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8 2 371 26 121 [A1BG] FLI783725AAN  P04217 Alpha-1B-glycopre - 3.0 0.0 1.1 14 1
g 2 181 2 37 [AICF] FLI20317AAAN  QSNQS4-4  Isoform 4 of APOE- - 0.2 _11_ 0.0 2.8 0
10 2 11042 77 98 [A2ML1] FLI06100AAAF(RM ABK2UQ Alpha-2-macroglo AZML1 FraEE 2.9 4.8 14 0.0 1
" 1 9609 67 105 [A4GALT] FLI93377AAAF  QONPC4 Lactosylceramide - - 0.3 4.9 2.8 0.0 2.5 0
12 2 11317 79 85 [AAAS] FLI20826AAAF  QONRGS Alzdin (Adracalin) - __17 1.7 25 0.9 2
13 2 10900 76 100 [AACS] FLI12389AAAF  QB6V21 Acetoacetyl-CoA <- 2.6 2.3 0.4 1.2 1
14 1 5887 41 127 [AADAC] FLIS2145AAAF  P22760 Arylacetamide de; - 0.0 3.3 1.9 0.9 0.0 0
15 1 1123 g 115 [AADACL2] FLIS1434AAAF  Q6P093 Arylacetamide de; - 3.3 1.0 1.3 2.1 3.2 0
16 2 1324 10 28 [AADACL3] FLI45031AAAF  QSVUYO Arylacetamide dei - 0.4 3.5 22 e 4.5 0
17 1 7350 52 6 [AADAT] FLIOSSQ0AAAF  QBNSZO0 Kynurenine/alpha- - 1.2 2.0 1.7 5.0 3.4 1
18 2 0049 70 13 [AAGAB] FLI11506AAAF  Q6PD74 Alpha- and gamm - 3.3 0.6 o+ 0.8 0
18 1 1811 13 83 [AAMDC] FLI2Z1035AAAF  QOH7CY Mtho38 domain-ct - o.7 1.7 0.4 3.4 1
0 1 13220 92 116 [AAMP] FLIZ0013AAAF Q13685 Angio-associated | - 4.3 1.0 o.1 SR 2.7 1
7 1 2851 20 115 [AAR2] FLISOOSTAAAF  QOY312 Protain AAR2 horr - - 26 1.3 2.4 2.6 3.8 2
2 1 10546 74 34 [AARS] FLIS1877AAAF  P40588 Alanine--tRNA ligz PL-12 AR BRI 0.0 1.7 3.8 1.0 4.3 0
2 1 8775 61 135 [AASDHPPT]  FLI92898AAAF  QONRN7 L-aminoadipate-s: - - 3.2 o7 I 2.3 2.1 0
2 2 2619 19 27 [AATBC] FLI46757AAAF  Q6ZR03 Uncharacterized p - 2.4 1.8 0.9 0.0 1
25 1 11779 82 115 [AATF] FLI32667AAAF  QONYB1 Protein AATF (Apc - 2.1 1.8 0.3 a9 0.0 0
2 — o Pt L e T e 00 02 0.0 os 12 1
bF 2 10013 70 77 [ABCA11P] FLI14297AAAF  Q4WS5N1 Putative ATP-bind - - h
2% 2 9295 65 79 [ABCA3] FLIB2848AAAF  Q90758-2  Isoform 2|of Phos - - b
29 3= =1 97 =% Tael 31] FLI77525AAAN  P08183 ATP-depefdent tr - _ b
30 =~ VY 7 1 [ABC 36] I'LIB4837AAAF  QONPSE ATP-bindifig casse - - b
3 ey Wikl 11 43/|nBCBT] FLIB1787AAAF  075027-2  Isoform 2fof Iron-- = h
32 1 706 5 130 [ABCBS] FLI9SS80AAAF  QONUT2-2  Isoform 2|of Mitoc - - h
33 - = s A4 TAaCr rLVa 2 AAAN Q92887 ATP-bindifig casse - h
34 1 153 47 * 39 [+ 3LCY FL & 81/ AAAF 0154404 Isoform 4|of ATP- - = il
35 2 10057 76 57 [ABCLE] FLIS6497AAAF* Q09428 ATP-bindifig casse - = b
36 1 1422 10 126 [ABCD2] FLI9S001AAAF  QSUBI2 ATP-bindifig casse - - o
a7 1 a15s 20 132 TAPCF: ] FIM110P4A4T £ ONLD ATP-bindifig casse - h
a8 e 11X A AW ] fOKMs WA " 1a58: 45 | Isoform 4lof ATP-- = b
39 2| 13573 45 37/ [ABCG2] FLIB4201AAAF  QOUNQO Broad substrate s - = b
40 1 1453 11 13 [ABCG4] FLIB2MSAAAF  QOH172 ATP-bindifig casse - b
] R~ 9 “n [rorsgT FLI34- “SAAAN  QOH222 ATP-bindifig casse - b
42 L Ca £l " || A Hi 142 ' LJE 1SSTAAAF  QOBSED Protein ABHD1 (Ei - g h
43 1 885 7 21 [ABHD10] FLI11342AAAF  QONUIL Palmitoyl{protein - - b
T 1 1132 8 124 [ABHD11] FLIS1463AAAF  QBNFV4 Protein ABHD11 (I - - b
45 oSS, T IADHDLZ] OISR SLR P Cysoptosphatidyls - 0
46 2 3477 25 21 [ABHD12B] FLI46607AAAF  Q7Z5M8-5  Isoform 5 of Prote- 0
47 1 4826 4 74 [ABHD13] FLI42874AAAF  Q7L211 Protein ABHD13 (I - 1
18 1 6584 46 104 [ABHD14B] FLIG0G31AAAF  QO6TU4 Putative protein-l - 1
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