Supplementary Table 1: Transcripts differentially expressed in Cstb + microglia.

In the microarray experiment, genes with an absolute fold change (FC) 2 1.3 and a p-value < 0.05

were considered differentially expressed and in the RNA-seq analysis a local false discovery rate (FDR) <
0.01 was used as cutoff. Genes are sorted by FC identified in the microarray analysis and asterisks (*) mark
genes differentially expressed in the results of both methods.

microarray RNA-seq
Gene Symbol TCID FC p-value FC Local FDR
Cstb* 6769080 -9.3 2.11E-06 -200.2 3.26E-16
Ifit1* 6869334 -8.1 2.24E-02 -11.2 9.24E-14
Ifit3* 6869327 -7.5 3.06E-02 -8.5 7.49E-13
Slfn5* 6782979 -6.7 2.24E-02 -14.7 1.10E-16
Oasl2* 6933625 -6.6 2.29E-02 -17.9 1.85E-09
Rtp4* 6840129 -5.8 2.24E-02 -6.9 4.17E-11
Mx1* 6848199 -5.5 3.26E-02 -6.9 2.14E-08
Irf7* 6972192 -5.3 2.29E-02 -5.6 5.17E-10
Mndalfi204 | Mndal 6764246 -5.3 2.24E-02 n.d. n.d.
Oas2 6941647 -4.5 2.24E-02 -3.8 n.s.
Oasl1* 6933627 -4.5 3.41E-02 -7.1 4.19E-08
Ifit2* 6869324 -4.1 4.25E-02 -8.0 9.91E-09
Zbpl* 6893556 -4.0 3.26E-02 -8.6 9.33E-07
Rsad2* 6799525 -39 2.81E-02 -6.4 2.88E-07
Saa3* 6967059 -3.9 4.56E-02 -4.9 7.83E-06
Ms4a4c 6868091 -3.9 3.93E-02 -3.2 n.s.
Ifi205 6764243 -3.8 3.46E-02 n.d. n.d.
Mx2 6843550 -3.7 2.81E-02 n.d. n.d.
D14Ertd668e|Phf11 6828125 -3.7 2.50E-02 n.d. n.d.
Pyhin1 6764231 -3.6 4.24E-02 -2.5 n.s.
Clec4al 6949722 -3.6 n.s. -4.1 7.62E-03
Emr4 6851186 -3.5 2.81E-02 -4.2 n.s.
Gbp6 6901950 -3.5 4.24E-02 -4.2 n.s.
Ifi202b 6764289 -3.4 2.24E-02 -1.9 n.s.
Phf11 6825096 -3.4 3.16E-02 -3.8 n.s.
Dhx58 6791437 -3.4 2.30E-02 n.d. n.d.
Gbp2* 6901957 -3.4 4.24E-02 -4.9 2.21E-04
Ddx58* 6920954 -3.3 2.24E-02 -3.7 4.48E-06
Ifia4* 6910592 -3.2 1.55E-03 -4.8 3.14E-09
Clec4a3 6949727 -3.2 n.s. -3.6 9.55E-05
Rnf213 6785384 -3.2 2.24E-02 -1.6 n.s.
Ifi2712a* 6803210 -3.1 2.56E-02 -3.2 7.83E-06
Parp14* 6845375 -3.1 2.24E-02 -4.2 4.19E-08
Lgals3bp* 6792657 -3.1 2.24E-02 -3.7 8.17E-16
Len2 6885873 -3.0 2.45E-02 -15.9 n.s.
Ifin1 6887196 -3.0 2.45E-02 -2.5 n.s.
Sp100* 6751219 -3.0 2.81E-02 -2.6 1.27E-04
Cmpk2 6793961 -3.0 3.93E-02 -5.6 n.s.
Cxcl10 6939990 -3.0 3.26E-02 -2.4 n.s.
Oasla[Oaslg 6941657 -2.9 2.24E-02 n.d. n.d.

Dtx3/ 6845377 -2.9 2.71E-02 -2.4 n.s.
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TC ID = Transcript cluster Id, n.d. = not determined, n.s. = not significant
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