Table 2

qRT-PCR cutcomes and descriptive statistics for genes found to be significantly altered by BPA or EE2 exposure. Sample sizes for each group are in parentheses.

Gene Symbol Comparisan (n) Relative Abundance U p-value
Preselected genes of inferest
Esr2 4 25 BPA (7) to & Veh (6) 2.38 3 =0.01
% 250 BPA (6) to ¢ Veh (7) 167 6 0.04
oxtr 3 Veh (7) te & Veh (6) 0.70 8 0.08
& 25 BPA (7) to & Veh (6) 1.95 2 < 0.01
4 250 BPA (7) te & Veh (6) 137 6 0.04
¢ 2.5 BPA (B) to ¢ Veh (7) 137 8 0.04
¢ 25 BPA (B) to ¢ Veh (7) 1.90 4 <0.01
% 250 BPA (6) to ¢ Veh (7) 197 5 0.02
¢ 25000 BPA (6) to § Veh (7) 158 4 <0.01
$ 0.5 EE2 (5) to § Veh (7) 2.01 0 <0.01
Avprla 4 2.5 BPA (4) to & Veh (6) 0.75 2 0.04
4 25 BPA (7) to & Veh (6) 2.27 0 =0.01
4 250 BPA (7) te & Veh (6) 156 4 =0.01
4 0.5 EE2 (7) te & Veh (6) 141 6 0.04
Ar 4 25 BPA (7) to & Veh (6) 243 3 =0.01
% 250 BPA (6) to ¢ Veh (7) 1.84 6 0.04
Gadd4sb % 0.5 EE2 to (5) § Veh (7) 177 5 0.05
Genes selected from RNAseq analysis
Camh4 2 veh (5) te & Veh (5) 0.54 0 <0.01
& 25 BPA (7) to & Veh (5) 175 3 <0.01
2 2.5 BPA (6) to 2 Veh (5) 2.54 0 =0.01
2 25 BPA (6) to 2 Veh (5) 2.02 0 =0.01
2 250 BPA (6) to ¥ Veh (5) 2.24 0 =0.01
2 2500 BPA (6) to § Veh (5) 168 5 0.08
¢ 25000 BPA (6) to § Veh (5) 2.48 0 <0.01
¢ 00.5 EE2 (8) to ¢ Veh (5) 183 0 <0.01
$ 0.5 EE2 (5) to § Veh (5) 252 0 <0.01
Grm5 & 25 BPA (7) to & Veh (6) 154 4 <0.01
2 25 BPA (6) to 3 Veh (4) 162 3 0.07
2 250 BPA (6) to ¥ Veh (4) 139 0 =0.01
2 2500 BPA (5) to § Veh (4) 171 0 0.02
2 25000 BPA (6) to ¢ Veh (4) 2.01 2 0.04
2 0.05 EE2 (6) to 2 Veh (4) 146 1 0.02
2 0.5 EE2 (3) te § Veh (4) 2.14 0 0.06
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