Supplementary Table 2 : Transcripts and pathways down-regulated in SLE compared to control renal biopsies
Differences in (Log2-transformed, mean-centered) gene expression between lupus and control biopsies were analyzed using a moderated t test with Benjamini-Hochberg correction for multiple comparisons (p value threshold set to 0.05). Pathway analyses were performed
using DAVID software. Enrichment scores are -log10 p values, calculated by modified Fisher Exact test by comparing proportions of transcripts belonging to a given pathway in the tested gene list compared to the whole transcriptome.[14, 15]

Transcripts Pathways
Identifier [Control] [SLE] Gene Symbol Annotation Cluster 1 Enrichment Score: 7.43 Database Pathway Count P_Value Benjamini
ILMN_1751607 2.8195102 0.25910223 FOSB SP_PIR_KEYWORDS mitochondrion — 52 6.80E-20 2.30E-17
ILMN_1682763 2.1716797 -0.4070203 ALB GOTERM_CC_FAT mitochondrion : 60 2.70E-19 7.50E-17
ILMN_1781285 1.7535293 -0.0462692 DUSP1 GOTERM_CC_FAT mitochondrial part f— 42 7.40E-17 1.50E-14
ILMN_1723522 1.718832 -0.2997489 APOLD1 GOTERM_CC_FAT mitochondrial envelope — 34 3.00E-15 2.80E-13
ILMN_1765232 1.632873 0.14076953 RNLS GOTERM_CC_FAT mitochondrial inner membrane = 28 8.40E-14 5.80E-12
ILMN_1662880 1.6177534 -0.1763568 FIS GOTERM_CC_FAT mitochondrial membrane — 31 1.50E-13 8.60E-12
ILMN_1813361 1.6158535 0.08449265 ANGPTL7 UP_SEQ_FEATURE transit peptide:Mitochondrion E 32 3.90E-13 2.80E-10
ILMN_2047618 1.6081884 -0.0522185 KCNE1 GOTERM_CC_FAT organelle inner membrane f— 28 4.80E-13 2.20E-11
ILMN_1711015 1.577714 -0.2619377 CRYAA SP_PIR_KEYWORDS transit peptide — 32 5.50E-13 9.10E-11
ILMN_3241522 1.5764322 0.24194288 ASS1 GOTERM_CC_FAT organelle envelope — 37 1.60E-12 6.30E-11
ILMN_1655613 1.530049 -0.5030355 GSTA2 GOTERM_CC_FAT envelope — 37 1.70E-12 6.00E-11
ILMN_1881598 1.51809 -0.475416 AW451118 SP_PIR_KEYWORDS mitochondrion inner membrane E 21 2.20E-12 2.40E-10
ILMN_3247082 1.5137397 -0.0834251 FAM1508 GOTERM_BP_FAT generation of precursor metabolites and energy f— 26 5.80E-12 8.30E-09
ILMN_2089752 1.5075352 -0.1929424 FAM150B SP_PIR_KEYWORDS electron transport E 13 1.20E-08 9.50E-07
ILMN_1696450 1.4678926 0.06374492 KLK1 GOTERM_BP_FAT electron transport chain - 14 1.30E-08  6.10E-06
ILMN_3275388 1.4390585 0.21589966 ASS1 GOTERM_CC_FAT respiratory chain = 12 1.30E-08 4.10E-07
ILMN_1782939 1.3710135 -0.3634806 ALB KEGG_PATHWAY Parkinson's disease 15 8.30E-08 1.00E-05
ILMN_2133205 1.3688912 -0.1144226 GPX2 GOTERM_CC_FAT organelle membrane —— 41 8.50E-08 2.40E-06
ILMN_1772894 1.3178729 -0.2878681 TMEM27 KEGG_PATHWAY Oxidative phosphorylation = 15 1.00E-07 6.40E-06
ILMN_2339955 1.3147991 0.04464598 NR4A2 SP_PIR_KEYWORDS respiratory chain - 10 5.00E-07 3.30E-05
ILMN_1737096 1.3111312 -0.2938448 CLDN10 GOTERM_CC_FAT mitochondrial membrane part = 12 2.60E-06 6.60E-05
ILMN_1705627 1.2944648  -5.71E-04 USP2 KEGG_PATHWAY Huntington's disease = 15 5.50E-06 2.30E-04
ILMN_1739168 1.2869183 -0.1076895 OR2T10 KEGG_PATHWAY Alzheimer's disease = 14 9.40E-06 2.90E-04
ILMN_2237474 1.2793396 -0.1041819 TBC1D8B GOTERM_BP_FAT energy derivation by oxidation of organic compounds E 12 9.40E-06 3.40E-03
ILMN_2188264 1.274447 -0.1758597 CYR61 GOTERM_BP_FAT cellular respiration - 10 1.30E-05 3.80E-03
ILMN_1767113 1.260937 -0.3245975 AOX1 GOTERM_BP_FAT oxidative phosphorylation = 10 1.40E-05 3.40E-03
ILMN_1810233 1.2288419 -0.0995989 UGT2B11 GOTERM_BP_FAT mitochondrial electron transport, NADH to ubiguinone = 7  3.30E-05  6.70E-03
ILMN_2304404 1.2267187 -0.0876096 PBLD GOTERM_CC_FAT mitochondrial respiratory chain complex | = 7 3.50E-05 8.00E-04
ILMN_3235647 1.2152774 0.0331636 SIK1 GOTERM_CC_FAT NADH dehydrogenase complex & 7 3.50E-05 8.00E-04
ILMN_1714880 1.2068622 -0.0267972 LIMS3L GOTERM_CC_FAT respiratory chain complex | = 7 3.50E-05 8.00E-04
ILMN_1718152 1.2048471 0.02960346 DEPDC7 GOTERM_CC_FAT mitochondrial respiratory chain E 8 4.50E-05 9.60E-04
ILMN_1781952 1.2007838 -0.2865848 MGST1 GOTERM_MF_FAT NADH dehydrogenase (quinone) activity = 7  4.80E-05  1.20E-02
ILMN_1811330 1.194678 -0.115554 FAM134B GOTERM_MF_FAT NADH dehydrogenase activity & 7 4.80E-05 1.20E-02
ILMN_3247998 1.1940734 -0.0809081 STAP1 GOTERM_MF_FAT NADH dehydrogenase (ubiquinone) activit & 7 4.80E-05 1.20E-02
oxidoreductase activity, acting on NADH or NADPH, guinone or similar compound =
ILMN_1808114 1.182895 -0.0124336 LYVE1 GOTERM_MF_FAT as acceptor _ 7 1.00E-04 1.70E-02
ILMN_2171396 1.1632164 -0.1204032 MT1H GOTERM_BP_FAT mitochondrial ATP synthesis coupled electron transport - 7 1.70E-04  3.00E-02
ILMN_2386973 1.1416459 -0.2422134 PKP2 GOTERM_BP_FAT ATP synthesis coupled electron transport = 7 1.70E-04 3.00E-02
ILMN_3305273 1.1362882 -0.3057672 PSAT1 GOTERM_MF_FAT oxidoreductase activity, acting on NADH or NADPH = 8 2.90E-04 3.70E-02
ILMN_1769478 1.135193 0.02884816 SPATA24 GOTERM_BP_FAT respiratory electron transport chain = 7 3.60E-04 3.90E-02
ILMN_2269256 1.1302254 -0.2344332 DNAJC12 SP_PIR_KEYWORDS ubiquinone i 5 7.00E-04 2.30E-02
ILMN_1680590 1.1216688 -0.2095973 LOC644662 GOTERM_BP_FAT phosphate metabolic process 22 5.20E-02 7.60E-01
ILMN_1738268 1.1201845 -0.2776719 IP6K3 GOTERM_BP_FAT phosphorus metabolic process ? 22 5.20E-02 7.60E-01
ILMN_1687757 1.0949409 -0.1497835 AKR1C4 GOTERM_BP_FAT phosphorylation - 16  2.10E-01  9.60E-01
ILMN_1740233 1.0700529 -0.1506468 UGT1A1l Annotation Cluster2  Enrichment Score: 6.54
ILMN_1668312 1.0680447 -0.2967684 SLC2A9 GOTERM_BP_FAT oxidation reduction - 34 2.80E-10 2.00E-07
ILMN_2189859 1.0647331 -0.1103592 TMEM192 GOTERM_MF_FAT electron carrier activity = 15 8.70E-06 4.40E-03
ILMN_1662049 1.0636001 -0.150321 AGPATS SP_PIR_KEYWORDS oxidoreductase = 23 9.80E-06 4.60E-04
ILMN_2312194 1.0485913 -0.0375959 CYBS5A Annotation Cluster 3 Enrichment Score: 2.6
ILMN_1811820 1.0399048 0.00878903 SRRM4 GOTERM_BP_FAT carboxylic acid transport E 10 3.30E-04 4.70E-02
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