] gi19790009IrefINP_062776.1] gamme gty caroonase s ruscubs] 2 10 42 2 35106 04099 202418 20252 1 47222 1 RDGLTGELGYLNPGVFTQSR R 417 2
& EIF3A > 0342532 034253 5 3 51 2 21974 01806 173547 173 6 50 1 RLTSLVPFVDAFQLER A 455 2+
68 EIF3A 034253.2 034253.2 factor 3, subunh 5 3 51 2 22671 01831 15075 15078 2 53846157 1 RRLATLLGLOAPPTR| 354 2
& EIF3A > 0342532 0342532 5 3 51 2 27231 ooom 192581 1e242 2 50 1 RLLOQVAQIYQSIEFSRL 439 2+
68 EIF3A 034253.2 034253.2 focor 3, ubonh 5 3 51 2 2572 0082 9%46 9932 5 8125 3 RRVPPPALS| 1293 2
& EIF3A > 0342532 0342532 . subunit 5 3 51 2 27976 01601 152358 15239 5 5384617 1 RVLLATLSIPITPER T 32 2+
68 EIF3A 034253.2 034253.2 factor 3, subunit 5 3 51 2 32018 02312 173763 173 1 571428 6 RLTSLVPFVDAFQLERA 455 2
69 SCARB1 > 058021.1 058021.1 scavenger recepor class B, member 1 [Mus musculus] 2 5 78 2 22486 00849 108248 10822 4 8125 1 RVFEGIPTYR F 2% 2+
69 SCARBI 058021.1 058021.1 scavenger receplor class B, member 1 [Mus musculus] 2 5 79 2 26971 0234 108203 10822 1 75 3 RVFEGIPTYRF 202 2
69 CARBT > 058021.1 058021 1 scavenger recepor class B, member 1 [Mus musculus] 2 5 78 3 37422 0135 336288 3B 1 21666666 1 R FGAPLFLSHPHFYNADPVLSEAVLGLNPNPK E 336 2+
0 NSDHL 035071.3 035071.3 3 4 105 2 2294 01973 181059 18102 9 P 1 MVVSPLIQIGPTFTPIR Y 02 IN
o NSDHL >~035071.3 0350713 3 4 105 2 2738 01097 112545 11253 1 8125 1 RTVOSFHHLR. 351 2+
7 NSDHL 035071.3 035071.3 3 4 105 2 29823 01272 142254 14217 5 6666667 1 ROPQLVPLIDAARK 197 2
o NSDHL >~035071.3 0350713 3 4 105 2 ‘253 015 12515 11253 5 1 RTVOSFHHLI 351 2+
7 FAMEAT 001028364.1] 001028364.1| Autosomal Highly Conserved Protein [Mus musculus] 2 3 13 3 49116 0325 342857 34286 1 2500411 2 R SRPPEDGSGGOHEPVPSEPGSPTTTVARTAMAPR S 10 2
7 FAMBAT > 001028364.1] 001028364.1] Autosomal Highly C musculus] 2 3 13 2 22908 01695 118545 11854 5 72200 1 REYVIPSLAHR F 226 2+
72 ENS CAtd > 035 > 035927.1| carbonic anhycrase 14 [Mus musculus] 1 3 36 2 27507 01609 156263 15828 1 63636364 2 RELFPQQLEGFFRY 200 2
2 cata Gi16753264]reINP_035927 1] gi6753264|refINP 035927 1] carbonic anhycrase 14 [Mus musculus] 1 3 36 2 32201 02781 15407 15828 1 59090908 1 RELFPQQLEQFFR Y 20 2+
1) UGTIAT > 659094.1] * 650004.1| famly. po ™ lus) 2 4 44 2 30493 02455 137489 W55 1 2 RHRLTEEITYGR'S 9 2
) uGTaAt 659094, 1] 650004 1| uop Jypepide A: 2 4 a4 2 37408 02456 143067 14386 1 81818184 2 KLLYESANIPDFR K 56 2+
u MOSC1 * 001074830.1| > 001074830 > 001 1 2 3 111 3 35884 02787 320857 32097 1 24107143 1 R LCDPSEQALYGKLPIFGQYFALENPGTIRV 304 2
7 MOSC1 001074830.1] 001074830 00 1 2 3 111 _liver_CNBTi 2 24229 003 100851 10092 1 9375 2 RVHGLEIQGR D 154 2
75 NAENSMUSGO00000437 16 ENSRNOGO0000031912 LOC367195 > 035421.2) 035421, > 924735.1] ibosomal protein L7 [Mus musculus] 3 3 15 270 31420 10.9 MmNaOH-MM_liver CNBITI_106.192.1192.2 2 26016 0093 224418 22454 2 36842106 1 KKTTHFVEGGDAGNREDQINR L 25 2
75 NAENSMUSGO00000437 16.ENSRNOGO0000031912 LOC367185 035421.2) 035421 »~924795.1] ibosoma proten L7 [Mus musculus] 3 3 115 270 31420 10.9 MmNaOH-MM_lver CNBTi 211,165 1165.2 2 32147 0124 211864 21172 1 472002 1 KTTHFVEGGDAGNREDQINR L 26 2
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75 TOC367155 0354212] 471 9247I5. osomal gl 1 s ek 3 3 5 270 31420 109 MmNaOF-MM iver CNBITI 2011668 1668.2 2 2215 00975 118693 T4 2 65 TRIALTONSLIAR'S 769 2
7 P g NP_031848.1] g P 31540 1 cytochrome P450, family 4, subfamily a, polypepide 14 [Mus musc 5 s 116 507 58720 8.8 MmNaOH-MM_liver CNBTi 202 2303 2303 2 2 32539 02478 144014 14395 1 7727273 2 KAVEDLNNLTFFRL 217 2+
7 CYPaAz2 oo 21N Gsteds 1 46681121 [refINP_031848.1] ocvome 150, famly & sobtamly . plypopida 14 Mo mose 5 9 16 507 58720 8.8 MmNAOH-MM_liver CNBTL 101.1740.1740.1 126617 01141 130685 13054 6 59000908 1 RELSSPVTFPDGR 389 2
7 P g 1848.1] g NP_031848.1| cytochrome P450, family 4, subfamily a polypepide 14 [Mus musc 5 s 116 507 58720 8.8 MmNaOH-MM_liver CNBTi_109.2190.2130.2 2 37723 0395 215815 21583 1 42105263 1 RFAPDSSHHSHAYLPFSGGSR N 433 2+
1 CYPaAz2 G0 11210INP 031846811 46681121 [refINP_031848.1] ofoctame P45, iy 4. sufariy . popepica 14 Mus musc 5 9 116 507 58720 8.8 MmNaOH-MM_liver CNBITI 203.1733.1733.2 2 31809 038% 130529 13054 1 7272727 4 RELSSPVTFPDGRS 389 2
1 P g NP 03184 1| g NP G3ta4s 1 rome P450, family 4, subfamily , polypeptide 14 [Mus musc 5 s 116 507 58720 8.8 MmNaOH-MM_liver CNBTi_108 2254 2254.2 2 36668 03408 180677 18062 1 6428571 1 MLTPAFHYDILKPYVKN 143 1
i cES3 gilt 4444302 g 430.2) carbnxy\es(evase 3 Mus musculus] 2 4 65 565 61788 6.6 MmNaOH-MM ver CNBITI 203324532452 2 26166 02092 187514 18752 7 4375 2 KESYPFLPTVIDGWLPKA 313 2
4 Es3 S Tsaaa0eINP 44sd303 o1 1755%00AreINP-sa44302 wylesterase 3 (Mus musculus] 2 4 65 565 61788 6.6 MmNaOH-MM liver CNBITi_ 101336033602 2 42208 0362 213667 21364 1 578737 2 K AVIGDHGDEIFSVFGSPFLK D 461 2+
13 CYP207P1 > 062797.2 062797.2 Crochvome PASD. a2, sblaily, polpepte 22 Mus s 6 6 158 500 56494 6.9 MmNaOH-MM_liver CNBITI 202.2591.2591.2 2 37769 01794 12323 12135 2 8 1 RODIELQGFLIPKG a4 2
1 Cypap7P1 062797 2 062797 2 cytochrome P450, family 2, subfamily . polypepide 22 [Mus musc 6 6 158 500 56494 69 MmNaOH-MM_liver CNBTi 2091365 13653 3 3335 0036 142801 14276 1 52272726 1 MPYTNAVIHEVQR F 357 1
1 CYP207P1 062797.2 062797.2 ofoctrome 450, iy . sl . popeptde 22 s e 6 6 158 500 56494 6.9 MmNaOH-MM_liver CNBITI 209.0033,0933.2 2 2689 00808 11595 11593 1 8333333 1 RRSCLGEPLAR M a4 2
1 Cypap7P1 »~062797.2 062797 2 cytoch 50, famiy 2, subfamily d polypepide 22 [Mus musc 6 6 158 500 56494 69 MmNaOH-MM_liver CNBTi_101.1892 18922 2 23457 025 176088 1762 5 4642857 1 RALTTPCP - 486 2+
1 CYP207P1 062797.2 062797.2 iochrome PASO, amiy 2. subfamiy . palypepida 22 (Mus musc 6 6 158 500 56494 6.9 MmNaOH-MM_liver CNBITI 101.1876.1878.2 2 3380 03859 207115 0713 1 5277778 1 RFSISVPDGQPQPSDHGVFR A 467 2+
1 Cypap7P1 062797 2 062797 2 cytochrome P450, family 2, subfamily o polypepide 22 [Mus musc 6 6 168 500 56494 69 MmNaOH-MM_liver CNBTi_1013027.3027.2 2 41509 03634 135053 13515 1 8636364 1 RDLTDAFLAEVEK A 273 2
7 SLC25A13 > 056644.1] > 056644.1] Solute carrier family 25 (mitochondrial carrer, adenine nucleotide 1 6 33 o6 2 37585 04498 212005 21205 1 42857143 5 R FGLGSIAGAVGATAVYPIDLVK T 333 2"
1 SLC25A13 Gi[7657583[refNP_056644.1] gi7657583[refINP_056644.1] Solute carrie family 25 (mitochonrial carrer, adenine nucleotide t 1 6 33 2 40815 03521 212033 21205 1 45238004 1 RFGLGSIAGAVGATAVYPIDLVK T 333 2+
80 ENSGO0000163902 ENSMUSGO0000030062NA RPN1 > 598694.2 5986 Shophar | Mus masculu] 3 5 49 o8 2 34914 02248 165081 16409 4 5714286 1 RASSFVLALEPELESRL 67 2
80 ENSGO0000153902 ENSMUSGO0000030062NA RPN1 > 598694.2 598694 2 ribophorin | [Mus musculus] 3 5 48 608 2 31531 03321 178539 17859 1 142 2 RYDYQRQPDSGISSIR'S 25 2+
80 ENSGO0000163902 ENSMUSGO000030062NA RPN1 598694.2 " 598694.2 ibophorin | Mus musculus] 3 5 49 o8 2 2049 02401 164964 16489 1 53571426 1 RASSFVLALEPELESRL 67 2
80 ENSGO0000153902:ENSMUSGO0000030062NA RPN1 > 598694.2 598694 2 ribophorin | Mus musculus] 3 5 48 608 3 32657 02491 176703 17859 2 4107143 1 R YDYQRQPDSGISSI 25 2+
81 RPLY 077174.1 077174.1 ribosoma protein L4 [Mus musculus] 2 3 81 419 2 41007 03472 233465 23335 1 40476192 1 ROPYAVSELAGHQTSAESWGTGRA 50 2
81 RPL4 0771741 077174 1 ribosoma protein L [Mus musculus] 2 3 81 419 2 36883 03473 119034 11884 1 81818184 2 KKLEAAATALATK. 353 2+
82 CcYPar2 570952.1 570052 1 cytochrome PA50, family 4, subfamily 1, polypeptide 13 [Mus mus 2 4 63 52 2 30614 01561 22243 22245 2 36842106 T MFGGHDTITOALOWILNLAR a2 IR
82 Cypar2 > 570052 1 570952.1 cytochrome P450, family 4, subfamily f, polypeptide 13 [Mus musc: 2 4 63 523 2 337 01969 136423 13646 1 6666667 3 RSPLAFIPFSAGTRN 453 2+
83 EN MosC2 598445.1 598445.1 2 2 27 3 3 39879 03159 404632 40454 1 22058825 1 KLYPSESYLONYEVAYPDCSPVHLISEASLVDLNTR L 194 2*
83 Mosc2 5984451 598445 1 2 2 127 33 2 24406 01185 83805 838 9 9285714 1 RLGLPGOPR 2 2+
8 ACBDS 083069.1 " 083069.1 2 3 47 am 2 28850 01652 140465 14046 4 58333332 1 RVGNRIPHLSEGPK G as2 2
8 ACBDS > 083069 1 083069.1 2 3 47 47 2 31608 03494 104497 10452 9 812 2 RPGFWDPIGH 55 2
85 ueT28 g 690024, 1 690024.1 UDP gctronssransiras 2 famiy. popepld 1 s uscy 4 4 85 529 2 25633 0207 147227 14726 9 59090908 1 KSWNQFYSDVLGR P 22 2
85 ueT28 g >~690024.1 690024 1 P glucuronosyitanster polypeplide B1 [Mus musc. 4 4 85 59 60157 8.4 MmNaOH-MM ver CNB: 121183 01395 108879 10993 4 7 1 KIILDELVOR G a1 2
85 ueT28 g 690024, 1 690024.1 0P Slcrononranioase 2 famly poypept 1 (Mo s 4 4 85 529 60157 8.4 MmNaOH-MM lver CNBr 2 23408 01014 131594 13146 5 6666667 1 RAVEWIEYVMRN 461 2
85 ueT28 g >~690024.1 690024 1 4 4 85 529 60157 8.4 MmNaOH-MM ver CNB: 2 3057 015 141055 14107 2 69230774 1 KANVVASALAQIPK V 322 2+
8 TAPZ 035660.2 0356602 2 3 44 702 77464 7.4 MmNaOH-MM liver CNBITI 2112177.2177.2 2 41004 033 152957 15207 1 7916667 1 RDGQDVYAHLVAQR L 667 2
8 TAP2 > 035660.2 0356602 ransporter 2, ATP-binding cas b-family B [Mus musculus] 2 3 44 702 77464 7.4 MmNaOH-MM_liver CNBITi 1010464 0464 2 27519 01665 152045 15207 1 62 1 RDGQDVYAHLVQQR L 687 2+
8 TAPZ 035660.2 0356602 tansrer 2 ATP-bindng Cassal, s famy 8 us muncin) 2 3 44 702 77464 7.4 MmNaOH-MM liver CNBITI_102 4550 45502 2 37450 04212 207237 20724 1 5294177 1 RGGLLSFLLYQEEVGQYVRN 406 2
7 ATPSAT > 031531.1  331531.1] e, H transporting, mitochondrial 1 complex. alpha 2 3 4 553 59753 9.2 MmNaOH-MM_liver CNBITi 205373837393 3 47617 0342 233021 23396 2 35714287 1 REVAAFAQFGSDLDAATQQLLSR G 442 2+
o7 ATRSAT 4i16680748IrefINP_031531.1] 4i16680748]refINP_031531.1] ATF synnase, He transprting, mitochondil F1 complex. apha s 2 3 4 553 59753 9.2 MmNAOH-MM_liver CNBITI 205373837382 2 58389 0487 233967 23396 1 6428571 1 REVAAFAQFGSDLDAATQQLLSR G 442 2"
7 ATPSAT Gi16680748]refINP_031531.1] gi6680748|refINP_031531.1] ATP synihase, H+ transporting, mitochondiial F1 complex, alpha s 2 3 4 553 59753 9.2 MmNaOH-MM_liver CNBITi 101456245622 2 5737 04279 233875 23396 1 54761906 1 REVAAFAQFGSDLDAATQQLLSR G 442 2+
8 SLC2A1 > 033228.2)  033228.2| solute carrier fany 22 member 1 [Mus musculus] 2 3 45 55 61521 6.7 MmNaOH-MM iver CNBITI_1012300.2300.2 2 26953 02109 17003 16989 1 56666668 1 K.GVALPETIEEAENLGR R 519 2
8 sLCa2A1 28.2] 3228 2| Solute carrir famiy 22 member 1 [Mus musculus] 2 3 45 55 61521 67 MmNaOH-MM_liver CNBIT| 203214521452 2 31495 02595 104031 10402 1 9375 2 RSPSFADLFRT 332 2+
89 FADS2 4i19790071[refINP_062673.1] 99790071 |refINP_062673.1] fotyacid desatusso 2 [4us muscukn) 1 2 34 444 52387 8.8 MmNaOH-MM iver CNBITI 101001500152 2 38786 03855 163843 16387 1 6785714 1 RVIGHYSGEDATDAFRA 59 2
89 FADS2 4i1979007 1|refINP_062673.1] 419730071 |refINP_062673.1] fatty acid desaturase 2 [Mus muscuius] 1 2 34 444 5237 85 MmNaOH-MM liver CNBIT: 212193219322 2 3532 03749 163966 16387 1 6785714 1 RVIGHYSGEDATDAFRA 59 2+
%0 CREBALY > 663340.1] 63340.1| protein Bk 1 2 35 479 52145 5.1 MmNaOH-MM ver CNBITI_10140504050.2 2 3505 02525 182669 18261 1 46875 1 RATLLDWVASEPLLSPGR V 433 2
%0 CREB3LS >~663340.1] 663340.1| 1 2 35 479 52145 51 MmNaOH-MM liver CNBITi 2073360 33602 2 38415 02733 18255 18261 1 5 1 RATLLDWVASEPLLSPGRV 433 2+
91 ENS 1 TCIRGY 058617.2) 058617.2] <8k immune gt | 4us musouk) 2 3 56 834 93448 63 MmNaOH-MM lver CNBITI 209179317932 2 2507 01486 1755 17561 2 4411765 1 RAGLTLAPPEGTLPAPPPY 75 2
91 TCIRG 58617.2] 058617 2| T-cel, immune reguiator 1 (Mus musculus] 2 3 56 834 93448 63 MmNaOH-MM liver CNBITi_106.030203023 3 4735 03438 337366 3737 1 26785713 2 R TLOQLQQQSQELQEVLGETORFLSQVLGRY 257 2+
92 11 LOCT27765  gil67536321elINP_034176.1] gi6753632IrefINP_034176.1] ool ghenrl O sofansirass 1 s ] 2 2 9 498 5679 9.4 MmNAOH-MM_lier CNBITI 109435243522 2 36606 03327 228557 22847 1 39473686 1 RTGVFLTSAFFHEYLVSVPLR M 416 2
%2 Locra7 Gil67536321rel[NP_034176.1] gi6753632/refINP_034176.1] diacyiglycerol O-acyliransferase 1 (Mus musculus] 2 2 9 498 5679 9.4 MmNaOH-MM_liver CNBITi 208.145614562 2 5355 04557 2084 22835 1 52083332 1 R DAAVSPDLGAGGDAPAPAPAPAHTR D 36 2+
9 BCC gi190551561refINP_061265.1] 4i19055156]relINP_061265.1] ATP-inding casst,sub-famiy G, membor 6 Hus musculs] 2 8 21 1498 164787 8.2 MmNaOH-MM liver CNBITI_109.2288.2288.2 2 29505 02682 171307 17M4 5 4642857 1 RILVIHTLHVLPGADR 06 2
% ABCCS gil9055156[relINP_061265.1] Gi19055156refINP_061265.1] . sub-family C. member & 2 8 21 1498 164787 8.2 MmNaOH-MM liver CNBITi 208 2605 26052 2 32691 02076 176769 1767.1 1 56666668 7 RITIPQDPVLFPGSLR M 1337 2+
9 ATLAS © 666203.2)  666203.2] Nthetea eron LOCIUB1B! Moy moso] 2 2 43 541 60515 6.1 MmNaOH-MM liver CNBITI_101.1303.1303.2 2 22747 01552 133608 13366 5 54545456 1 RALASVLLODHIR D a5 2
9 ATl 666203 2| 666203 2| nypothetical protein LOC109168 [Mus musculus] 2 2 43 541 60515 6.1 MmNaOH-MM_liver CNBITi 207121812182 2 25154 01643 120608 12975 2 75 1 KIYQGEDLPHPK S 331 2
95 MTOH 0802783 080278.3] LYRIC [Mus musculus] 2 2 22 579 63846 9.3 MmNaOH-MM iver CNBITI_208.2621.2621.2 2 26033 02617 120612 12045 3 65 1 RELLSVGLGFLRT 2 2
% MTOH 080278 3| 080278 3| LYRIC [Mus musculus] 2 2 22 579 63846 9.3 MmNaOH-MM liver CNBITi 108337433742 2 3034 02267 147456 14738 1 6666667 1 RLRELLSVGI 21 2+
96 ENSGO0000023839 ENSMUSGOO000025194:NA ABcC2 gilt 038842 g > 038834.2) ATP-biig cassal,wilamdy G member 2 (us muscuk) 2 5 27 1543 173670 8.6 MmNaOH-MM liver CNBITI_1055547 5547.3 3 4202 03207 259156 2591 1 34,375 2 RILESASGAIDGIDASILHOLR G 1348 2
96 ENSGO0000023839 ENSMUSGO0000025184:NA Asccz gilt 0388342 g 038834.2) jo-family C, member 2 (W 2 5 27 1543 173670 8.6 MmNaOH-MM liver CNBITi 206270027002 2 2717 03628 179757 17981 1 56666668 3 RLTIPQDPILFSGNLR M 1375 2+
o7 can 001475202.1] 0014 > 03391 3 3 42 1539 170382 7.5 MmNaOH-MM_iver CNBIT 110615061503 3 45683 03145 300344 0025 4 20038462 1 R SPTEPVPOAPALWIETTAYALLHLLLR € 1245 2
o7 can 001475202 1| 00147520 03391 3 3 42 1538 170382 7.5 MmNaOH-MM_iver CNBITi 202264226422 2 29655 02698 241648 24166 1 40909092 1 RTLEIPGSSOPNIVPDGDFSSLVR.V 953 2
o7 caA 001475202.1] >00147520: 03391 3 3 42 1539 170382 7.5 MmNaOH-MM liver CNBITI_110.2426.2426.2 2 33482 02404 17738 17734 1 B 1 RRAPHIGLVAQSPWLR N 102 2
% veu 0335283  033528.3| vincuiin [Mus musculus] 1 2 2 0s6 116717 INaOH-MM_iver CNBITi 1015218 5215 2 33158 04705 207761 20774 1 5249999 1 KAIPDLTAPVAAVOAAVSNLVR V. E 2+
% veu " 033528.3) " 033528.3] vinculn [Mus musculus] 1 2 2 1066 116717 6 MmNaOH-MM_liver CNBITI 207.3976.3976.2 2 40737 0384 207814 20774 1 5 1 KAIPDLTAPVAAVAAVSNLVR V. % 2"
% PLXNB2 001003435.1| >"001003435.1| PREDICTED: plexin B2 isoform 14 [Mus musculus] 2 3 21 1842 206229 59 MmNaOH-MM liver CNBITi 105440344033 3 3132 01083 307802 30784 2 23148148 1 RLSVSPLPTLTEDDELLCLFGDSPPHPAR V 541 2+
9 1 PLXNB2 " 001003435.1] 001003435.1] PREDICTED: plexin B2 isoform 14 [Mus musculus] 2 3 21 1842 206229 59 MmNaOH-MM liver CNBITI 211214521452 2 37383 02993 115218 11523 1 2 ROGLVATAVLHR G a7 2
100 NAENSMUSGO0000041828 ENSRNOG00000004147 ABCASA 604785.1| 6947851 \TP-binding cassete, sub-family A (ABG1), member 8a [Mus mus 2 2 27 1620 184110 7.2 MmNaO-MM liver CNBITi_206 304930492 2 3279 00827 157645 15758 2 7692308 1 RFAEVEGLVSLLNGR.C 816 2+
100 NAENSMUSGO0000041828 ENSRNOGO0000004 147 ABCABA 694785.1]  694785.1] ATP-binding cassette, sub-family A (ABC1), member 8a [Mus mus 2 2 27 1620 184110 7.2 MmNaOH-MM liver CNBITI_107 5766 5768.3 3 3438 01691 31679 3168s 5 25 1 RLNCFPVLVDIVSNGLLGLFAPSAHIQTOR S 977 2"
101 LRP1 _032538.2| > 0325382 low dnsity poprote ecptor rlted ot 1 [Mus musous] 3 3 07 4585 504775 5.4 MmNaOH-MM liver CNBITi 210.1379.1379.2 2 27403 0144 13232 13235 1 68181816 1 RTTLLAGDIEHPR A 1380 2+
101 LRP1 032538 2] 032538.2)  lipop 3 3 07 4545 504775 5.4 MmNaOH-MM liver CNBITI_108.1694.1694.3 3 3527 025 24012 24907 3 30952881 1 R SLFPGHPHSAYEQTFQGDESVR | 3881 2
101 LRP1 032538 2| 032538 2| low iopr ] 3 3 07 4545 504775 5.4 MmNaOH-MM liver CNBITi_108.1696.1696.2 2 32786 03176 248989 24907 1 42857143 1 R SLFPGHPHSAYEQTFQGDESVR | 3881 2+
102 2 CYBSB 001473625.1] X 0798 1 65 23 146 3 68305 04969 359742 35088 1 31818182 65 RELSENPOGEEVLLEQAGADATESFEDVCHSFDAR S 51 2
103 SCARB2 Gi16680878|reNP_031670.1] Gi6680878|refINP_031670.1] scavenger recepor class B, member 2 [Mus musculus] 3 2 79 2 562 04372 211001 21076 1 6666667 16 RTINIPLLTVWDLAQLTLL 135 2+
103 SCARB2 4i16680878IrefINP_031670.1] 9i6680878|refINP_031670.1] scavengr racporclass . mamber 2 s muscus) 3 2 79 am 3 5387 03601 210783 21076 1 4583333 5 RTINPLLIWDLAGLTLLR E 135 2
103 CARE: Gi16680878|re[NP_031670.1] Gi6680878|refINP_031670.1] scavenger rece {Mus musculus] 3 2 79 2 40673 04269 213768 21384 1 55555557 2 R SVHITFSSFENVEGLPAFR Y 276 2+
104 GPSN2 > 598879.1|  598879.1| alycoprotein, synapm[Musmusms] 1 15 29 08 2 3439 02636 112843 11284 3 75 5 RLLETLFVHR F 142 2
105 P > 758510.2) - 7585102| 8 2% 161 508 3 3st61 02791 271334 2711 1 nswsie 1 MLSFYGLHHNPTVWPNPEVFDPSR F att 1
105 CcvPaAz2 " 758510.2) 758510.2] cylochrome PA50, iam\lyA subfamilya 8 28 6.1 508 2 4576 0327 168476 16849 1 80769226 44 RGLLLLDGQTWFQHR R 128 2
105 P > 758510.2) - 7585102| 8 2% 161 508 126617 01141 130585 13054 6 59090908 1 RELSSPVTFPDGRS 3% 2
105 CcvPaAz2 " 758510.2) 758510.2] cylochrome PA50, iam\lyA subfamilya 8 28 6.1 508 2 31800 0385 130529 13054 1 7272727 4 RELSSPVTFPDGRS 390 2
105 YPan22 > 758510.2) - 7585102| famil 8 2 161 508 1 2568 03183 130966 14005 1 62 1 RHSHSFLPFSGGARN a1 2
105 CYPaAz2 " 758510.2) 758510.2] cytochrome PA50, iam\lyA subfarmiy a 8 28 6.1 508 2 32183 02035 140078 14005 1 7083333 1 RHSHSFLPFSGGARN 441 2
105 P > 758510.2) - 7585102| fami 8 2% 161 508 2 28505 01531 9033 %017 6 1 120 2
105 CYPaAz2 " 758510.2) " 758510.2] ofctrome PA50. iy 4. soblomiy & 8 2 6.1 508 2 4461 03193 149284 1928 1 727227 1 RRLDFLDILLFARM 286 2
106 cver >~079843.1] 079843.1| cytochrome c-1 [Mus musculus] 2 10 11 325 2 32223 02858 129948 12995 1 7272727 8 RGLLSSLDHTSIRR 100 2+
106 cver 079843.1] 0798431 Gochiome o1 Mus muscub 2 10 11 25 2 4888 04013 265502 26559 1 45652176 2 R HGGEDYVFSLLTGYCEPPTGVSLRE 205 2
107 cHe > 001480493.1] _001480493.1/i 205 F-hand Ca2+ binding protein p22 [Mus m 2 10 144 195 2 33054 0148 130091 13085 2 7272727 5 RIPELAINPLGOR. 5 2
107 cHe 001480493.1] 001480493, g 205 0 EF-hand protein p22 [Mus m 2 10 14 195 2 35037 04164 19868 1887.1 1 5333333 5 RIINAFFSEGEDQUNFR G 66 2
108 HeB > 058652.1|  058652.1| hemoglobin, beta adult minor chain [Mus musculus] 2 7 15 147 2 3517 03145 MIT13 11374 1 81818184 3 K VVAGVATALAHK.Y 134 2+
108 Hes 058652.1] 058652.1] hemoglobin, beta adult minor chain [Mus musculs] 2 7 15 147 2 295 0109 127553 12155 1 7977778 4 RLLWYPWTQRY 32 2
109 ENSGO0000138115ENSMUSGO0000067225:NA cvpacs > 9203722 X i  996260." 1 14 4w 2 38574 04995 140151 14016 1 36364 14 RVYGPVYTLYLGRK 73 2
110 cANX 4i16671664IrelINP_031623.1] gi6671664|relINP_031623.1] calnexin [Mus musculus] 1 2 27 s 2 43064 04669 177127 1719 1 733333% 26 KAPVPTGEVYFADSFOR G 63 2
1 sicotaz 038825.1| 038825, 1] Solute carrier organic anion transporter family, member 1a* [Mus n 3 12 a2 en 2 34915 0313 12101 12105 1 9 RHIVLGLPAAVR G 598 2+
1 SLCO1A2 038625.1] 038825.1] Solute carrierorganic anion transporter family, member 1a1 [Mus 3 2 42 60 2 27163 02637 178639 178672 5 46875 2 RLLAGIPAPVYFGALIDR T 557 2
n sicotaz 038825.1| >~038825.1] Solute carrier organic anion transporter family, member 1at [Mus n 3 2 42 en0 123135 01664 120969 12105 5 60000004 1 RHIYLGLPAAVR. 59 2+
112 EN: 1 1 COX6A1 031774.1] > 031774.1| cytochrome G oxidase, subunit V1 . polypeptide 1 [Mus musculus] 2 2 43 12 3 44604 04002 201595 20152 1 51666664 1 RHEEHERPPEVAYPHLR | 66 2
12 CoxeAl 031774.1| " 0s1774.1] polypeptide 1 2 2 143 12 2 286% 01087 201479 20152 1 1 RHEEHERPPFVAYPHLR | 66 2+
113 EN: SFRS3 > 001479236.1] > 001479236 > 01 MGC89287 2 6 1.7 156 2 2567 03208 104401 10442 2 75 5 RAFGYYGPLRS 29 2
13 SFRS3 *~001479236.1| 0014792361 X to MGCB9267 2 6 7 156 2 2835 02815 162197 16228 1 61538464 1 RNPPGFAFVEFEDPR.D a4 2
114 EN: SLC30AT gilt 0322282 g 228.2) skt carter famiy 0. member 7 (s muscukn 2 7 55 46 2 54602 03968 269415 2695 1 50 3 R VSGYLNLAADLAHNFTDGLAIGASFR G 324 2
114 SLC39A7 Gil118150670/efNP_0322282]  gil118150670)efINP 032228 2| Solute carrier family 33, member 7 [Mus muscuius] 2 7 55 476 3 40883 03804 26962 2695 1 31 4 RVSGYLNLAADLAHNFTDGLAIGASFR G 324 2+
115 SLC25A10 4il7305501[relINP_038798.1] JI7305501IrefINP_038798.1] skt crter famy 25 {mhochondna\ cartr diarboxate e 2 9 84 27 2 52845 05091 231243 23137 1 47826088 8 K VLLGGISGLTGGFVGTPADLVNVR M 102 2"
15 SLC25A10 Gi[7305501|reINP_038798.1] gi7305501 |refINP_038798.1] lute 2 s 84 287 3 34574 01973 231369 23137 1 26086956 1 KVLLGGISGLTGGFVGTPADLVNVR M 102 2+
116 NAENSMUSGO0000003429 ENSRNOG00000023237 RPST1 > 038753.1] > 038753.1| nbosema\ ot St1 s sl 1 2 51 158 2 34075 02325 13615 11363 1 92085714 2 RROYLHYIRK % 2
17 RETSAT g IrefINP_080435.3| g JrefINP_080435 3| allirar refinol saturase (Mus musculus] 2 18 48 60 2 34855 02911 124704 12473 1 63636364 16 R GATYGADHDLAR L 531 2+
117 RETSAT 4il52627143[reNP_080435.3] 91152627 143refINP_080435 3| vane 13- dydortngl ssurase Mos moscuo] 2 18 48 69 2 4252 03402 176104 1760 1 625 2 RASTQSLAEVLOQLGASR E 236 2
118 HSD1782  032316.2| > 032316.2| roxysteroid (17-beta) dehydrogenase 2 [Mus musculus] 3 il 89 a8 2 2483 01989 118958 11883 3 GL1IMNM 2 RNPSSFYYPGR M 334 2+
118 HSD1782 032316.2] 032316.2) hydroxysteroid (17-beta) dehydrogenase 2 [Mus musculus] 3 kil 89 a8 2 32185 01678 101082 10111 1 675 7 RDIGHAISARN 25 2
118 HSD1782 032316.2| > 032316.2) nydroxysteroid (17-beta) dehydrogenase 2 [Mus musculus] 3 kil 89 a8 2 41618 03863 183865 18389 1 6785714 2 K DIQENYGQDYVHTQK L 291 2+
119 CTAGES gilt 66614621 g 666146.2) ‘CTAGE farily, member 5 [Mus musculus] 2 2 4 2 38372 034 151154 15118 1 80769226 21 RAFLSPPTLLEGPLR L 509 2
19 AGES gilt 66614621 g 666146.2) CTAGE famiy, 1 5 [Mus musclus] 2 2 4 m 2 2453 0132 170007 1709 2 50 1 RGPSFPPPPPGSIYAAPRD 6% 2+
120 ENSGO0000161016:ENSMUSGO0000003970:NA RPLE > 036183.1| > 036183.1| ribosomal protein L8 [Mus musculus] 2 7 93 257 2 39953 03823 169067 16898 1 56666668 4 RASGNYATVISHNPETK K 129 2
120 ENSGO0000161016-ENSMUSGO0000003870:NA RPLB 036183.1] 036183 1| ribosomal protein L8 [Mus musculus] 2 7 93 257 2 269 01395 82795 G805 2 9285714 3 RKVGLIMRR 24 2+
121 ENSGO0000075785NANA RAB7A 033031.1] 033031.1] RABY. member RAS oncagens family s musculs] 3 5 179 207 23559 7.6 MmNaOH-MM_liver CNBITi 203.1894.1894.2 2 3 02209 118818 11884 1 7777778 3 RFQSLGVAFYRG 70 2
121 ENSGO0000075785:NANA RAB7A 033031.1] 033031 1] RAB?, member RAS family [Mus musculus] 3 5 179 207 23559 7. MmNaOH-MM_liver CNBTi 202 2360.2360.2 2 29575 02608 159038 15008 1 57692307 1 KEAINVEQAFQTIARN 18 2+
121 ENSGO0000075785NANA RAB7A 033031.1] 033031.1] RAB?. mamber RAS oncagens amlyIMus muscule] 3 5 179 207 23559 7.6 MmNaOH-MM_liver CNBITI 202.2430.2430.2 2 37782 03064 7776 14767 1 66.66667 1 RDPENFPFVVLGNK | 14 2
122 RPSIA > 001480995.1| _oota 0586 to ribosomal protein S3a [Mus musculus] 1 6 64 264 20825 97 MmNaOH-MM liver CNBITi 207284228422 2 3g52 04B4 195264 19532 1 59375 6 RVFEVSLADLONDEVAFR K 66 2
123 APOE 4il6753102/relINP_033826.1] 9i6753102/relINP_033626.1] apolpoprotein E [Mus musculus] 2 7 64 311 35853 57 MmNaOH-MM ver CNBITI_2020927.0927.2 2 2499 02465 96946 96913 1 75 3 RLGPLVEQGRQ 191 2
123 oE gil6753102/reINP_033826.1] Gi6753102/refINP_033626.1] ‘apoipoprotein € [Mus musculus] 2 7 64 311 35853 57 MmNaOH-MM liver CNBITi_208 0684 06842 2 39931 01628 122003 12203 1 4 RGRLEEVGNQAR D 26 2+
124 NDUFA12 0798272 9827.2) 43KDa differentiation-associated protein [Mus musculus] 1 3 81 14917633 9.5 MmNaOH-MM_liver CNBITI_208.0721.0721.2 2 26049 02808 12083 12094 1 68181816 3 R GVQQVTGHGGLR G 14 2
125 DERL2 91040.1] 40.1| Dol dorn ey, e 2 s sk 1 2 126 233 27640 7.3 MmNaOH-MM_liver CNBITi_102.2935 29353 3 33307 02267 340566 34066 1 26724138 2 R TIFDTPDEDPNYNPLPEERPGGFAWGEGQR L 207 2+
126 18 KLKB1 4il19527190[reNP_58730.1] gi1195271901refINP_598730.1] family 4 cylochrome P450 [Mus musculus] 1 10 19 525 60339 85 MmNaOH-MM_liver CNBITI 2045348 5348.2 2 24620 02369 113420 11334 2 722222 10 RVFPSVPLFAR'S 391 2
127 PM20D1 GITIGSTA1HOISINP G3SHa011  oit 33741 1IN 8351801 ypomoiea protain LOC212655 Mue musculs] 1 4 22 503 55591 65 MmNaOH-MM liver CNBITi_106.2839 2839 2 2 33326 02994 13248 13827 1 80 4 RNLWLFHPIVSR 313 2+
128 EN: DHCR24 gilt “aass022 g 02.2| 1 4 37 516 60112 8.2 MmNaOH-MM liver CNBITI 104564256422 2 35703 01976 28104 23077 1 55555557 4 RSIFWELQDIPFGNNPIFRY 3u 2
129 ABCD3  033017.2| g e 5330171 J-family D, member 3 M fus] 3 5 52 659 75475 9.3 MmNaOH-MM liver CNBITi 101328232822 2 35194 0128 134387 13446 1 7727273 2 RVLGELWPLFGGRL 485 2+
129 EN: ABCD3 " 033017.2) IrefINP_033017.2] TP inding casstte, sub iy D, member 3 (us muscuks 3 5 52 659 75475 9.3 MmNaOH-MM liver CNBITI 101207920792 2 3057 02478 1699.17 16999 1 53846157 1 KEYLONVOLGHILER E 544 2
129 ABCD3 33017 2| gi IrefINP_033017 2] . sub-family D, m 3 5 52 659 75475 9.3 MmNaO-MM liver CNBITi 105386738673 3 48143 03181 250107 25409 1 35714287 2 R GISDQVLKEYLDNVALGHILER £ 536 2+
130 cYPaAs gi16681113(refINP_031844.1] gi6681113[refINP_031844.1] Cocome 8150 iy 3. sobamily o peypopide 11 s mosc 4 9 109 504 57855 8.8 MmNaOH-MM_liver CNBITI 204.3412.3412.2 2 47623 03735 230526 23036 1 1 KTWGLFDGQTPLLAVTDPETIKN 7 2*
130 Cypans Gi16681113(reNP_031844.1] gi6681113[refINP_031844.1] 50, famiy 3, subfamily a, polypepide 11 [Mus musc 4 s 108 504 57855 8.8 MmNaOH-MM_liver CNBTi 2071515 1515.2 2 22306 0104 101447 10142 7 8571428 1 KDSIEFFKKF 204 2
130 cypaas 4i16681113[refINP_031844.1] 9i6681113[refINP_031844.1] cytochrome P450, family 3, subfamily . polypeptide 11 [Mus musc 4 9 09 504 57855 8.8 MmNaOH-MM_liver CNBITI 212.1904.1904.2 2 21743 011 124568 12455 9 7220022 1 RLYPIANRLERV 367 2
130 Cypas olssat 112G watess 1 gi6681113[refINP_031844.1] cytochrome P450, family 3, subfamily a, polypepide 11 [Mus musc 4 s 108 504 57855 8.8 MmNaOH-MM_liver CNBTi 2043223 3223 2 2 29823 01241 175642 1753 1 60000004 6 K GSIDPYVYLPFGNGPRN 426 2
131 STX16 311  766263.1| syntaxin 16 [Mus musculus] 2 2 66 273 31148 57 MmNaOH-MM liver CNBITI 101597850762 2 40813 0272 193568 19352 1 52941177 1 RNVVASLAQALGELSTSFR H 108 2
131 sTX16 raago0d] 766263.1| ‘syntaxin 16 [Mus musculus] 2 2 66 273 31148 57 MmNaOH-MM liver CNBITi 101598259823 3 43620 03479 193562 19352 3 4117647 1 RNVVASLAQALQELSTSFRH 108 2+
132 FAMB2C 001028308 1| 001028308.1| hypothetical protein LOC67809 [Mus musclus] 2 8 79 470 52029 52 MmNaOH-MM liver CNBITI 208 4372 43722 2 5376 04022 244064 24398 1 1 KTATALFESPLSATVQDALQSFLKA 387 2
132 FAMS: 001028308 1| 001028308.1] nypothetical protein LOCG7808 [Mus musculus] 2 8 79 470 52029 52 MmNaOH-MM liver CNBITi 2032437 2437 2 2 43334 0339 142858 14286 1 80769226 7 RSLOGLAGEIVGEVR S 14 2+
133 RPSA > 001475568.1] > 001475568 > 01 2 5 78 295 32838 4.9 MmNaOH-MM ver CNBITI 2082267 2267.2 2 30311 04167 169995 16999 1 53571426 4 RFTPGTFTNQIQAAFR E 103 2
133 RPSA ~001475568.1| 001475568.1] oot 2 5 78 295 32838 4.9 MmNaOH-MM liver CNBITi 203 142114212 2 2531 0M86 91317 9131 7 7857143 1 RLLWTOPRA 121 2
134 STX4 SO GRSz alooTo el g3z 1 syntaxin 4 (placental) [Mus musculus] 1 5 37 298 34165 6.1 MmNaOH-MM liver CNBITI 208074507452 2 32823 02412 10029 10803 1 5 RVALWHSGAAR L 2 2
135 NAENSMUSG00000073702 ENSRNOGO0000000050 RPL3! 996461 2 > s1574s 1 2 12 125 14463 105 MmNaOH-MM_liver CNBITi 2022514 25142 2 3382 01579 164623 1646 1 6538461 2 KLYTLVTYVPVTTFKN 102 2
136 RPLIS 1002, > 0331032/ hosama rotein L18 us muscikal 2 3 22 188 21645 118 MmNaOH-MM_iver CNBITI 211179317932 2 22497 02274 114144 11413 3 6666667 1 RTNRPPLSLSR M 56 2
136 RPLIS 0331032 033103.2| mal protein L18 [Mus musculus] 2 3 122 188 21645 118 MmNaOH-MM liver CNBITi 2022239 2239 2 2 425 03192 147531 14757 1 7916667 2 KILTFDQLALE 120 2+
187 MTCH? 4i19790055[relINP_062732.1] gi19790055refINP_062732.1] ochondracarit homeloa 2 Mot muscuis] 2 2 53 303 33499 83 MmNaOH-MM iver CNBITI_109.2708.27083 3 33373 02466 177785 17781 1 4330332 1 RSAATLITHRFHVITLR S 132 2+
157 MTCH2 Gil9790055IrelINP_062732.1] 9i19730055refINP_062732.1] mitochondial carrier homolog 2 (Mus musculus] 2 2 53 303 33499 83 MmNaOH-MM liver CNBITi 109270227022 2 28544 0279 177864 17781 1 43333332 1 RSAATLITHPFHVITLR S 132 2+
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738 WT-ND5 90433811 ] NADH denydrogenase subuni 5 [ 7 Q 33 807 66475 O MmNaOF-MN fver CNBITI 100570051 2 58067 03204 225460 22556 1 44736643 TKANPYSSFSTLLGFFPSIRT 516 ER
139 ENSGO0000084733 ENSMUSGO0000020671:NA RAB1O Gi[7710086|refINP_057885.1] Gi7710086refINP_057885.1] RAB10, member RAS oncogene family [Mus musculus] 1 3 55 200 22541 8.4 MmNaOH-MM liver CNBITi 208 285328532 2 34901 02429 126165 12625 1 85 3 KAFLTLAEDILRK 162 2+
140 HMOX2 4il6754214IrelINP_034573.1] 9i6754214]refINP_034573.1] heme aygensea decyeig)  Mus muscuu] 2 2 6 315 35659 57 MmNaOH-MM_lier CNBITL_108.1870.1870.3 3 4154 0345 22106 2115 1 a5 1 RIHYVGQNEPELLVAHAYTR Y 137 2
140 HIOX2 Gi16754214]reNP_034573.1] Gi6754214|refINP_034573.1] wygenase (de 2 [Mus musculus] 2 2 6 315 35659 57 MmNaOH-MM_liver CNBITi 108187416742 2 59979 04893 221085 2115 1 75 1 RIHYVGONEPELLVAHAYTR Y 137 2+
a1 TRRZ gilt 0566143 g > 056614.3) Vanslemn receptor 2 [Mus musculus] 3 5 25 798 88402 6.1 MmNaOH-MM liver CNBITI 109598250823 3 33488 01599 207429 20745 1 38157694 1 RGRLPAVVQAVAQLAGQLLIR L 608 2
141 TFR2 Gil113204630efNP_056614.3]  gi|113204630)fINP_056614.3| ransferri receptor 2 [Mus musculus] 3 5 25 798 88402 6.1 MmNaOH-MM liver CNBITi 109599859982 2 40931 04879 207228 20745 1 5263158 3 RGRLPAVQAVAQLAGOLLIR L 608 2+
il TFRZ gilt 566143 g 056614.3) Vansteri ecopor 2 os moscoo] 3 5 25 798 88402 6.1 MmNaOH-MM liver CNBITI_104.0287.0267.2 2 3625 03534 186121 18613 1 6470589 1 RLPAVVOAVAGLAGQLLIR L 610 2
142 PRES Gil7710084]relINP_057912.1] Gi7710084[refINP_057912.1] 1 6 22 416 45380 8.8 MmNaOH-MM liver CNBITi 208.1925.19252 2 23574 03186 104833 10483 5 6 RAPFPLYAL] 12 2+
143 o > 081667.1]  081667.1| iodotyrosine dehalogenase 1 protein (Mus musculus] 1 4 42 285 32814 6.4 MmNaOH-MM ver CNBITI 210212821282 2 30736 oMe1 1ari w7 2 7272127 R 255 2
144 PTPLADI >~067320.1] 067320  057479.1] 1 Mus mus 1 5 28 2 2 30506 0089 118257 11914 3 72200 5 RPLFLAPDF 100 2
145 EN: TXNDC15 760359.2) Ta0seaz) disulfide isomerase [Mus musculus] 1 2 61 3 2 42955 04801 22203 22205 1 2 RAFPTLGFLALDASOHSSLSTRF 220 2
146 NAENSMUSGO0000060264:NA LOC433745 001475783.1| 001475783, JreflXP_001 to ibosomal 1 2 25 as 2 3035 02252 98378 98415 1 9375 2 RHGSLGFLPR. 11 2
147 SEC11A Gi19910550[relINP._C 064335 il Gi19910550/relINP ¢ omas 1l Sect -1k 1 [Mus musculus] 1 1 45 179 2 25211 0103 92013 919.11 1 9288714 1 RVGEIWFR.I i 2
148 GNAQ 53| 53| guanine nucieolide binding protein, alpha q polypeptide [Mus musc 2 2 58 a9 2 2685 02936 245151 24519 1 375 1 RVRVPTTGIIEYPFDLQSVIFR M 182 2+
148 GNAQ Gizies| osztes) guanine nuclealide binding protein, alpha q polypeptide [Mus musc 2 2 58 359 3 52087 03309 245172 24519 1 4125 1 RVRVPTTGIIEYPFDLOSVIFR M 182 2+
149 GLTPD2 > 001471857.1] _001471857.1] PREDICTED: hypathetica protein (Mus musculus] 4 4 97 ax 2 4023 03495 207985 20802 2 38095238 1 R GAGLLORPGTEPGHSAGSSGSR T 120 2+
149 GLTPD2 001471857.1] 001471857.1] FREDICTED: ottt s muscus] 4 4 97 a1 3 30488 01635 208004 20802 1 32142657 1 R GAGLLORPGTEPGHSAGSSGSR.T 190 2
149 GLTPD2 001471857.1] 001471857.1] PREDICTED: hypathetica protein (Mus musculus] 4 4 97 a2 2 20783 0173 137.08 1344 9 1 RPGTEPGHSAGSSGSR T 197 2+
149 GLTPD2 001471857.1] 001471857.1] PREDICTED: hypothetica protein [Mus musculus] 4 4 97 a2 2 2867 01021 95426 9542 1 o7. 1 RLAIALPSR G 266 2
150 A2 > 803421 > 503421 acetyl-Coenzyme A acyitransferase 2 (mitochondrial 3-ox0acyi-Cor 1 2 25 w7 2 32663 01831 118947 11894 1 8333333 2 RITAHLVHELR R 361 2+
151 SLC25A46 080441.1 080441.1 solute carrier family 25, member 46 [Mus musculus] 1 2 6 41 3 39898 03957 270358 20042 1 3125 2 RFAGFGIGLASLFTENVLAHPCIVLR R 100 2
152 GNAT3 g > 034433 3 Gi183001109)ref|NP_034433 3 ianine nucleotide binding protein, alpha 13 [Mus musculus] 1 4 27 am _liver_CNBITi 2 a3 01549 122178 12205 1 8888888 4 RVFLQYLPAIR A 141 2+
153 Ci6oriss 663565, 663565.1 hypothetical protein LOC233913 [Mus musculus] 1 2 54 466 50469 7.1 MmNaOH-MM liver CNBITI_105.3446.3446.3 3 4498 0316 25233 25429 1 34,375 2 R AATHGLILGALQEDGPLPGELAELR H a7 2
154 STX5 > 062803, 062803.3 syntaxin & [Mus musculus] 1 3 83 301 34087 87 MmNaO-MM liver CNBITi 211305630563 3 34235 01614 238571 23858 1 30208334 3 RAPVSALPLAPNNLGGGPIILGAESR A 160 2+
185 LENG4 0842102 0842102 RC) member 4 [M lus) 1 2 47 473 5343 87 MmNaOH-MM iver CNBITI_108.4546 4546.3 3 4281 04238 264159 26421 1 36904762 2 RTYLOWLEQPFPEAVPSLRPLLR R 172 2
186 SEC61A1 > 058502.1] > 058602.1] Sech1 alpha subunit homolog (Mus musculus] 1 2 48 476 2 34145 01883 20245 23236 2 34090908 2 RFSGNLLVSLLGTWSDTSSGGPAR A 312 2+
187 AADACL > 84897.1| 848847.1] anylacetamide deacetylase-lke 1 [Mus musculus] 1 4 69 408 3 38028 02727 299995 30005 1 28703705 4 RIVQEIPQLLDAAASPLIAEQEVLEALPK.T 312 2
158 NAENSMUSGO0000046879 ENSRNOG00000031138 IRGM Gi16680351|rel[NP_032352.1] 6680351 ref[NP_032352.1) immnityclaed GTPaso famiy, M [us musculs] 1 4 39 a9 2 438 04302 162355 16238 1 63333332 4 RVIGHDEDASAPTGVWR T ® 2+
159 HIST2H4B 1476113.1] > 00147611 > 9g14 Pistone Ha [ 1 1 "7 103 2 29283 01724 132718 1265 1 7727213 1 RONIQGITKPAIR R 2 2
160 PEX6 > 663463 1  563463.1 aromsamal Heganas oo Mo oo 1 4 24 o1 3 51376 04278 259673 25071 1 762608 4 RLSILOALTAHLPLGQEVNLPOLAR R 603 2+
161 CvP28s 034129, 034129 > 034126.1| . family 2, subfamily b, polypeptde 10 isoform 2 2 2 24 491 2 28591 02966 135163 13516 1 68181816 1 RESDLIPIGVPHR.V 359 2
161 Cvpass > 034129 1 034128 034128 1| . family 2, subfamily b, polypeptide 10 isoform 2 2 2 24 a9 3 4032 02671 13216 13516 1 5454 1 RESDLIPIGVPHR V 358 2
162 DHRS4L2 71096111 109611 X 20 1 2 6 216 2 34652 03701 133972 13405 1 7083333 2 RLAEDGAHVVVSSRK 5 2
163 oMt > 064368 2 064368 2 ransglutaminase 1, K polypepide [Mus musculus] 2 3 a2 815 2 38764 03751 206555 20634 1 56333332 2 RGTNPSAWVGSVEILLSYLR T 318 2+
163 oMt 064368.2 " 064368.2 tanagtamingse 1, K poypepice Mus s 2 3 42 a5 2 29192 0259 193261 1933 1 1 REHHTDEFEYDELIVR R 127 2
164 SCAMP3 gilt IrefNP_0360162 g IrefINP_036016.2] ry carier membrane protein 3 [Mus musculus] 1 3 37 a9 _liver_CNBITi 2 3235 03732 130929 13095 1 6666667 3 RELOHVALGGAGTR. 121 2+
165 FAM134C > 060777.1) > 080777.1] el poton LOCET3AB eor 1 s muscs] 1 4 32 466 51638 5 MmNaOH-MM ver CNBITI 205263428342 2 33995 02066 166767 1687 1 5714286 4 RTLVEVLGPYEPLLSRY a 2
166 FKBPS Gil6857787|refINP_034353.1] gi6857787|refINP_034353.1] FK506 binding protein 8 [Mus musculus] 1 3 82 355 38615 7 MmNaOH-MM liver CNBITi 209392939293 3 40701 02161 312013 31185 7 23214285 3 R EFLAATEPEPAPAPAPEEWLDILGNGLLR M 18 2+
167 C2or33 > 083685.2 X | > 918666.1] L 1 1 93 291 32931 6.8 MmNaOH-MM ver CNBITI_105.34503450.3 3 32084 01217 313966 31395 3 22115383 1 RVLTLSERPLOFLOLERPLPTPQSEESRA 9 2
168 UBX02 > 080666 2 080666 2| UBX domain containing 2 [Mus musculus] 2 4 79 506 56460 6.6 MmNaOH-MM liver CNBITi 207267026702 2 28917 0099 19349 19353 1 472002 3 RLLDLELAPSASWVLLPAGRP a78 2+
168 UBX02 080666.2 " 080666.2] UBX domain containing 2 [Mus musculus] 2 4 79 506 56460 6.6 MmNaOH-MM iver CNBITI 202214021402 2 3980 03045 227977 22794 1 42. 1 RLPDGSSFTNGFPSDAPLEEAR Q 324 2
169 P 0341412 0341412| e PA4S0, famiy 4, subfamily a, polypepide 10 [Mus musc 5 5 " 509 56339 8.6 MmNaOH-MM_liver CNBITi 108225422542 2 36668 03408 180677 18062 1 6428571 1 MLTPAFHYDILKPYVKN 145 1
169 CcYPaAz2 0341412 034141.2] cytochrome P450, family 4, subfamily a, polypeptide 10 [Mus musc 5 5 kil 509 56339 8.6 MmNAOH-MM_iver CNBITL 101264326432 2 31867 02877 18224 18631 2 5333339 1 RTYLQAIGDLNNLFHSR.V 215 2
169 P 0341412 0341412] ytochrome P450, family 4, subfamiy a, polypepide 10 [Mus musc 5 5 kil 509 56339 8.6 MmNaOH-MM_iver CNBITi 108492149212 2 461 03193 14%284 ta028 1 7272727 1 RRLDFLDILLFARM 27 2
169 CYPaAz2 0341412 034141.2] cytochrome P450, family 4, subfamily a, polypeptide 10 [Mus musc 5 5 kil 509 56339 8.6 MmNAOH-MM_liver CNBITI 109.2253.2253.1 1 2568 03183 139966 14005 1 62. 1 RHSHSFLPFSGGAR N 42 2
169 P 0341412 0341412| 50, family 4, subfamily a, polypepide 10 [Mus musc 5 5 1 509 56339 8.6 MmNaOH-MM_liver CNBITi 108225222522 2 32183 02035 140078 14005 1 7083333 1 RHSHSFLPFSGGAR. a42 2
170 \ > 033934.1] > 033934.1] catalase [Mus musculus) 2 4 46 527 59734 8.1 MmNaOH-MM liver CNBITI 206.2049.2049.2 2 33791 02679 180444 18051 1 60714287 1 RLGPNYLQIPVNCPYR A 366 2
170 AT gil6753272/reINP_033934.1] gi6753272|refINP_033934.1] catalase [Mus musculus] 2 4 46 527 59734 8.1 MmNaOH-MM_liver CNBITi 208134413442 2 25984 02452 11195 11203 2 812 3 RLFAYPDTHR 3ss 2+
il ABHDS > 079617.2)  079617.2| abhydrolase domain containing 6 [Mus musculus] 1 1 42 3% 38205 85 MmNaOH-MM lver CNBITI_107.1707.1707.2 2 27885 01794 192374 1924 2 1 RYAHHEDYQFCYSFR. 52 2
172 FAAH >~034303.2) 034303 2| ity acid amide hycrolase (Mus musculus] 3 4 69 579 63191 7.9 MmNaOH-MM liver CNBITi 212330533053 3 36484 02379 243258 24329 4 35714287 1 RLONPDLDSEALLALPLLOLVOK L 6 2+
172 EN: FAAH 034303.2) 034303.2] fty s amid s (s uscus) 3 4 69 579 63191 7.9 MmNaOH-MM liver CNBITI 212332433242 2 40934 02485 243497 24329 1 45208004 2 RLONPDLDSEALLALPLLOLVGK.L 6 2
172 FAAH >~034303.2) 034303 2| fatty acid amide hycrolase [Mus musc 3 4 69 579 63191 7.9 MmNaOH-MM liver CNBITi 206337133712 2 29214 03644 195065 19532 1 47058623 1 KLOSGELSPEAVLFTYLGKA 86 2+
173 ENSGO0000117594-ENSMUSGO0000016194:NA HSD1181 gilt 03231421 g 032314.2) rostotd 17 et doyoganase | s musculs] 1 2 45 292 32364 85 MmNaOH-MM ver CNBITI_208.1857.1857.2 2 34391 03829 133564 13356 1 6666667 2 K SPLTPILLGNPGRK 261 2+
174 DDOST > 0318642  031864.2| 3 3 43 2 2159 01265 102338 10231 3 7857143 1 RDTHSLFFR'S a3 2+
174 EN: DpOST 031864.2) 031864.2] 3 3 43 121701 02827 102246 10231 1 785713 1 ROTHSLFFR'S a3 2+
174 DDOST > 031864.2) 031864 2| 3 3 43 2 40117 0387 127048 12705 1 85 1 RTLVLLDNLNVR D 32 2+
175 PON2 899131.1] 899131.1] percvonase 2 Ms rusoue] 1 1 45 2 35023 04163 187639 18772 1 63333332 1 RLFVYHPNHPPASEVLR | 290 2
176 GNAT4 > 032163.2)  034431.1] proten, alpha 14 Mus musculus] 1 1 59 3 44860 03233 249375 24939 1 375 1 RVRVPTTGIIEYPFOLENIFR M 178 2
77 C200rf116 gill 06410811 g P_084108.1] pathetcapolon LOGTTO08 [Mus musculus] 1 2 54 2 39752 04546 18505 1860.1 1 625 2 RIQDLLTEGTLTGVIODR G 250 2
178 sLcozat Gil110625831refINP_2015712]  gil110625831)efINP_201571.2| er organic anion transporier family, member 2a1 [Mus 1 4 16 2 27586 02178 121045 12185 1 22222 4 RFVFPLGTIPRY 389 2+
179 NAENSMUSG00000025197 ENSRNOG00000013291 cvpac2s > 00100144621 > 001001446.2] oo P1S3. iy 3 subtamiy ¢ pohopids 44 LA e 1 3 32 2 37684 03153 173681 1737 1 6330332 3 K GTAVFPFLSSILLOQK £ 388 2
180 UPt 0315432 1543.2| ancient ubiguitous protein (Mus musculus] 1 1 64 3 31918 01811 30206 30214 1 2685185 1 RLRPQSVQSSFPSPPSPSSDVALTTLAHR Y. 305 2+
181 PEX14 4i19790153[relINP_062755.1] gi9790153|refINP_062755.1] peraisomaltogenei factr 14 Mus muscuu] 2 2 59 2 27224 020% 111499 11154 2 8333333 1 RYLLPLLGGR E 130 2
181 PEX14 Gi19790153[reINP_062755.1] Gi19780153refINP_062755.1] peraxisomal biogenesis factor 14 [Mus musculus] 2 2 59 2 323 o128 13097 13105 2 7272727 1 KVQELAHELATAK A 184 2+
182 DHRS13 gilt 6991092 g > 899109.2) dehydrogenaselreductase LSDRIam-\y) e 1 Mus muscus 1 2 27 2 23476 01797 103942 10392 1 7777778 2 RVVIVSSAAHR R 165 2
183 UGT1AS > 564006.1|  964006.1] UDP glucuronosylransierase 1 family. polypepiide A9 [Mus 4 61 57 2 30751 02046 101335 10132 1 9285714 7 RIPQTVLWE 324 2
183 UGT1A9 964006.1] 964006.1] UDP Glucutonceytranserase 1 famiy. paypeplida A9 Mus muscs 4 61 57 2 2132 0197 130039 13005 5 60000004 1 KYFSLPSVIFAR G 158 2
183 UGTIAS 964006, 1] 964006.1| UDP glucuronosylransferase 1 famiy. polypepide A9 (Mus musc. 4 61 57 123725 ofess 101257 10132 3 7857143 2 RIPQTVLWR. 324 2
183 UGT1A9 964006.1] " 964006.1] UDP glucuronosyliranserase 1 famiy, polypepiide A9 (Mus musci 4 61 57 2 27701 02575 1208 12084 1 1 RYTGTRPSNLAKN 332 2
184 ENSGO0000143870-ENSMUSGO0000020571:NA PDIAS > 001476035.1| 00147603 0822 [ 1 2 36 2 4283 02745 13822 13876 1 7692308 2 RTGEAVDAALSALR Q 124 2
185 SACMIL > 109617.1]  109617.1] 'SACH (supressor of actin mutations 1. homolog-lke [Mus muscult 2 3 34 2 352 012 111543 11153 4 8333333 1 RTNVIGSLLARR 3% 2
185 SACMIL >~ 109617.1] 109617.1] SACH (supr . homologl-ike [Mus muscul. 2 3 34 2 2537 01079 116578 11663 4 222 2 RELSAQPE 175 2+
186 FAMT38 ~780601.1] 780601.1] hypothetical protein LOC108958 [Mus musculus] 2 3 67 2 25501 01094 2397.99 23958 1 36.95652 1 R SEILLGYLGAPVASSIGLNGPLPRE 561 2
186 FAMT3E >~ 780601.1] 601 1] nypothetical protein LOC108958 [Mus musculus| 2 3 67 2 32803 02791 177685 1777 3 50 2 RYTSVPALAEDILGLSRR 543 2+
187 EN: ABCDA. 4i16680614[ref[NP_033018.1] 9i6680614|refINP_033018.1] ATP-biig cassat,sbamdy D, member 4 (s muscuk) 2 3 56 2 559 05205 23071 23615 1 55 1 KYAVLDEATSALTEEAESELYR | 544 2
187 ABCDS 4i16680614[ref[NP_033018.1] Gi6680614|refINP_033018.1] u-family D. 2 3 56 2 452 02271 137678 13766 1 8333333 2 RFLELAGLSSL) 4% 2+
188 SIGIRR gilt 0755462 g > 075546.2) Sgio 313 rocoptr e roto s mascolos] 1 2 37 2 41222 03526 162486 16258 1 7142857 2 R GPVFGEPPTPLQETR| 359 2
189 \GXT Gil111038130/efNP_0579112]  gi111038130)ifINP_057911.2| alanine-glyorylate aminotransferase [Mus musculus] 1 2 31 2 29206 02793 130543 13056 1 75 2 RLLLGPGPSNLAPR Y. 6 2+
190 KIAR0090 > 666269.2) | X L 1 2 2 36 3 40251 03088 233468 23346 1 32604737 1 RQLHELAPSIFFYLVDAEQGR L 665 2
190 KIAA000 * 666269.2) 666260, X L 1 2 2 36 2 26847 03174 163043 1630 1 46666668 1 RHLLIGLPSGAILSLPKA 864 2
191 sLC27A4 036119.1] 036119.1] solute carrier famiy 27 (faty acid transporter), member 4 Mus mu 1 3 14 2 3162 01851 110903 11084 7 3 RILSFVYPIRL 409 2
192 SLC38A3 076294.2| 076204 2| ystem amino acids transporter NAT-1 [Mus musculus] 1 1 34 2 3568 033« 183313 18341 2 46875 1 KHLEGLLPVGVPTTOTOR T 18 2+
193 PGRMC2 130850.7] 130859.7) i 1 1 65 2 30792 03959 147382 1737 1 6538461 1 KFYGPAGPYGIFAGR D 130 2
104 CYpagt g JrofINP_031849.1] g JrefiNP_031849.1] ytochrome P450, family 4. subfamiy b, polypepide 1 (Mus musc. 1 1 23 2 43911 03609 138365 13836 1 8636364 1 RHLDFLDILLGARD 282 2+
195 FAMG2A > 035073.1]  035973.1| extended synaplotagmin-ike protein 1 [Mus musculus] 2 5 27 2 34226 03141 13103 13106 1 75 4 RALTLGALTLPLARL 541 2
195 FAMB2A 035073, 1] 035973.1| extendied synaptotagmin-like protein 1 [Mus musculus] 2 5 27 2 2558 01783 178883 17902 7 43333332 1 RLLVPLVPDLQDVAGLR S 208 2
196 FADST " 666206.1] " 666206.1] dat5 dosaurase Mus muscs] 2 2 58 2 3018 03121 132933 13205 1 8333333 1 RYFTWEEVAQRS 21 2°
196 ADS1 666206, 1] 666206.1| [Mus musculus] 2 2 58 2 2912 02209 157459 15748 3 5333333 1 MAPDPVPTPGPASAQLR.Q 2 IR
197 ENs TMEM214 653108.2) 653108.2] et prolem LOCE8796 [Mus musculus] 1 3 17 2 27892 0222 13747 1376 1 68181816 3 KALSPFAIAYLDRL 269 2
198 CLN >~598770.1] 598770.1|  064555.2] Jus) 1 1 25 _liver_CNBTi_ 3 as 03373 166535 16649 1 51923077 1 RRLPAFTLSHLESHRA a7 2
200 ALGY 598742.1] 598742.1] ot 2 manosrantorase ALGS [Mus muscls] 1 1 34 611 69561 89 MmNaOH-MM liver CNBITI 1025047 5047.2 2 28253 02666 2570.19 25699 4 1 RFPSSFLLPDNWOLQFIPSEFR G 475 2
201 WOR6 g 065628, 1] gi10181122refINP_065628 1| WD repeat domain 46 [Mus musculus] 1 1 PR 2 22716 01388 2537.74 25358 1 3125 1 R GGVRAVAVDSTGTYMATSGLDHOLK | 3se 2+
202 UGT2815 o 0010250381 gi 001025038.1| famil 3 8 45 50 2 41506 03238 14%641 14958 1 7307692 6 K ANAAWALAQIPQ 32 2
202 ueT2815 g 0010250381 gi 001025038.1] famil 3 8 45 530 2 23979 01805 1027.84 10282 2 72200 1 KTPATLGPNTRI 34 2+
202 uGT2815 o 0010250381 gi 001025038.1] i 3 8 45 50 345 01622 149494 14958 1 53846157 1 KANAIAWALAQIPOK V 32 2
203 HSPAB 1124422 1120422 heat shock protein 8 (Mus musculus] 1 1 2 et 2 26062 02078 148837 14885 6 62 1 RTTPSYVAFTOTERL a7 2
204 NANAENSRNOGO0000000790 LOC676837 ® 001003707.21 > 001003707 > 001 € s anigen slom 2 M 1 2 22 52 2 37883 02549 162247 16227 1 86.36364 2 RWIEQEGPEYWERN 22 2
205 THEM112 > 083900.2)  0839002| ypothetical protein LOG76483 [Mus musculus] 1 2 1 se7 2 2759 02077 10601 10603 & 8125 2 RIGPYFPPLR. 535 2+
206 ERBE3 034283.1] 034283.1] v-erb-h2 erythoblastic leukemia vira oncogene homolog 3 (Mus m 1 2 2 13 3 4100 03202 295106 29514 1 31730768 2 RLLGLCPGSSLOLVTQYLPLGSLLOHVR Q m 2*
207 LRRCS8 98568, 1] 5056 1 1 39 ao7 2 28979 02241 131635 13166 2 63636364 1 RLVTLPVSFAQLKN o7 2
208 PTPRD 4i62177150[/@NP_001014310.1] g INP_001014310, > 03534 protein recaptor type, Dk mue 2 4 28 1254 2 35953 03287 259951 26009 1 45652176 1 RVLLSAEGIPGSDYVNANYIDGYRK 739 2
208 PTPRD g 001014310.1] g 14310 s oo o o A o s 2 4 28 1254 2 3488 02025 1309 13094 2 80 3 RYANVIAYDHSR. 728 2
209 POMT 660127.1] 660127.1] rotein-O- mannoﬁy\vanslerase1[Musmusw sl 1 1 17 e 2 2707 01758 152603 15268 4 56333332 T RrOUNPRRPVRH 384 2
210 oPPe > 034204.1] 1204.1| ipeptiypoptissa 4 s 1 1 28 760 2 3095 0277 23408 23426 2 0 1 RLNWATYLASTENIVASFOGR G 555 2+
21 CTNNBI 4i16671684IrefINP_031640.1] gi6671684[refINP_031640.1] catain cachern sesccaed prolem) beta 1, 88KDa (Mus muscul. 1 1 27 71 2 24464 01262 24298 24299 1 35 1 RGLNTIPLFVOLLYSPIENIGR V 592 2"
212 FRC Gil11598855rfINP_035768.1| gi11596855/ref|NP_035768.1| culus) 1 2 21 763 2 3289 0325 174652 17469 1 56666668 2 RSAFSNLFGGEPLSYTRF 7 2+
213 LCAAT 4il6755560[relINP_035533.1] gi6755560/refINP_035533.1] ot car i 4 (oo oxchagr), momber 1 [Mus musuly 1 1 12 929 2 2381 02261 1311 W6 1 7 1 RGWVIHPLGLYR.L 665 2
214 cypD7P1  910862.1| gi X > 9108 (CYPID11) (PASC 7 6 189 s 127625 02275 136375 13645 1 68181816 1 RNLTDAFLAEIEK Y 273 2
214 CYP207P1 910862.1] 0014799 9108 1(CYPID11) (PASC 7 6 0y 5 2 26953 01275 96599 9613 1 100 1 RRFSVSTLRN 136 2
214 Cypap7P1 910862 1| gi 0014799, 9108 1(CYPID11) (PASC 7 6 139 sM 3 ‘a1s5 0299 148552 14857 1 60000004 5 RRFEYEDPFLIR M 197 2
214 CyP207P1 910862.1] 0014799 9108 1(CYPID11) (PASC 7 6 0y 5 3 41002 02543 302093 30205 6 25961508 1 RIPGLADMVFQGQKSFMAILONLLTENR T 236 2
214 Cypap7P1 910862 1| gi 0014799, 9108 1(CYPID11) (PASC 7 6 139 sM 2 25817 01741 96569 96613 1 8571429 1 RRFSVSTL 136 2
214 cyP207P1 910862.1] 0014799 9108 1(CYPID11) (PASC 7 6 0y 5 3 3335 00046 142801 14276 1 52272724 1 MPYTNAVIHEVOR F 357 1
214 Cypap7P1 910862 1| gi 0014799, 9108 1(CYPID11) (PASC 7 6 139 sM 2 44831 02852 13438 13645 1 B6.36 0 RNLTDAFLAEIEK V. 273 2
214 CyP207P1 910862.1] 0014799 9108 1(CYPID11) (PASC 7 6 0y 5 2 3199 02709 148556 14857 1 5 RRFEYEDPFLIR M 197 2
214 Cypap7P1 910862 1| gi 0014799, 9108 1 (CYPID11) (PaSC 7 6 139 sM 2 42944 02241 136485 13645 1 81818184 1 RNLTDAFLAEIEK Y 273 2
215 CYP207P1 > 001479975.1] 0014799 9108 P musculus] 9 ) 7.1 504 2 26953 01275 96599 9613 1 100 1 RRFSVSTLRN 136 2
215 Cypap7P1 0014799751 g 0014799, 9108 musculus] s o 171 504 2 32706 01653 150074 15017 1 80 5 RRFEYEDPYLIRM 197 2
215 CyP207P1 001479975.1] 0014799 9108 P musculus] 9 ) 7.1 504 1217 00907 150075 15017 2 55 2 RRFEVEDPYLIRM 197 2
215 Cypap7P1 0014799751 g 0014799, 9108 musculus] s o 171 504 3 40934 01859 150242 15017 1 575 6 RRFEYEDPYLIRM 197 2
215 cyP207P1 001479975.1] 0014799 9108 P musculus] 9 0 7.1 504 2 42964 02241 13485 13645 1 81818184 1 RNLTDAFLAEIEK Y 273 2
215 Cypap7P1 0014799751 g 0014799, 9108 musculus] s o 171 504 3 3335 00346 142801 14276 1 52272724 1 MPYTNAVIHEVOR F 357 1
215 CyP207P1 001479975.1] 0014799 9108 P musculus] 9 0 7.1 504 127825 02275 136375 1345 1 68181816 1 RNLTDAFLAEIEK Y 213 2
215 Cypap7P1 0014799751 g 0014799, 9108 musculus] s o 171 504 2 25707 01714 177666 17761 6 43333332 1 MLNNAVCNVIASLIFAR R 181 1
215 CyP207P1 001479975.1] 0014799 9108 P musculus] 9 0 7.1 504 2 25617 01741 96569 96613 1 8571429 1 RRFSVSTLRN 136 2
215 Cypap7P1 0014799751 g 0014799, 9108 musculus] s o 171 504 3 4100 02543 302083 30235 6 25961538 1 RIPGLADMVFQGQKSFMAILDNLLTENR T 236 2
215 CyP207P1 001479975.1] 0014799 9108 P ssculus] 9 ) 7.1 504 2 44631 02852 13438 13645 1 8636364 0 R NLTDAFLAEIEKY 273 2
216 sz > 619592.1|  619592.1| phosphatidate cytidylyltransferase 2 [Mus musculus] 1 1 38 aa 2 2733 02615 191685 19172 1 1 RLOEYNIPGVIQSAIGWK T 311 2+
217 CTNNDT 031641.2) 031641.2] catenin, dela 1 soform 1 (Mus musculus] 2 2 23 wm 2 24882 02177 102714 10271 3 722022 1 RVGGSSVDLHR £ 265 2
217 CTNND1 > 031641.2] 031641.2| catenin, delta 1 isoform 1 [Mus musculus] 2 2 23 a® 2 33771 03792 15022 14507 1 68181816 1 RGYELLFOPEVVR 655 2+
218 05G2 g 031909.1] 031909.1] desmoglein 2 [Mus musculus] 1 1 11 2 2 25792 02204 126344 12634 2 68181816 1 RSLLTAGATHHVR T 729 2
219 PIGS 058808 1] 958808.1| X 1 1 31 555 2 288 0145 181409 18141 1 50 1 RAPLPYSDISGLNALLLR L a 2+
220 ITFG3 997100.1] 997100.1] integrin alpha FG-GAP repeat containing 3 [Mus musculus] 1 1 29 555 2 41061 04774 16846 16848 1 6666667 1 RVIHLGEGSSDSDOAIR D 528 2
221 sLcaar gilt _ 0010284422| g > 0010284422| Solute carrir family 4, sodium bicarbonate colransporter, member 1 2 1 113t 2 3404 02235 183421 18342 1 50 2 RLAPAVLLSGLTEVPVPTRF 330 2+
22 MGAM 001481364.1] 001481364, > 001 1 6 03 3629 2 27124 0141 12339 12334 3 7200022 6 RAYVAFPDFFR 1361 2
23 RPN2 > 062616.2)  062616.2| rbophorin I [Mus musculus] 1 1 35 e 2 382 03692 227089 22714 1 45238004 1 KNFESLSEAFSVASAAMLSONR.Y 25 2+
224 0s8PLs 001003717.1] 001003717.1] ™ tus) 1 1 13 87 2 34913 03037 128457 12846 1 8 1 RVWLPTFILEPR'S 381 2
225 CTNa gilt > 068695.1| o665  598917.1] 1 1 13 12 1048 _liver_CNBIT 2 36373 00962 13733 13876 1 7727213 1 RVGWEQLLTT 75 2
226 PNPLAG Gil7657401[relINP_056616.1] GITESTAO NP 656616 1] ) 1 1 11 1327 146562 8 MmNaOH-MM_liver CNBITI 204.2499.2499.2 2 26891 0311 159191 15918 3 53571426 1 RALLGASALDSIQEFRL s 2
227 ENSGO0000112851-ENSMUSGO0000021709:NA ERBB2IP Gil54607112)relNP_067536.2| Gi1546071121refINP_067538 2/ 5546071 14irefNP [ jus) 1 1 09 1376 154327 56 MmNaOH-MM liver CNBITi 212249224922 2 3243 027 132184 f3216 1 727227 1 RLTFIPGFIGSLR O 218 2
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Sequence Spectrum CalcM Sequence
k ORTHO_GROUPS GENE_NAME Locus Proteins In Group Description Count  Count  Coverage Length MW  pl MatchiD ZXCorr DeltCN M+#H+ +H+ SpRk Proportion Count Sequence Position  Tryptic Unique
2% THEMT3T Ell 06513602 gl X G014 7 7 07 1877 204650 85 MmNaOF-MM Iver CNBITI 2121641 16412 2 2114 01862 154044 15397 1 53846157 TRISPAPLTHPSHPER A T 2
29 Contaminant_GR78_HUMAN Contaminant_GR78 HUMAN;Contaminant GR78_MESAU'C ow[P11021| 78 KD GLUCOSE REGULATED PROTEIN PRECUR. 1 2 21 653 72116 5.1 MmNaOH-MM_iver CNBITi 201172617262 2 29561 02783 156868 15677 1 57692307 1 RITPSYVAFTPEGERL 61 2
229 Contaminant_GR78_HUMAN Gontaminant_GR78_HUMAN:Contaminant GR78_MESAUG owl[P11021] 78 KD GLUCOSE REGULATED PROTEIN PRECUR 1 2 21 653 72116 5.1 MmNaOH-MM fiver CNBITI_101.1662.1662.2 2 ‘377 0312 186752 15677 1 53846157 1 RITPSYVAFTPEGER L 61 2
230 Contaminant_gi7463016[pi[S77957 Contaminant_gi[7463016]pi[S77957 Iysyi endopeplidase (EC 3.4.21.50) - Lysobacter enzymogenes 4 6 123 269 2791 6.7 MmNaOH-MM liver CNBITi 2121827 18272 2 45079 04506 19217 19211 1 8823532 2 R DONFAGATAIHHPNVAEK R 138 2+
230 Contaminant_gi7463016[pif[S77957 Contaminant_g7463016ipiIS77957 Iysyl endopeptidase (EC 3.4.21.50) - Lysobacter enzymogenes 4 6 123 269 27961 6.7 MNaOH-MM liver CNBITi_108.1356.1355.3 3 3a723 02220 207718 20773 1 1 RDQNFAGATAIHHPNVAEKR | 138 2+
230 Contaminant_gi7463016[pi[S77957 Contaminant_gi[7463016]pi[S77957 Iysyi endopepidase (EC 3.4.21 50) - Lysobacter enzymogenes 4 6 123 269 27961 6.7 MmNaOH-MM liver CNBITi 2010006 00062 2 38141 02849 142833 14285 1 7692308 2 RVFTSWTGGGTSA 230 2+
230 Contaminant_gi7463016lpi[S77957 Contaminant_gI74630161pilIS77957 Iysyl endopeptidase (EC 3.4.21.50) - Lysobacter enzymogenes 4 6 123 269 27961 6.7 MNaOH-MM liver CNBITI_108.1360.1360.2 2 ass9 03542 207687 20773 1 5277778 1 RDQNFAGATAHHPNVAEKR | 138 2+
231 Contamin Contaminant no desciption 3 7 183 229 23393 7.9 MmNaOH-MM_liver CNBTi 202 2016.2016.2 2 43503 04201 216334 21643 1 42105263 2 RLGEDNINVVEGNEQFISASK S 56 2+
231 Gontaminant TRYPSIN Gontaminant TRYPSIN o desciption 3 7 183 229 23993 7.9 MmNaOH-MM liver CNBITI_1012039.2039.2 2 37573 02625 216384 21643 5 39473686 1 R LGEDNINVVEGNEQFISASK.S 56 21
231 ntaminant_TRYPSIN ntaminant_TRYPSIN o descripto 3 4 183 229 23393 7. MmNaOH-MM_liver CNBTi 1082578 2578.3 3 4032 012 251453 25159 1  333333% 3 K SIVHPSYNSNTLNNDIMLIKLK S 7 2+
21 Gontaminant TRYPSIN Gontaminant TRYPSIN o desciption 3 7 183 229 23993 7.9 MmNaOH-MM liver CNBITI_108.25552555.2 2 50262 0348 251612 25159 1 4761905 1 K SIVHPSYNSNTLNNDIMLIKLK S 7 2
232 ontaminant KERATINGS ntaminant KERATINO3 o descripto 1 1 15 593 59519 52 MmNaOH-MM_liver CNBTi 208137013702 2 21177 01235 106453 10653 2 7 1 RLASYLDKVR A 157 2
233 Gontaminant_KERATINT3 ntaminant KERATI o descripto 1 1 19 643 65194 6.6 MmNaOH-MM_lver CNBT| 206071307132 2 28277 01408 134176 13415 5 54515156 1 K SKAEAESLYQSK Y 364 2
gil11414556IMGNP_112447.2) g 114145561|fINP_112447.2] Keratin complex 2, basic, gene 8 [Mus musculus] 1 2 24 4% 54565 58 MmNaOH-MM liver CNBITi 2022454 24542 2 36766 03661 14206 14206 1 68181816 2 RLEGLTDEINFLR Q 220 2
SHUFFLED ‘SHUFFLED_gi30425204[cfINP_780675.1] FALSE POSITIVE 1 2 17 705 81252 9.2 MmNaOH-MM_liver CNBITi 204195519553 334744 01251 15609 15588 2 45454548 2 KWQVKPCILNFPRS 183 2
SHUFFLED SHUFFLED_gi{124486933rel[NP_001074828.1 FALSE POSITIVE 1 2 03 2799 300095 5.8 MmNaOH-MM liver CNBITi 202104210422 2 21551 015 S47.17 %816 6 8571428 2 RRALAFLTRT 1a71 2+



Table S3B. Detailed peptide and spectral counts for proteins detected by MudPIT analysis of Microsomal Membranes (MMs) isolated from Mouse Liver

Proteins are ranked by their frequency of detection in MMs and decreasing averaged dNSAFs values.
For each run (See details in Table S1A), the following parameters are specified for each protein:
columns ending with _P: peptide counts
columns ending with _S: total spectral counts
columns ending with _sS: spectral counts for peptides shared between protein isoforms
columns ending with _uDP: peptide counts for peptides uniquely matching the protein
columns ending with _uS: spectral counts for peptides uniquely matching the protein
columns ending with _dS: spectral counts distributed according to the spectral count contribution of peptides unique to each isoform
columns ending with _SC: sequence coverage
columns ending with _dNSAF: Normalized Spectral Abundance Factors, calculated based on distributed spectral counts and protein length.
The number of times a protein is detected across multiple analyses is listed in the "Detected # Out of" columns.

dNSAF are averaged across mulitple runs ("dNSAF AVG" columns).
Columns ending with PredHel and TMHMM_Topology list the number and position of transmembrane helices predicted for each protein by TMHMM.

The columns starting with "SIGNALP" are the output from SIGNALP HMM predictions on each protein for type of signal peptide sequences, their position (_POS) and probability (_SPROB).
Additional annotations are reported in the "NCBI_Region_Note" and "GO_" columns.
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