Table S5. Positional Gene Enrichment (PGE) for healthy aging. Muscle chromosomal regions significantly enriched in genes differentially expressed with healthy aging in men

Enriched Region

Chromos p-value Common  Total total size %bp of |chromos.
ome band start of region end of region p-value  adj elements elements Enrichment [size (bp) (bp) chromos. [size (bp) Differentially expressed genes
1 p36 9275528 9968143 0.0059 0.019 2 7 28.6% 692615 NMNAT1 SPSB1
1p31 63831535 64931329 0.0020 0.010 2 4 50.0% 1099794 CACHD1 PGM1
1 p22 90059192 93199645 0.0032 0.013 3 18 16.7% 3140453 FAMG69A LRRC8D TGFBR3
1 p22 90059192 92144147 0.0059 0.019 2 7 28.6% LRRC8D TGFBR3
1921 149851182 150148908 0.0095 0.024 2 9 22.2% 297726 SNX27 THEM4
1923 160219606 163681057 0.0248 0.046 2 15 13.3% 3461451 OLFML2B RXRG
1 gq25-g31 182622773 191295751 0.0050 0.017 3 21 14.3% 8672978 C10RF21 IVNS1ABP UCHL5
1925 182622773 183553084 0.0059 0.019 2 7 28.6% C10RF21 IVNS1ABP
1 qg41 213807358 215377720 0.0011 0.007 2 3 66.7% 1570362 1.9E+07 7.7 2.5E+08|ESRRG KCTD3
2 p22-p23 25309349 38963354 0.0050 0.017 6 96 6.3%| 13654005 CRIM1 DNMT3A FOSL2 MAPRE3 MORN2 SLC5A6
2 p23 25309349 27288658 0.0072 0.021 3 24 12.5% DNMT3A MAPRE3 SLC5A6
2 p23 27046984 27288658 0.0095 0.024 2 9 22.2% MAPRE3 SLC5A6
2 ql3 110237195 112729121 0.0005 0.004 3 9 33.3% 2491926 MERTK NPHP1 ZC3H8
2 ql13 112372662 112729121 0.0011 0.007 2 3 66.7% MERTK ZC3H8
2 q32 183651765 190944552 0.0072 0.021 3 24 12.5% 7292787 COL3A1 DUSP19 INPP1
2 936 221990993 227372719 0.0023 0.011 3 16 18.8% 5381726 EPHA4 IRS1 SERPINE2
2 q36 224548123 227372719 0.0031 0.013 2 5 40.0% 2.9E+07 11.9 2.4E+08 IRS1 SERPINE2
3 p25 15683747 16530226 0.0031 0.013 2 5 40.0% 846479 ANKRD28 RFTN1
3 pl13-p14 59712992 73756762 0.0181 0.038 3 34 8.8%| 14043770 FHIT LRIG1 PDZRN3
3 pl4 59712992 66634125 0.0248 0.046 2 15 13.3% FHIT LRIG1
3 q13 102987071 107070577 0.0031 0.013 2 5 40.0% 4083506 CBLB FAMS55C
3929 197683026 197946161 0.0031 0.013 2 5 40.0% 263135 1.9E+07 9.6 2.0E+08|PIGX RNF168
4 pl4-p15 15388999 37817189 0.0195 0.039 3 35 8.6%| 22428190 CD38 PPARGC1A TNCi1D1
4 q13 71904114 72656663 0.0020 0.010 2 4 50.0% 752549 GRSF1 SLC4A4
4 28 140430542 140697027 0.0020 0.010 2 4 50.0% 266485 2.3E+07 12.2 1.9E+08|NDUFC1 SETD7
5 g21-923 102622341 125857945 0.0105 0.026 4 52 7.7%| 23235604 C50RF13 C50RF30 GRAMD3 SEMAGA
5921 102622341 111121328 0.0164 0.035 2 12 16.7% C50RF13 C50RF30
532 150540807 150707312 0.0020 0.010 2 4 50.0% 166505 CCDC69 SLC36A2
5933 156836890 158567412 0.0059 0.019 2 7 28.6% 1730522 2.5E+07 13.9 1.8E+08|ADAM19 RNF145
6 p24 2710647 19948894 0.0003 0.003 7 77 9.1%| 17238247 C60RF145 DTNBP1 F13A1 GCNT2 1D4 MYLIP WRNIP1
6 15631020 16256455 0.0005 0.004 2 2 100.0% DTNBP1 MYLIP
6 p21-922 33276631 114490735 0.0000 0.001 21 387 5.4%| 81214104 ANKS1A C60RF106 C60RF153 C60RF203 CDKN1A CLIC5 COL19A1 COL21A1 DAAM2 EEF1A1 FANCE FBX09 HS3ST5 KCNQ5 KLHL31 OGFRL1 POPDC3 RRAGD SLC39A7 SLC39A7 TRAF3IP2 FOXO3A
6 34663043 35542859 0.0008 0.006 3 11 27.3% ANKS1A C60RF106 FANCE
6 53038216 74288344 0.0000 0.001 7 45 15.6% COL19A1 COL21A1 EEF1A1 FBXO9 KCNQ5 KLHL31 OGFRL1
6 53038216 53628029 0.0031 0.013 2 5 40.0% FBX09 KLHL31
6 70633169 74288344 0.0001 0.003 4 16 25.0% COL19A1 EEF1A1 KCNQ5 OGFRL1
6 72055198 73965295 0.0020 0.010 2 4 50.0% KCNQ5 OGFRL1
6 105712476 109108661 0.0028 0.011 3 17 17.6% C60RF203 POPDC3 FOXO3A
6 111984350 114490735 0.0095 0.024 2 9 22.2% HS3ST5 TRAF3IP2
6 g23-925 131508154 158852848 0.0011 0.007 8 126 6.3%| 27344694 AKAP7 C60RF192 LTV1 MTRF1L PDE7B PERP RBM16 TULP4
6 153350190 158852848 0.0032 0.013 3 18 16.7% MTRF1L RBM16 TULP4
6 153350190 155623710 0.0044 0.016 2 6 33.3% 1.3E+08| 73.6 1.7E+08 MTRF1L RBM16
7 p15 26673215 27191355 0.0139 0.032 2 11 18.2% 518140 HOXA11 SKAP2
7 936 156624425 158431231 0.0044 0.016 2 6 33.3% 1806806 2.3E+06 1.5 1.6E+08|UBE3C WDR60
8 ql12 59628282 59734940 0.0005 0.004 2 2 100.0% 106658 NSMAF SDCBP
8 q21-922 87455386 102034745 0.0177 0.037 4 61 6.6%| 14579359 MTDH TMEMS55A WWP1 YWHAZ
8 87455386 92122226 0.0248 0.046 2 15 13.3% 1.5E+07 10.0 1.5E+08 TMEMS55A WWP1
9 p21-g22 37640997 37878596 0.0031 0.013 2 5 40.0% 237599 FRMPD1 MCART1
9 ¢g31 110817244 111300407 0.0020 0.010 2 4 50.0% 483163 7.2E+05 0.5 1.4E+08|C9ORF5 PTPN3
10 g22 74927302 79068359 0.0072 0.021 3 24 12.5% 4141057 CAMK2G KCNMA1 USP54
10 74927302 75304349 0.0095 0.024 2 9 22.2% CAMK2G USP54
10 g23 95743736 97040771 0.0116 0.028 2 10 20.0% 1297035 5.4E+06 4.0 1.4E+08|PDLIM1 PLCE1
11 p15 8671478 9069731 0.0059 0.019 2 7 28.6% 398253 SCUBE2 STS
11 g11 62015775 62106622 0.0005 0.004 2 2 100.0% 90847 AHNAK EEF1G
11 g23 116661627 117528747 0.0095 0.024 2 9 22.2% 867120 1.4E+06 1.0 1.3E+08|BACE1 SCN4B
12 q15 68150453 70264781 0.0164 0.035 2 12 16.7% 2114328 FRS2 LGR5
12 g23 105692579 107775480 0.0248 0.046 2 15 13.3% 2082901 4.2E+06 3.2 1.3E+08(RIC8B SSH1
13 q12 20251014 20533686 0.0005 0.004 2 2 100.0% 282672 LATS2 XPO4
13 g21 72530931 75078070 0.0031 0.013 2 5 40.0% 2547139 2.8E+06 2.5 1.1E+08|KLF5 UCHL3
14 g31 92239910 93493520 0.0218 0.042 2 14 14.3% 1253610 1.3E+06 1.2 1.1E+08|ASB2 LGMN
15 gq11 29406375 30814158 0.0044 0.016 2 6 33.3% 1407783 GREM1 KLF13
15 g23 66286386 70350610 0.0072 0.021 3 24 12.5% 4064224 CLN6 GLCE PARP6
15 g23 66286386 67351592 0.0095 0.024 2 9 22.2% 5.5E+06 5.5 1.0E+08|CLN6 GLCE
16 q12 52874713 57105023 0.0031 0.013 5 60 8.3% 4230310 CIAPIN1 IRX3 MT1H MTI1L NDRG4
16 q12 55216888 55262538 0.0076 0.022 2 8 25.0% 4.2E+06 4.8 8.9E+07 MT1H MT1L
17 p13 853508 1478930 0.0000 0.001 4 7 57.1% 625422 ABR CRK MYO1C CLC43A2
17 q12 35502567 35773593 0.0059 0.019 2 7 28.6% 271026 GJC1 NR1D1
17 q12 37381983 37794039 0.0139 0.032 2 11 18.2% 412056 DNAIC7 STAT3
17 g21 43975020 44377153 0.0218 0.042 2 14 14.3% 402133 1.7E+06 2.2 7.9E+07|HOXB2 SNF8
18 q22-g23 66107243 72973762 0.0279 0.049 2 16 12.5% 6866519 6.9E+06 8.5 8.0E+07|MBP SOCS6
X 63321722 63367212 0.0005 0.004 2 2 100.0% 45490 4.5E+04 0.03 1.5E+08|ASB13 FAM123B




