G0:0071352

(cellular response to interleukin-2)

Study SD Log Odds Ratio [95% CI]
GSE48452 0.276 i 0.25[-0.29, 0.79)]
GSE61260 0.257 . —m—~  0.83[0.33,1.34]
GSE66676 0.263 — 0.59[0.07, 1.10]
GSE89632 0.277 i 0.10 [-0.44, 0.65]
GSE126848 0.290 e 0.39[-0.18, 0.96]
GSE130970 0.288 L 0.57[0.01, 1.13]
HS Model for All Studies PN 0.47 [ 0.25, 0.69]
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(negative regulation of interleukin-6 secretion)

Study SD Log Odds Ratio [95% ClI]
GSE89632 0304  —eri -0.67 [1.26, -0.07]
GSE126848 0264 M | -1.06 [-1.58, -0.54]
GSE130970 0.301 —e—H -0.47 [-1.06, 0.12]
HS Model for All Studies < -0.76 [-1.09, -0.44]
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(regulation of establishment of planar polarity involved in n...)

Study SD Log Odds Ratio [95% CI]
GSE48452 0.313 —e—i -0.53[-1.15, 0.08]
GSE61260 0.315 i -0.17 [-0.79, 0.45]
GSE66676 0303  —m—i| -0.77 [-1.37, -0.18]
GSE89632 0.302 — -0.21 [-0.80, 0.38]
GSE126848 0.305 —a— -0.70 [-1.30, -0.10]
GSE130970 0.296 — -0.72[-1.30, -0.14]
HS Model for All Studies @ -0.52[-0.77, -0.28]
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(RNA polymerase Il regulatory region DNA binding)

Study SD Log Odds Ratio [95% CI]
GSE83452 0.046 0.19[0.10, 0.28]
GSE126848 0.048 H 0.07 [-0.02, 0.17]
GSE130970 0.046 = 0.13[0.04, 0.22]
HS Model for All Studies 0.13[0.08, 0.19]
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(vinculin binding)

Study SD Log Odds Ratio [95% ClI]
GSE48452 0.301 i—'-l—l 0.16 [-0.43, 0.75]
GSE61260 0.292 »—l—i 0.70[0.13, 1.27]
GSE66676 0.299 l—l—l 0.32[-0.27, 0.90]
GSE89632 0.309 I—‘—-—| 0.41[-0.19, 1.02]
GSE126848 0.297 —a— 0.78[0.20, 1.36]
GSE130970 0.302 |—-—| 0.67[0.08, 1.27]
HS Model for All Studies < 0.51[0.27,0.75]
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(establishment of planar polarity involved in neural tube closure)

G0:0090177

Study SD Log Odds Ratio [95% ClI]
GSE48452 0.297 —a— i -0.55[1.13, 0.03]
GSE61260 0.302 ——i 0.01 [-0.58, 0.60]
GSE66676 0286  —m— | -0.81 [-1.37, -0.25]
GSE89632 0.289 — .0.26 [-0.82, 0.31]
GSE126848 0.305 e -0.70 [-1.30, -0.10]
GSE130970 0.281 —— -0.73[1.28, -0.18]
HS Model for All Studies * -0.51 [-0.75, -0.28]
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(negative regulation of neuron death)

Study SD Log Odds Ratio [95% ClI]
GSE48452 0.071 - 0.09 [-0.05, 0.23]
GSE61260 0.071 . 0.02[-0.12, 0.16]
GSE66676 0.072 » 0.15[0.01, 0.29]
GSE83452 0.085 o 0.05 [-0.12, 0.22]
GSE89632 0.070 - 0.20 [ 0.06, 0.33]
GSE126848 0.081 o 0.18[0.02, 0.34]
GSE130970 0.076 - 0.12[0.03, 0.27]
HS Model for All Studies 9 0.12[0.06, 0.17]
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G0:0070669
(response to interleukin-2)

Study SD Log Odds Ratio [95% ClI]
GSE48452 0.267 i 0.20 [-0.33, 0.72]
GSE61260 0.246 — 0.83[0.35, 1.31]
GSE66676 0.269 o 0.36 [-0.17, 0.89]
GSE89632 0.268 H— 0.27 [0.25, 0.79]
GSE126848 0.290 e 0.39 [-0.18, 0.96]
GSE130970 0.288 S 0.57[0.01, 1.13]
HS Model for All Studies 0.45[0.23, 0.66]

05 1.0
G0:0000977

(RNA polymerase Il regulatory region sequence-specific DNA bi...)

Study SD Log Odds Ratio [95% CI]
GSE83452 0.046 - 0.19[0.10, 0.28]
GSE126848 0.049 b 0.07 [-0.03, 0.16]
GSE130970 0.046 - 0.13[0.04, 0.22]
HS Model for All Studies 0 0.13[0.07,0.19]
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Supplementary Figure 2. Forest plots for significant GO terms from our functional gene
meta-analysis.



