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Supplemental Figure 2
Gene Rho Gene Rho Gene Rho
COX7B 0.87 NDUFV2 0.75 NDUFB3 0.63
NDUFA13  0.86 NDUFB10  0.75 ATPSE 0.62
NDUFS3 0.85 NDUFA6 0.75 ATP5I 0.62
COX5B 0.85 NDUFA11 0.75 UQCRH 0.61
UQCRC1 0.85 NDUFS7 0.75 NDUFV3 0.60
ATP5B 0.84 COX5A 0.74 SDHD 0.60
ATP5G3 0.83 NDUFV1 0.74 NDUFB1 0.60
UQCRFS1  0.83 NDUFA12  0.74 Cycs 0.59
NDUFS8 0.83 cyc1 0.73 NDUFS1 0.57
COXx6B1 0.83 NDUFA9 0.72 SDHC 0.56
NDUFB7 0.82 ATP5J 0.71 UQCRB 0.56
NDUFA7 0.82 COX7C 0.71 NDUFB9 0.56
NDUFA8 0.81 ATP5F1 0.70 NDUFA5 0.54
uQcRQ 0.81 NDUFA4 0.70 NDUFC2 0.53
NDUFB11 0.81 NDUFS6 0.70 ATP5G2 0.53
SDHB 0.80 ATP5A1 0.69 NDUFS5 0.53
NDUFB5 0.80 ATP5D 0.68 NDUFS2 0.51
NDUFA1 0.79 NDUFA10  0.68 ATP5G1 0.50
ATP5C1 0.79 COX7A2 0.68 COXeC 0.45
ATP5J2 0.78 UQCRC2 0.68 ATP5S 0.43
ATPSH 0.77 UQCR10 0.68 NDUFS4 0.34
NDUFA2 0.77 ATP5L 0.66 COX6A2 0.20
ATP50 0.77 COX4l1 0.66 COX7A1 -0.09
COX8A 0.77 NDUFC1 0.66 [ele) ¢:le} -0.09
NDUFAB1  0.77 NDUFB2 0.65 COX412 -0.37
NDUFA3 0.76 NDUFB6 0.65 COX6B2 -0.44
NDUFB4 0.75 NDUFB8 0.63
Supplemental Figure 3
Mitochondrial
Baughman et al. top 100 ranked genes Gene Association
a MCTs1 none
H ‘g‘h ‘i j ‘ b HINT1 none
¢ RBX1 none
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genes genes annotation
ACP5 ATOX1 ion transport
ARL8B BCAP31 golgi, ER, membrane
Kegg_Lysosome ASAH1 C220rf25 NA
gene set correlations Lysosomal Genes ATPBAP1 CAPG melanosome
(top 50) (GO:0005746 and ATP6VOB FTL golgi, membrane, ion transport
Lubke et al. 2009 ATPBVOC GCH1 hydrolase activity, vesicle
ATPBVOD1 GRN none
ATP6VOE1 MFSD1 membrane
ATPBV1B2 MYL12B none
ATPBV1D NPL none
C1orf85 OAZ1 none
CTSA PLEKHB2 membrane
CTSB PPP1CA metabolism
CTSD PRKCD ER, membrane, ATP binding
CTSH RNASEK hydrolase activity, membrane
GLB1 RNH1 none
HEXA SLC38A6 ion transport, membrane
IFI30 SLC7A7 ion transport, membrane
IGF2R SPPL2A peptidase, membrane
LAMP1 TMBIM6 ER, membrane
LAMP2 TMEM9B membrane
LGMN TRAPPC5 golgi, ER, vesicle-mediated trans.
NAGA UBE2A ATP binding
NEU1 Uxs1 golgi, membrane, metabolism
PSAP VAMP8 golgi, endosome, membrane...

Supplemental Figure 5




