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Figure S2

D = 8.4E-11

I

FCL

Muscle

|

09

| [ |

0% 0c 0 0c¢-
(o) @seasip DY uoissaidxa [enualayiq

Cell type

2



Zhang et al_ File S3

Figure S3
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Figure S4
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Figure S5
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Figure S6
RP genes as FOXO1 targets
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Figure S7
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Figure S9
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Figure S10
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Figure S11

Position-specific differential expression within UTRs
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Figure S12
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Figure S13
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Table S1.
Gene | MELAS | PEO MIDNA o ¢ disease GENE NAME
deletion
PGRMC2 | 28.35 13.82 27.43 13.96 progesterone receptor
membrane component 2
UBXN2B | 28.86 21.15 22.23 14.89 UBX domain protein 2B
ESYT1 46.67 63.96 37.53 0gg1 | extended synaptotagmin-like
protein 1
DNAJCI5 |  65.72 26.43 42.86 26.89 DnaJ (Hsp40) homolog,
subfamily C, member 15
EXOC2 23.64 30.96 20.15 21.43 exocyst complex component 2
signal peptidase complex
SPCS3 10.75 12.11 10.36 32.90 subunit 3 homolog

(S. cerevisiae)
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Table S2

Muscle FCL
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6648 s0D2 902 1044 052 143 001 004|1075 1156 080 175 000 0.08|superoxide dismutase 2, mitochondrial
30001 ERO1L 675 717 042 134 001 004|1034 1056 022 116 004 016|ERO1-like (S. cerevisiae)
20103 DNAJC15 733 768 024 127 002 006| 977 1010 0.33 1.26 002 0.10|DnaJl (Hsp40) homolog, subfamily C, member 15
81671 VMP1 7.87 819 0232 125 0.01 004|1069 10.83 0.14 110 003 0.14|vacuole membrane protein 1
3454 IFNAR1 739 765 027 120 004 011 966 990 0.25 1.19 004 0.14|interferon (alpha, beta and omega) receptor 1
25653 DCAF12 742 767 025 119 0.03 009| 909 927 018 1.13 002 0.12|DDB1 and CUL4 associated factor 12
1317 SLC31A1 661 685 024 118 0.02 0035|1061 10.84 0.23 1.17 002 0.10|solute carier family 31 (copper transporters), member 1
79607 FAM118B 730 753 023 118 003 006| 923 937 015 1.11 001 0.10|family with sequence similarity 118, member B
54994 C20orf11 739 762 023 117 001 004| 802 902 010 107 003 0.12|chromosome 20 open reading frame 11
5663 PSEN1 711 734 022 117 003 009 976 997 021 115 001 0.08|presenilin 1
3020 LAMP2 849 871 022 117 004 0141|1109 1126 016 112 003 0.12|lysosomal-associated membrane protein 2
54877 ZCCHC2 685 706 021 116 005 012| 820 853 023 117 003 0.14|zinc finger, CCHC domain containing 2
2120 ETVE 701 722 021 116 004 011| 933 950 018 113 003 0.12|ets variant &
5573 C17orfe3 743 763 020 115 001 004| 833 843 010 107 003 0.12|chromosome 17 open reading frame 63
50084 SOBP 715 734 019 114 001 004| 700 721 021 116 005 0.16|sine oculis binding protein homolog (Drosophila)
4087 SMAD2 781 800 019 114 0.01 003| 957 970 014 110 002 0.12|SMAD family member 2
84945 ABHD13 734 752 018 113 003 006| 896 913 017 113 003 0.12|abhydrolase domain containing 13
284058 KIAA1267 723 740 017 112 003 009| 843 862 018 1.13 004 0.16|KIAA1267
56160 MDNL2 6.88 702 014 110 0.02 005| 817 829 012 1.09 003 0.14|necdin-like 2
55851 PSENEN 777 790 013 109 004 0141|1071 1084 013 110 002 0.12|presenilin enhancer 2 homolog (C. elegans)
199223 TTC21A 650 643 007 095 004 009| 718 704 015 090 000 0.03|tetratricopeptide repeat domain 21A
57732 ZFYVE28 686 679 007 095 003 009| 748 740 008 095 004 0.12|zinc finger, FYVE domain containing 28
81029 WNTSB 672 664 008 095 004 009| 703 773 020 087 002 0.07|wingless-type MMTV integration site family, member 5B
63898 SH2D4A 706 698 008 095 005 009| 917 879 038 077 004 0.12|SH2 domain containing 4A
91544 UBXMN11 685 676 008 094 004 009| 763 755 0.08 095 004 0.12|UBX domain protein 11
147 ADRA1B 711 7.03 0.08 094 003 009 778 7.52 0.26 0.84 003 0.10|adrenergic, alpha-1B-, receptor
9942 XYLB 701 693 0.09 094 0.03 009| 877 854 0.23 086 000 0.03|xylulokinase homolog (H. influenzae)
5865 RAB3B 668 659 0.09 094 0.02 006| 936 866 0.70 062 001 0.07|RAB3B, member RAS oncogene family
56120 PCDHGBS&P 6.80 671 0.09 094 0.04 009| 748 729 018 088 001 0.06|protocadhern gamma subfamily B, 8 pseudogene
58538 MPP4 649 639 010 093 0.02 0.06| 695 678 0.18 089 003 0.10|membrane protein, paimitoylated 4 (MAGUK p55 subfamily member 4)
114784 CsmD2 677 667 010 093 001 006| 770 743 027 083 004 0.12|CUB and Sushi multiple domains 2
79413 ZBED2 671 661 010 093 005 009| 695 685 010 093 001 0.05|zinc finger, BEDtype containing 2
199221 DZIP1L 677 667 010 093 001 006| 726 718 008 094 002 0.07|DAZ interacting protein 1-like
26266 SLC13A4 691 681 011 093 003 009| 742 730 012 092 002 0.08|solute camier family 13 (sodium/sulfate symporters), member 4
100303749 LOC100303749| 623 612 011 093 004 009 652 637 015 090 001 0.06/LSM3 homolog, UB small nuclear RNA associated (S. cerevisiae) pseudogene
435 ASL 721 710 012 092 000 006| 893 867 027 083 003 0.10|argininosuccinate lyase
388948 LOC388948 6.53 641 012 092 0.04 009| 706 689 0.18 0.88 001 0.05|hypothetical LOC388948
10502 SEMA4F 6.89 677 012 092 0.01 006| 818 798 0.20 087 002 0.07|semadomain, immunoglobulin domain (1g), ransmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4F
28936 LAMTOR2 740 727 013 092 0.02 006| 858 844 014 091 003 0.10|late endosomal/lysosomal adaptor, MAPK and MTOR activator 2
284344 LOC284344 641 627 013 091 0.00 006| 669 647 0.22 086 001 0.04|hypothetical LOC2684344
2817 GPC1 6186 803 014 090 0.03 006| 991 960 0.31 081 004 0.12|glypican 1
388610 TRNP1 729 712 017 089 0.00 006| 857 834 0.24 085 005 0.14|TMF1+egulated nuclear protein 1
5675 PSGB 683 662 021 086 002 006| 818 765 052 070 001 0.06|pregnancy specific beta-1-glycoprotein 6
51334 PRR16 740 716 024 085 002 006| 898 870 028 083 003 0.10|proline rich 16
5339 PLEC 859 833 026 084 004 009| 990 971 019 088 004 0.12|plectin
10370 CITED2 829 801 028 083 001 006|1021 989 032 080 002 0.07|Cbp/p300-interacting fransactivator, with GlwAsp-rich carboxy-terminal domain, 2
7170 TPM3 1013 980 032 080 004 009| 846 831 016 090 001 0.07|tropomyosin 3
4633 MYL2 1339 1279 061 066 001 006| 665 656 0.09 094 003 0.12|myosin, light chain 2, regulatory, cardiac, slow
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