Supplemental Tables and Figures

Supplementary Table S1. Log2(fold change) (FC) and False Discovery Rat x 10-adjusted P-value (FDR) of genes in the
prefrontal cortex that presented at least one significant (FDR P-value < 0.05, and a 11og2(fold change)| > 1.2) effect for the
main effects and interactions (x) between morphine (M), maternal immune activation (A), and sex (S).

AxM A M AXS MxS S
Symbol FC  FDR FC FDR FC FDR FC FDR FC FDR FC  FDR
ADGRE1 7.7 1 x 1010 2.9 1x10%8
ADGRG3 -1.8  2x103
AMBN 1.8 1 x 1010
AQP1 1.2 1x103
ARG1 -1.6 1x10%0 22 7x105 25 1 x 1010
ATF3 1.3 1x101
B2M 1.2 1x1010
BATF2 2.3 1x101
BCL2L14 1.9 1x101
BST2 1.6 1x107°
BTNL9 1.2 1x101
C1H150rf48 15 1x103
2 25 1x107°
C4BPA-2 3.6 1x101 31 1% 1070 24 1x 103
c7 14  1x1010
CCL2 2.1 1x10% 14 1x107 1.6 2x103
CCL4 1.7 1x101 14 1x101
CCL5 2.9 1x107°
CCL8 1.3 1x101
CCR1 1.9 1 x 1010
CCR2 2.1 1x1010
CD163 3.0 1x101 2.1 1 x 1010
CD2 32 1x101
CD274 14 1 x 1010
CD300LF 1.3 1 x 1010
CD3E 2.5 1 x 1010
CD3G 3.0 1x 1070
CD48 1.7 1 x 1010
CD52 25 1 x 1010 22 3x10°
CD5L 1.2 1 x 1010 23 5 x 10
CD6 1.9 1 x 1010
CD74 26 1 x 1010 -1.6 1 x 1010
CHI3L1 1.7 7 x10°
CRABP1 -15 1 x 1010
CRABP2 19  1x100 24 1x100  -1.9 1x 1010 1.3 5 x 102
CSF2RB 1.6 4 %106
CSF3R -1.8  1x1070 -1.2 1x 1010 17  1x102 24 3 %107

CTSS 1.4 1 %1010
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THBS1

TIMP1 -1.3 1= 1010 1.2 7x10% 1.5 1 %1010
TMEM156 1.2 1 %1010

TNMD 14 1x101°  -1.3 1 x1010 -1.6 1 x1010 -1.4 2 x107?
TTR 2.1 2x10°
UBA7 1.3 1 %101

UBD 4.1 1 x1010 1.7 1x10?

UNC93B1 1.4 1= 1010

USP18 2.0 1 =101

XAF1 1.7 1 x1010

ZBP1 2.1 1 x 1010

Supplemental Table S2. Log2(fold change) of pairwise contrasts between treatment groups for genes in the cell adhesion
molecules pathway.

Gene MC vs SC! MP vs MP MCvsSP  MPvsSC SPvsSC  MP vs SP
CD2 -0.01 2.29 421 2.29 4.21 -1.92
CD22 0.49 0.29 -0.85 0.77 1.34 -0.56
CD274 0.24 0.54 -1.92 0.78 217 -1.39
CD4 0.03 -0.33 0.09 -0.30 -0.06 -0.23
CD40 -0.24 0.52 -1.07 0.28 0.83 -0.55
CDé6 -0.39 1.42 -2.84 1.02 2.44 -1.42
CD80 0.38 -0.01 0.09 0.38 0.29 0.09
CDSA 0.10 0.35 -0.69 0.45 0.79 -0.34
CDH1 -1.86 0.16 -0.53 -1.70 -1.32 -0.38
CDH2 0.36 -0.14 0.02 0.22 0.34 -0.12
CLDNG6 -1 0.33 -0.50 -0.67 -0.50 -0.17
CNTN1 0.33 -0.12 0.18 0.21 0.14 0.06
F11IR 0.19 0.08 -0.15 0.27 0.34 -0.07
ICAM1 -0.26 0.47 -1.15 0.21 0.88 -0.67
ICAM2 -0.41 0.49 -1.14 0.07 0.73 -0.65
ICAM3 -0.49 0.34 -0.71 -0.15 0.22 -0.38
ITGA4 0.48 0.31 -1.09 0.79 1.57 -0.78
ITGA6 0.19 -0.21 0.13 -0.02 0.06 -0.08
ITGAS8 0.34 -0.19 0.07 0.15 0.27 -0.11
ITGAL 0.01 0.20 -0.46 0.22 0.47 -0.26
ITGAM -0.04 0.39 -0.42 0.35 0.38 -0.03
ITGB2 0.07 0.20 -0.61 0.27 0.68 -0.41
ITGB7 -0.14 1.41 -2.58 1.28 245 -1.17
ITGBS8 0.55 -0.17 0.35 0.38 0.20 0.18
L1CAM 0.13 -0.07 -0.04 0.06 0.18 -0.12
MADCAM1 -0.44 0.57 -0.80 0.12 0.36 -0.23
NCAM2 0.35 -0.11 0.10 0.23 0.25 -0.01
NEGR1 0.29 -0.12 -0.01 0.17 0.29 -0.12
NFASC 0.49 -0.16 0.36 0.33 0.13 0.21
NLGN1 0.24 -0.11 0.10 0.13 0.14 -0.01
NRCAM 0.29 -0.14 0.12 0.15 0.17 -0.02
NRXN3 0.20 -0.08 -0.02 0.12 0.22 -0.10
NTNG1 0.17 -0.06 -0.15 0.11 0.31 -0.21

PTPRC 0.24 0.91 -1.93 1.15 217 -1.02



SDC1 -0.28 -0.01 -0.33 -0.28 0.06 -0.33

SELE -0.84 2.26 .50 1.43 3.67 -2.24
SELL 0.05 0.17 -2.07 0.22 2.12 -1.90
SELP -0.40 1.02 -1.48 0.62 1.08 -0.46
SELPLG -0.04 0.27 -0.29 0.23 0.25 -0.02
SIGLEC1 -0.19 1.25 -2.45 1.05 2.26 -1.21
SPN -0.29 1.02 -1.79 0.73 1.50 -0.77
TIGIT -0.01 0.19 -0.67 0.18 0.66 -0.48
VCAN 0.44 -0.12 0.17 0.33 0.27 0.06

IMC = morphin x 10-treated Control group, SC = salin x 10-treated Control group, MP = morphin x 10-treated MIA-exposed
group, SP =salin x 10-treated MIA-exposed group.

Supplemental Table S3. Log2(fold change) of pairwise contrasts between treatment groups for genes in the long-term
depression pathway.

Gene MC vs SC! MP vs MP MC vs SP MP vs SC SP vs SC MP vs SP

BRAF 0.29 -0.08 0.11 0.21 0.19 0.02
CACNAIA 0.26 -0.06 0.06 0.20 0.20 -0.01
GNA13 0.21 -0.05 0.05 0.16 0.16 -0.01
GNAI1 0.28 -0.12 0.06 0.16 0.22 -0.05
GNAQ 0.42 -0.13 0.08 0.29 0.34 -0.05
GRIA1 0.15 -0.07 0.02 0.08 0.13 -0.05
GRIA2 0.46 -0.15 0.07 0.31 0.39 -0.08
GRIA3 0.14 -0.04 -0.01 0.10 0.15 -0.05
GRID2 0.30 -0.12 0.27 0.18 0.03 0.15
GRM1 0.45 -0.11 -0.06 0.33 0.51 -0.17
GUCY1A2 0.53 -0.22 0.14 0.31 0.39 -0.08
IGF1IR 0.30 -0.03 0.05 0.27 0.25 0.02
ITPR1 0.26 -0.04 -0.01 0.22 0.27 -0.05
ITPR2 0.07 0.01 0.14 0.07 -0.07 0.14
ITPR3 0.19 -0.06 0.28 0.13 -0.08 0.22
KRAS 0.46 -0.19 0.11 0.27 0.35 -0.08
LYN 0.10 -0.03 -0.05 0.07 0.15 -0.08
MAP2K1 -0.06 0.05 -0.13 -0.02 0.06 -0.08
MAPK1 0.10 -0.05 -0.03 0.05 0.13 -0.08
PLA2G4A 0.05 0.10 -0.36 0.15 0.41 -0.26
PLA2G4B 0.16 0.07 0.07 0.23 0.10 0.13
PLA2G4E 0.21 -0.12 -0.02 0.08 0.22 -0.14
PLCB1 0.19 -0.07 0.02 0.12 0.17 -0.05
PLCB2 0.15 0.03 -0.20 0.17 0.34 -0.17
PPP1R17 0.08 -0.14 0.02 -0.06 0.06 -0.12
PRKCB 0.09 -0.06 -0.02 0.03 0.11 -0.08
PRKG1 0.30 -0.12 0.16 0.18 0.14 0.05
PRKG2 0.35 -0.01 0.32 0.33 0.02 0.31
RYR1 0.52 0.36 -0.04 0.87 0.56 0.32

IMC = morphin x 10-treated Control group, SC = salin x 10-treated Control group, MP = morphin x 10-treated MIA-exposed
group, SP = salin x 10-treated MIA-exposed group.
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Supplemental Figure S1. Complete gene networks for the cellular adhesion molecules pathway. Nodes = genes; edges =
STRING database connections; node color = differential expression between groups characterized by opioid (M=morphine
or S=saline) followed by MIA exposure (C=control or P=viral MIA) from red (under-expressed in first vs second group, to
yellow, and green (over-expressed in first versus second group. Networks: MC vs SC = morphin x 10-treated Control vs
salin x 10-treated Control; MP vs MC = morphin x 10-treated MIA vs morphin x 10-treated Control; MC vs SP = morphin x
10-treated Control vs salin x 10-treated MIA; MP vs SC = morphin x 10-treated MIA vs salin x 10-treated Control; SP vs SC =
salin x 10-treated MIA vs salin x 10-treated Control; and MP vs SP = morphin x 10-treated MIA vs salin x 10-treated MIA.
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Supplemental Figure S2. Complete gene networks for the long-term depression pathway. Nodes = genes; edges = STRING
database connections; node color = differential expression between groups characterized by opioid (M=morphine or
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S=saline) followed by MIA exposure (C=control or P=viral MIA) from red (under-expressed in first vs second group, to
yellow, and green (over-expressed in first versus second group. Networks: MC vs SC = morphin x 10-treated Control vs
salin x 10-treated Control; MP vs MC = morphin x 10-treated MIA vs morphin x 10-treated Control; MC vs SP = morphin x
10-treated Control vs salin x 10-treated MIA; MP vs SC = morphin x 10-treated MIA vs salin x 10-treated Control; SP vs SC =
salin x 10-treated MIA vs salin x 10-treated Control; and MP vs SP = morphin x 10-treated MIA vs salin x 10-treated MIA.
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