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Supplemental Table 1: Baseline Sex Differences and Post TP FPKM log, Expression Values

Gene XX XY XX+TP XY+TP Gene XX XY XX+TP XY+TP
Baseline Baseline Baseline Baseline
2700007P21Rik 4.34  5.79 657  482¥  Gsgll 0.44 -1.03  -1.85 -1.42¥
1700008F21Rik -3.60 050  -0.38  -2.82 Histlhic 411 623 861 842¥
AC103359.1 -nf  -0.83 071 -155¥  Hix 1.90 315 307 172§
Abcca 223 414 330 206§ Hrk -1.84 043  -002 -1.65
Adm 432 538 548  4.45¥  Hsdl7bl -1.40  1.36 232 -1.07¥
Adm2 -1.44  3.29 235 213§ lléra 298 053 -1.76 -2.94
Adora2a -1.83 044 -082 249§ Jagl 359 474 496  3.83¥
Afap1l2 1.75 3.40 4.25 2.96¥  Kdmsd -Inf 2.95 -Inf 3.30
Agap2 4.34 3.43 2.92 3.82¥ Kif4 2.09 4.00 4.21 2.13¥%
Agt 3.40 2.08 3.86 3.07 Lars 4.80 5.91 6.42 511¥%
Al464131 336 232 303 266 Ldhb 768  6.96 6.98  7.02
Anxaé 3.97 4.93 4.04 461 Lhfpl2 1.80 3.92 4.12 3.13 ¥
ApoE 930 8.8 952 989§ Meid 363 -103 021 -2.48%¥
Atfa 706  8.02 8.60 742y Mmd2 490 345 454 4668
Alf5 488 802 711 386§ Mmp28 252 122 023 -278%
Atp2a3 343 -0.19 045 -301y  Mthfd2 519  6.36 6.90 5.40¥
Atp2b4 201 036 074 1.23 Myhs 108 -3.02 208 -216
Barhi2 047 127 001 117 Nars 6.29  7.42 7.66  6.42¥
Bdnf 1927 041 119 .og7y Ndg2 480  3.46 455  493¥%
Cadps 019 226 119 100 Nr2f2 012 -3.28 -372 -3.89¥
Car3 680 565 569 642 Nuprl 199  6.16 6.70  2.43¥
0dz4 -1.84 154 029 -1.19
Cd24a 565  6.57 6.40  6.00
od36 249 052 139 071 Pck2 389 540 6.49  4.01¥
Plekhbl 505  4.14 440 467
Cebpg 378 526 580  421¥ o 505 637 710 534y
Chacl 222 457 609 339¥ oo 468 337 268 378
Col28al 017 193 161 123¥  proaan 262 368 390  264¥
Cox6a2 161  6.07 670  119¥§ g 675  7.93 896 7.32Y
Creb3l1 140 267 151 0168  gegp 512 361 460 407
Cth 194 48 541 213¥  gemasa 103 286 -321 -L72¥
Cxadr 392 493 454 424 gegnp 529 631 646 5.16¥§
Cxcr4 231 38 369 1738  gcieals -1.87 002 007 -231¥§
C)éb5rl 328  7.03 6.17  3.30 . Slc3a2 6.24  7.80 811 6.08¥§
Ddr2 185 378 382 184¥§ gic7al 261 571 391 434
DIi3 3.43 2.09 318 3538  gc7all 261 371 391 2.27¥§
DIx2 -1.76 -0.07  -183 -0.61 Sic7a3 2.09 4.82 455 245
Eda 0.65 2.20 181 0468  sSnhgl2 5.12 6.87 6.95 5.25¥%
Eif4ebp1l 563  7.10 814  6.35¥  Sostdcl -161 080 012 211§
Eroll 369 540 529 351§ Sw2a 332 224 239 232
Fads3 1.28 2.63 247 134 Tgifl 301 420 438 317¥
Fam13b 252 372 317 2278 Thrsp 525  4.00 433 443
Fam129a 229 006  -1.37 -1.92 Thy1l 4.91 3.74 072 261¥
Fbin5 -1.96  0.62 132 -1.88¥ Tmem28 -1.08  1.27 039 -1.78%§
Fbin7 125 351 293 067§  Tnntl 345 173 212 219
Fofr3 566  4.69 506  5.40 Trib3 071 508 502 0.75
G(ilsl 4.96 6.01 6.05 5.39 ¥ Ube2ql1 2.37 3.82 3.97 3.10¥
Gbp2 0.36 2.76 1.78  0.40 Ubelyl -Inf -0.44 -Inf  -0.86
Gbp3 281  4.38 349 233§ Uspl8 231 018 210 -2518
Glece 279 4.09 427 311% Uy -Inf 3.18 -nf  3.54
Gpri7 412 252 380 3.74 Vegfa 460  3.93 6.59  4.48
Gpr37l1 -1.96 1.38 2.35 251 Wars -1.61 0.80 -0.12 -2.11 §
Gpx3 346 234 241 251 Xist 697 449 567 997

¥- Genes that were completely masculinized on a XX background
§- Genes that were completely feminized on a XY background

Supplemental Table 1. The log, FPKM values for the 103 genes that were differentially
expressed between XX and XY eNSCs (FDR =0.10) in addition to the log, FPKM values for
these select genes after being exposed to testosterone propionate.
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Supplemental Fig 1. qPCR validation of a select set of genes that were found to be differentially
expressed between XX and XY neural stem cells within the RNA-seq dataset. Gene expression
differences are represented as XY fold change from baseline XX expression.
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Supplemental Fig. 2: A) Down-regulated genes on an XX background in the presence of TP that

are enriched in pathways dealing with potassium channel signaling. B) Down-regulated genes on
an XY background that are enriched for pathways dealing with ERRBL1 internalization. C) Up-
regulated genes that are mutually shared between XX and XY in the presence of TP. The top three
most up-regulated pathways are involved with nucleosome organization, nucleosome assembly,

and chromatin assembly.
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Supplemental Fig 3: A) Representative images of total protein assessment using Simply Blue stain which was
used as the initial standardization for protein loading. Representative Western blots for XX and XX in TP
measuring both core histone abundance and acetylation of specific residues. B) The same as panel A, except
XY and XY in TP is being assayed. C) Representative image of total protein assessment using Simply Blue stain
which was used as the initial standardization for protein loading. Representative Western blots for XX
daughter cells post DMOS exposure and XX daughter cells post-TP exposure measuring both core histone
abundance and acetylation of specific residues. D) The same as panel C, except measuring XY daughter cells
post DMSO exposure and XY daughter cells post-TP exposure.



