Table S4. Genes sex-differentially expressed at P20

Probe set* Gene' g-value* Sex bias Fold difference
1633299_at Iz 0.0217 F 142.34
1623776_s_at dsx 0.0217 F 28.31
1638037_a_at dpr17 0.0217 F 17.79
1639734 _at CG4017 0.0217 M 13.41
1632742_at eyg 0.0217 F 13.99
1632977_at Poxn 0.0217 M 18.96
1634648 _at Cpr47Ec 0.0217 M 6.63
1639838_at CG8483 0.0217 M 7.84
1623284 _at CG10251 0.0217 M 12.13
1633291_at dy 0.0239 F 7.73
1631783_at CG4267 0.0239 F 15.80
1636393_at CG15005 0.0239 M 6.51
1635524 _at CG30427 0.0239 M 8.94
1629326_s_at eg 0.0239 F 29.13
1640030_at CG4168 0.0239 M 7.30
1633530_at HGTX 0.0239 M 5.35
1637311_at pburs 0.0239 M 8.71
1640844 _s_at Six4 0.0239 M 4.10
1627734 _at nau 0.0257 F 7.27
1638869_at Cpr51A 0.0239 M 3.18
1633426_at Cpr78Cb 0.0239 M 6.68
1635686_at CG14110 0.0239 M 10.49
1627499 _at CG2016 0.0262 F 493
1622994 _at - 0.0241 M 9.58
1625321_a_at CG7549 0.0262 F 2.68
1632431_s_at Ance 0.0243 M 4.54
1636759_at CG8303 0.0257 M 5.70
1633383_at toe 0.0262 F 14.15
1629314_at CG12997 0.0262 M 6.27
1630635_s_at CG7720 0.0262 M 2.36
1641263_at CG31816 0.0262 F 7.91
1622975_at CG13477 0.0262 M 8.89
1635768_at CG4670 0.0262 F 2.21
1633344 _at Cpr92F 0.0262 M 4.32
1637031_at gsb-n 0.0262 M 4.89
1640697_at - 0.0262 M 2.82
1624802_at CG31686 0.0262 F 5.49
1626235_at m 0.0262 M 4.76
1633879_a_at prd 0.0262 M 7.99
1640494 _at CG13272 0.0262 F 2.47
1623206_a_at eya 0.0262 M 3.61
1634113_at gk 0.0262 M 4.40
1627096_s_at Tkr 0.0262 F 14.49
1631774_at Cpr66Cb 0.0262 F 5.61
1639545_a_at Awh 0.0262 F 3.23
1632428 _at CG11345 0.0262 M 9.04
1639333_at al 0.0262 F 3.34
1631400_at Cpr66D 0.0262 M 10.98
1639042_at CG6414 0.0262 M 4.44
1633377_at CG40303 0.0262 M 6.44
1638896_at Cpr62Bc 0.0262 F 9.74
1641137_at Dr 0.0262 M 15.76
1623503_at sda 0.0262 M 3.59
1637438_at Wnt2 0.0262 M 2.87



1639473_at
1631128_s_at
1637658_at
1637813_at
1633285_at
1637211_at
1626388_at
1628256_at
1631372_a_at
1627967_a_at
1632860_at
1623983_at
1631262_at
1636772_s_at
1623466_at
1622974 _at
1636364_a_at
1637635_at
1629240_at
1632591_at
1636558_a_at
1639776_s_at
1630038_at
1634644_at
1625341_at
1636035_at
1638596_at
1633217_at
1627881_at
1641068_a_at
1624438_at
1631222_at
1626874_at
1624374 _at
1638277_at
1633031_at
1640129_at
1629128_at
1629166_at
1637562_at
1641282_at
1625123_at
1639466_s_at
1636915_at
1636172_at
1633212_s_at
1628993_at
1625388_at
1624942 _at
1625273_at
1624460_s_at
1636404_at
1631349_s_at
1635327_at
1634719_at
1624060_at
1636387_at

CG12541
CG9016
mthl3
abd-A
y
CG13045
Ctr1B
Mst77F
AP-2
mthl4
Cpré64Aa
CG9514
CG14866
CG32694
bab1
CG4000
CG17376
CG4766
Mst84Dc
Phk-3
abd-A
CG1499
pyd3
CG42523
FucTC
beat-lla
ac
cG3o0101
salm
spz
CG5017
pdm3
Eip63F-1
CG12481
CG11550
CG8299
slp1
CG8701
sick
TwdIT
mthl4
CG2962
cG3o0101
CG11380
CG12699
CG31226
beat-Ilb
CG4893
bab1
sC
CG31988
Mst35Bb
tabor transposon
CG31206
CG9920
bab2
CG10300

0.0262
0.0262
0.0262
0.0262
0.0262
0.0262
0.0262
0.0262
0.0262
0.0268
0.0262
0.0262
0.0262
0.0262
0.0268
0.0262
0.0262
0.0262
0.0262
0.0262
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
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2.41
4.99
3.22
3.75
3.76
3.71
5.41
14.81
8.48
2.93
5.93
8.45
7.84
4.45
4.40
3.27
15.74
2.51
25.02
4.09
3.27
3.08
2.50
7.15
5.55
3.17
2.81
3.54
3.23
3.67
3.91
2.21
17.03
5.90
2.47
3.32
3.87
3.41
3.02
5.78
3.82
3.01
5.00
2.66
7.28
19.43
2.07
2.58
3.00
2.52
2.69
3.02
4.42
4.01
6.36
2.45
2.88



1633827_at
1637639_at
1624932_at
1624175_at
1639559 _at
1625620_a_at
1624490_s_at
1639110_at
1631714_a_at
1641236_s_at
1626793_at
1629458_at
1628990_at
1637788_at
1636057_at
1625915_at
1635782_at
1627548_at
1626806_at
1634126_at
1637441_at
1633930_at
1639723_at
1629670_at
1630308_at
1638626_a_at
1627053_at
1640181_at
1624245_at
1640525_a_at
1637080_at
1634772_at
1636135_at
1632019_s_at
1624855_at
1628301_at
1630097_s_at
1625935_at
1624432_at
1639830_s_at
1635407_at
1634339_at
1631650_a_at
1629120_at
1636376_at
1624990_at
1627120_at
1631211_at
1624503_at
1635374_at
1624444 _at
1633776_s_at
1634526_a_at
1625609_at
1626059_at
1636835_at
1639741_at

CG14327
gsb
Obp49a
caup
CG6431
Sxl
hb
CG4484
SP71
CG5758
CG30427
cG9411
Hmgcr
CG31176
CG9572
CG4375
CG32694
CG12541
tra
CG31788
CG3982
CG1394
CG7443
CG17376
CG3726
os
slp2
CG13044
CG15239
CG15109
CG9129
CG1288
CG13931
CG9008
CG31988
CG32159
CG17834
Trim9
Spz3
CG8850
CG32772
CG32694
spirit
alpha-Man-I
CG14947
CG12063
robl62A
CG13245
CG4786
CG31728
Mst84Da
Mst35Ba
qua
CG32450
knrl
CG16700
HLHmM5

0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0268
0.0278
0.0268
0.0268
0.0268
0.0268
0.0268
0.0279
0.0268
0.0268
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5.51
3.18
4.41
3.17
6.03
3.18
3.09
4.98
3.19
2.51
4.76
4.16
1.83
2.55
2.03
2.25
3.64
2.35
1.75
4.14
3.48
2.24
2.42
10.10
2.72
4.79
3.45
4.61
2.74
2.11
1.90
3.17
2.23
2.66
3.93
5.25
1.94
2.41
1.62
2.05
1.51
4.33
1.80
2.33
2.04
2.77
3.72
2.07
2.44
2.21
5.97
3.64
4.08
4.00
2.26
2.49
3.61



1637128_a_at
1631027_at
1632993_at
1636407_at
1629346_at
1624746_at
1635886_s_at
1630663_a_at
1623004_a_at
1636879_at
1641527_at
1638512_at
1624724 _at
1639074_at
1641423_at
1625606_at
1628067_s_at
1628878_at
1635389_s_at
1633305_at
1641476_a_at
1623707_a_at
1629097_at
1625625_at
1624562_s_at
1634880_s_at
1635163_at
1639425_at
1636473_at
1624456_at
1629263_at
1624819_s_at
1641074_s_at
1631816_at
1622919_at
1637225_at
1627093_at
1628334_at
1623395_at
1632353_at
1640057_at
1629893_s_at
1633977_at
1632781_s_at
1635194_at
1632422_s_at
1626031_at
1635124_at
1632082_at
1640034_at
1635092_at
1638494_at
1632254 _a_at
1628450_at
1638428_at
1640487_at
1624069_at

CG33340
ara
CG6372
gol
CG1443
betaTub85D
blood transposon
CG15219
CG18449
CG14356
CG4576
Sb
b6
CG33275
CG6739
Ocho
dyl
al
Idgf4
Obp99a
Timp
CG32192
kni
ImpE1
Mst33A
CG12902
CG5731
CG18662
CG12861
CG17154
CG13699
gypsy transposon
Myo31DF
Akh
TwdlV
bnl
CG9284
m4
CG7884
CG9192
transposon
CG42735
Abd-B
CG13869
CG12901
CG12539
ase
Ndg
CG13110
CG33557
CG3124
CG30270
Nplp1
TART-element transposon
CG12689
CG7296

0.0268
0.0268
0.0268
0.0268
0.0268
0.0269
0.0284
0.0278
0.0279
0.0279
0.0279
0.0279
0.0279
0.0279
0.0279
0.0279
0.0279
0.0295
0.0279
0.0279
0.0279
0.0279
0.0295
0.0295
0.0279
0.0279
0.0279
0.0279
0.0279
0.0280
0.0284
0.0298
0.0284
0.0284
0.0284
0.0284
0.0284
0.0284
0.0284
0.0284
0.0302
0.0302
0.0302
0.0287
0.0287
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0319
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3.81
4.22
4.92
1.95
2.19
3.43
2.02
4.69
3.56
3.30
1.89
1.74
3.03
1.89
2.44
2.07
3.99
3.55
2.16
9.71
2.26
2.71
2.47
2.70
2.20
5.04
1.82
7.52
3.54
1.98
1.95
3.26
1.87
3.65
2.41
2.05
10.75
3.08
2.62
1.48
3.08
1.94
2.29
1.73
3.46
1.97
2.11
2.50
2.27
2.57
4.92
2.94
5.69
2.04
10.70
3.48
1.74



1638458_at
1623601_at
1639413_at
1626854_at
1639431_at
1629776_a_at
1639535_at
1630670_at
1624517_at
1635267_s_at
1623539_at
1626133_s_at
1637851_at
1629812_at
1640348_at
1637037_at
1623558_at
1637867_at
1625207_at
1625454 _at
1626048_at
1639732_s_at
1635411_at
1624916_a_at
1636668_at
1627432_at
1624556_s_at
1629116_at
1629780_at
1624989 _s_at
1638582_at
1628584_at
1633704_at
1637600_at
1639483_s_at
1641512_at
1641259_at
1636905_at
1633429_at
1628348_at
1633068_at
1627719_at
1635007_at
1623634_at
1634842_a_at
1630102_at
1633264_at
1628779_a_at
1623624_at
1640759_at
1640837_a_at
1632294 _at
1631252_a_at
1640950_at
1628414_at
1639372_s_at
1632367_at

ImpE1
Amyrel
ocn
CG32148
synaptogyrin
CG6643
pgant2
CG1368
Ect3
Tsp66E
CG30039
transposon
CG7422
CG14915
CG5050
ade3
Cpr49Ae
mid
CG32636
Gbetas
HLHmgamma
salr
CG32652
CG33293
C€G9972
CG6041
bol
CG14545
CG13471
Eflalpha100E
CG5321
Cyp305aT
CG7045
CG14926
Nep1
CG15473
Chit
lea
mof
CG32081
loopin-1
gol
Sulf1
CG6527
CG11160
CG12617
CG13024
svp
CG14869
CG31709
ImpL1
sens
[a%]
CG15739
CG4955
CG17567
Mst35Ba

0.0319
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0295
0.0324
0.0295
0.0298
0.0327
0.0327
0.0298
0.0298
0.0298
0.0298
0.0298
0.0331
0.0298
0.0298
0.0298
0.0298
0.0298
0.0298
0.0298
0.0302
0.0302
0.0305
0.0356
0.0356
0.0309
0.0309
0.0309
0.0309
0.0309
0.0365
0.0309
0.0310
0.0310
0.0310
0.0310
0.0319
0.0319
0.0377
0.0320
0.0378
0.0321
0.0321
0.0321
0.0321
0.0321
0.0387
0.0321
0.0321
0.0321
0.0321
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2.05
2.02
15.13
1.81
2.35
1.85
1.56
1.84
2.36
1.34
6.81
2.07
1.81
3.01
2.27
1.66
2.46
1.55
2.91
2.16
2.08
2.03
2.70
2.35
1.74
1.78
2.02
2.35
1.97
1.56
2.10
1.80
3.08
6.48
2.15
2.48
2.97
1.95
1.59
2.38
1.63
1.80
1.51
2.07
1.71
2.76
2.71
2.80
1.68
2.71
1.73
2.42
1.66
1.84
2.27
4.72
2.33



1623980_at
1626536_at
1623096_a_at
1638296_at
1637805_at
1635086_at
1628412_at
1634063_a_at
1636646_at
1631436_at
1635896_at
1632533_at
1630171_at
1625687_at
1639515_at
1623517_at
1634372_at
1630819_at
1633795_a_at
1625293_at
1624286_at
1633262_s_at
1626984_at
1640607_at
1635139_at
1627985_a_at
1635366_at
1629242 x_at
1638195_at
1641132_at
1631631_at
1623083_at
1627679_at
1632189_at
1641143_s_at
1641366_at
1630512_at
1631112_at
1625279_a_at
1626241_at
1632430_at
1639479_a_at
1624711_at
1640126_at
1627511_at
1630883_at
1626011_at
1623465_at
1639827_at
1635835_at
1624982_s_at
1625245_at
1624408_at
1638870_at
1641413_s_at
1635270_at
1633607_at

CG15905
CG6776
Tsp68C

CG32064

pdm3
CG4666
Ac78C
stumps
sna
Mst98Cb
Timp
Cpr97Ea
kon
CG7367
CG4962
Ddr
CG7046
CG17124
CG14397
janB
Lim1
Gld
org-1

CG13340

CG31870
CG5614

TART-element transposon

beltless
CG30497
Cpr47Ee
CG1698
CG12470
CG3587
ts/
elF4E-3
CG8316
Epac
tup
Cyt-c-d
Tsf1
kn
CG31740
CG8249
chrb
CG33978
CG17834
CG6138
CG3581
CG30374
CG5080
CG3759
NetA
CG1958
CG3074
CG33958
CG2444

0.0392
0.0324
0.0324
0.0324
0.0324
0.0324
0.0324
0.0324
0.0324
0.0327
0.0409
0.0327
0.0327
0.0327
0.0327
0.0327
0.0416
0.0331
0.0420
0.0421
0.0336
0.0422
0.0422
0.0425
0.0338
0.0338
0.0338
0.0338
0.0338
0.0428
0.0428
0.0340
0.0340
0.0434
0.0434
0.0346
0.0346
0.0356
0.0356
0.0357
0.0357
0.0357
0.0357
0.0357
0.0453
0.0357
0.0357
0.0357
0.0357
0.0453
0.0453
0.0458
0.0365
0.0366
0.0366
0.0465
0.0366

ET1EELEE1Tmm LML EEmmEEnmmE L mmamEamm LK<

1.83
2.03
2.27
2.93
2.54
2.35
6.64
1.71
1.88
2.04
1.38
2.21
1.71
1.67
1.49
2.51
1.65
2.50
1.57
2.68
3.07
1.78
2.32
1.66
3.71
5.45
2.04
4.80
1.82
2.14
2.00
1.81
2.09
1.54
1.49
2.15
1.69
2.69
1.80
1.59
1.62
2.41
4.92
1.94
1.35
1.56
1.56
1.63
1.54
2.25
1.55
1.77
1.93
1.80
1.73
1.66
2.14



1625641_s_at
1630014_at
1641418_at
1635900_at
1640509_s_at
1630784_a_at
1630120_s_at
1638899_s_at
1629944 _at
1635424 _s_at
1629227_at
1631498_a_at
1632966_at
1640799_at
1625562_at
1629693_at
1630142_at
1630064_at
1639229 _at
1641727_at
1630969_s_at
1631125_at
1628383_at
1626910_at
1629011_at
1626846_s_at
1639152_at
1637812_at
1631394_at
1635987_at
1638262_at
1625947_at
1629966_at
1627342_at
1624850_at
1623372_at
1627875_at
1639779_at
1628307_at
1624403_at
1638603_at
1634261_at
1632680_at
1630577_at
1640327_at
1640160_a_at
1633080_at
1633574_at
1634667_at
1624839_at
1639218_s_at
1629303_at
1635840_s_at
1623569_at
1641535_at
1629914_at
1626572_at

CG9650
Nox
CG2955
Thor
lama
CG9990
CG15312
CG12814
CG32063
baz
fru
CcG8213
dsx
CG34168
CG15080
sog
CG5639
vkg
CG17470
CG12206
CG15737
CG3330
CG15282
TwdIN
CG5973
Ptp52F
CG30430
CG31324
cGi12116
CG17819
Glaz
E(spl)
CG15251
CG3556
CG5873
CG12814
CG17376
CG32388
CG13071
CG31909
Cyp312al
Pgant35A
CG17378
CG6023
CG31948
CG14835
CG31820
CG11099
h
CG15530
CG32832
ms|-2
CG14906
CG9555
CG34281
CG10822

0.0465
0.0465
0.0367
0.0367
0.0367
0.0367
0.0474
0.0474
0.0372
0.0377
0.0377
0.0477
0.0378
0.0378
0.0378
0.0489
0.0489
0.0381
0.0489
0.0381
0.0489
0.0381
0.0381
0.0382
0.0384
0.0387
0.0387
0.0387
0.0387
0.0512
0.0392
0.0394
0.0396
0.0396
0.0396
0.0398
0.0409
0.0416
0.0420
0.0420
0.0420
0.0420
0.0421
0.0422
0.0422
0.0422
0.0423
0.0425
0.0425
0.0425
0.0425
0.0427
0.0427
0.0429
0.0430
0.0430
0.0434
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2.31
1.95
1.48
1.81
1.57
1.49
3.46
1.52
1.71
5.44
1.40
2.37
1.89
1.79
2.05
1.79
1.84
2.14
1.96
2.41
1.70
1.45
1.99
5.46
1.99
1.59
2.31
3.92
2.25
3.28
2.32
1.41
1.94
1.59
1.61
1.39
1.81
3.29
2.13
1.59
2.00
1.83
1.48
1.40
2.03
1.94
1.89
4.43
2.39
1.44
1.56
4.01
1.97
1.63
1.74
1.57
1.65



1633524_a_at
1630255_at
1623770_at
1639539_at
1638810_at
1634597_a_at
1626470_at
1633869_at
1624525_at
1634777_at
1630075_s_at
1629206_at
1637078_a_at
1637495_at
1623935_at
1631725_at
1631991_at
1637306_at
1631157_at
1636988_at
1624202_a_at
1623978_at
1631300_at
1629233_s_at
1639575_at
1628874_at
1624433_at
1624412_at
1637228_at
1634166_at
1627235_at
1627445_s_at
1623813_at
1636998_at
1634198_at
1626457_s_at
1633000_a_at
1626594 _s_at
1632706_at

CalpA
CG31676
CG1673
Cyp4el
Faa
CG33970
CG10440
Dfd
CG12998
CG13297
sep4
Poxm
CG18735
sxe2
CG4691
CG5089
CG31720
CG7365
CG8476
cGz127
CG10862
Cyp18al
CG16708
CG18446
CG15200
CG10589
ap
CG10663
lea
CcG17207
en
CG33307
sca
beltless
CG31163
CadN
svp
CG13054

0.0434
0.0437
0.0439
0.0441
0.0442
0.0453
0.0453
0.0453
0.0454
0.0458
0.0458
0.0458
0.0460
0.0465
0.0465
0.0470
0.0470
0.0470
0.0474
0.0474
0.0474
0.0474
0.0474
0.0474
0.0474
0.0474
0.0474
0.0474
0.0477
0.0479
0.0479
0.0479
0.0480
0.0480
0.0489
0.0490
0.0492
0.0495
0.0499

ETLTELLELELELZLELELE2LEELL<ELEKEL<EEKEELK<EELLEEELELEELEELEELELEELEELEEEREERE«KR

<

1.32
1.65
2.53
1.82
2.05
1.27
1.67
1.85
3.40
1.48
1.78
1.37
1.62
1.67
1.84
1.63
1.84
1.93
1.64
2.81
1.65
1.73
1.83
1.28
1.55
2.02
1.50
2.00
1.43
1.53
1.52
1.54
2.40
2.12
1.86
1.57
1.35
2.17
2.31

*Affymetrix probe set ID.
*Annotated gene corresponding to probe set [if blank (-), the probe set maps to an unannotated region of the genome].
*The lowest FDR threshold at which the probe set is called significant by SAM.




