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Table S1. Primers for qPCR 

Gene name Primer sequence (5’ to3’) 

GAPDH-F ACTTTGGCATCGTGGAAGGG 

GAPDH-R TGCAGGGATGATGTTCTGGG 

HSP70-F GGACCAACCACCTCAAGCA 

HSP70-R TCATTCTCTGTGTACAGGCCG 

CCR1-F GCCATTGTCCATGCAGTGTT 

CCR1-R GTCTTCAGGCTCTCATCGGG 

CCL3-F ATGGACGGCAAATTCCACGA 



CCL3-R GGGTTCCTTGCTGCCTCTAA 

CCL4-F CACCTCCCGGAAGATTCATCG 

CCL4-R CTGGGGTCGGCACAGATTT 

IL2RB-F ACCAATAGCTCTGGGCAACAG 

IL2RB-R GGCATCAGTGTTTAGAGTCAGG 

GDF5-F CGGCTGAGTCCCATTAGCAT 

GDF5-R AGCCACAAGATTCCACGACC 

CXCL2-F GTCAATGCCTGACGACCCTA 

CXCL2-R GACGATCCTCTGAACCAAGGG 

C6-F AAGCAGATTCAGGGTGTCCTC 

C6-R ATCCCACAGCTTTGAATCCAG 

FGA-F GTGGTCACTTCGGATGATGGT 

FGA-R CTTGTGAGTGAACCAAAGCGG 

F9-F GAGTTCCACTGGTTGACCGA 



F9-R CCTTCACGGTAACCTGCACA 

C2-F CTTGAGCGGAGGTACAGGTTT 

C2-R TTGTTGGAGGAACCGTGACAA 

IL7-F TGTAGTAGCAACCTCCAAGAAACT 

IL7-R CCAGGAGGCATCCAGAAACTT 

IL6R-F ATTCGAGCTTCGATACCGACC 

IL6R-R CTCTGCTAGCCAAGGAGTGC 

Aqp4-F TTCCACATCTCAGAGACACTGC 

Aqp4-R GCCATCAGTGGGGTTAGAGC 

Slc1a3-F GCCGGGATTGTTGAACACTTG 

Slc1a3-R CCTCAATCACGGAGTTCCCC 

Cldn5-F TTCGGAAAGACCGATGTGGG 

Cldn5-R TCAACGACCCCTCTCTGTGA 

Flt1-F ATGTGCCAAACGGCTTTCAC 



Flt1-R TGGTGCATGGTCCTGTTGTT 

Tnf-F CATCCGTTCTCTACCCAGCC 

Tnf-R AATTCTGAGCCCGGAGTTGG 

Mbp-F GTGGGGGTAAGAGAAACGCA 

Mbp-R CGAACACTCCTGTGGAACGA 

Tubb3-F CCTTCCTCCACTGGTACACG 

Tubb3-R TGCAAGCAACTTCACTTGGG 

Enpp6-F GCCTTCGGACCTGCTATCTG 

Enpp6-R AGCCTCCAGGAAGCAATCTT 

Nfasc-F GACGCATTCAGGAGAGGACA 

Nfasc-R GCTAGACGCCTTGTGTCTGT 

Cspg4-F GCAAACGCAACAAGACAGGT 

Cspg4-R GTGTCACCAGCTAGGCCATT 

Igf2-F TTGGCCCTCCTGGAGACATA 



Igf2-R GTATCTGGGGAAGTCGTCCG 

Rdh10-F TTCAGAGGCTGCCGAATCAG 

Rdh10-R GTACATGAGACGAGGGGTGC 

 



Annotation
Cluster

Enrichment
Score
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Fold
Enrichment

Bonferroni Benjamini FDR

249.024143745.41103867710.09F ,AGF ,RCORP3sisatsomeHSDROWYEK_PU 18808 0.378173015 19.44638652
143745.41103867710.09F ,AGF ,RCORP3noitalugaoc doolBSDROWYEK_PU 42 0.94218808 0.378173015 19.44638652

60.09F ,AGF ,RCORP3noitalugaoc doolb~6957000:OGTCERID_PB_MRETOG 1486832 7.380050505 1 0.99829303 61.61638534
0967408.022554693.91244122010.0OHR ,CDP ,3RRA3noisiVSDROWYEK_PU 98 0.27871033 11.65538352

DP ,3RRA3tnemges renni rotpecerotohp~7191000:OGTCERID_CC_MRETOG 97338106.82764881636.041184289.024975783.11934080820.0OHR ,C
 ,NRVCR ,CDP ,3RRA4noitpecrep lausiv~1067000:OGTCERID_PB_MRETOG 53057200.8345304999.01111116897.5238681130.0OHR

DP ,3RRA3tnemges retuo rotpecerotohp~0571000:OGTCERID_CC_MRETOG 97100755.15796074567.0985338999.0960694035.7144534950.0OHR ,C
369499.0OHR ,CDP ,3RRA ,9201RLO4noitcudsnart yrosneSSDROWYEK_PU 978 0.441455595 1 0.999999872 100

9.0718178365.4497977650.0RXCD ,SSAA ,1OMF ,4XON4PDANSDROWYEK_PU 99908065 0.734933649 50.59345304
,RXCD ,SSAA ,9FSSAR ,1OMF ,BBYC ,4XON7esatcuderodixOSDROWYEK_PU 57215080.17876070447.0129999999.0644887891.2529347790.03COA 

YC ,4XON6ssecorp noitcuder-noitadixo~4115500:OGTCERID_PB_MRETOG 9715999999.01177514694.1916516563.03COA ,RXCD ,SSAA ,9FSSAR ,BB 9.89585289

94enarbmemsnarTSDROWYEK_PU

LYPD5, TACR2, SLC6A3, ANO1, ILDR1, LNPEP, EVI2A, SAYSD1, ROS1,
OLR1029, ACKR2, PROKR1, IL6R, GABRR3, CHRM5, RGD1564854, VOM2R29,
FER1L6, GRAMD1C, TREM3, SGCA, LCT, AOC3, TMEM212, LOC100910446,
CD248, TMEM63A, VOM1R19, RGD1306626, TPCN2, LOC257642, PROCR,
FMO1, GPR25, ENTPD1, NOX4, NAT8B, ATP1A4, TMEM52, KCNV2, TMPRSS4,
GSG1, P2RY10, CYBB, CD274, SLCO6C1, SLC13A1, CHRNB4, RHO

0.071057774 1.224776167 0.999991868 0.768913005 58.89624972

84xileh enarbmemsnarTSDROWYEK_PU

TMEM212, TACR2, LYPD5, LOC100910446, CD248, SLC6A3, ANO1, TMEM63A,
VOM1R19, RGD1306626, ILDR1, TPCN2, LNPEP, LOC257642, PROCR, EVI2A,
GPR25, SAYSD1, ENTPD1, ROS1, NOX4, OLR1029, NAT8B, ATP1A4, TMEM52,
ACKR2, PROKR1, IL6R, KCNV2, GSG1, TMPRSS4, GABRR3, CHRM5, P2RY10,
CYBB, RGD1564854, VOM2R29, CD274, CHRNB4, FER1L6, SLC13A1, SLCO6C1,
GRAMD1C, TREM3, LCT, SGCA, AOC3, RHO

0.094115215 1.204826724 0.999999851 0.792288688 69.64596864

35enarbmeMSDROWYEK_PU

TACR2, LYPD5, SLC6A3, ANO1, ILDR1, LNPEP, MAP3K7, EVI2A, SAYSD1,
ROS1, OLR1029, ACKR2, PROKR1, IL6R, GABRR3, CHRM5, RGD1564854,
VOM2R29, FER1L6, GRAMD1C, TREM3, SGCA, LCT, AOC3, TMEM212,
LOC100910446, CD248, TMEM63A, VOM1R19, RGD1306626, TPCN2,
LOC257642, PROCR, FMO1, GPR25, TGM4, ENTPD1, NOX4, NAT8B, ATP1A4,
TMEM52, KCNV2, TMPRSS4, GSG1, P2RY10, CYBB, CD274, SLCO6C1,

0.183023327 1.129994094 1 0.86585223 91.26872804

93enarbmem fo tnenopmoc largetni~1206100:OGTCERID_CC_MRETOG

TMEM212, LYPD5, LOC100910446, CD248, ANO1, TMEM63A, VOM1R19,
RGD1306626, ILDR1, TPCN2, LNPEP, LOC257642, PROCR, FMO1, EVI2A,
GPR25, SAYSD1, ENTPD1, ROS1, OLR1029, NAT8B, ATP1A4, TMEM52, IL6R,
KCNV2, GSG1, TMPRSS4, P2RY10, RGD1564854, VOM2R29, CD274, SLCO6C1,
FER1L6, GRAMD1C, TREM3, LCT, SGCA, AOC3, RHO

0.407369114 1.062787573 1 0.983874231 99.79468928

L ,2F2E5xelpmoc rotcaf noitpircsnart~7665000:OGTCERID_CC_MRETOG 1318.0544277999.0121979724.393063750.02L7FCT ,2LTNRA ,36PT ,3XH 82543 50.27765139
L2PCFT6gnidnib AND cificeps-ecneuqes~5653400:OGTCERID_FM_MRETOG 99999.01829883147.1205646552.0XGRD ,2L7FCT ,1XBG ,36PT ,3XHL ,1 8659 97.72333134

GOTERM_BP_DIRECT GO:0045893~positive regulation of transcription 1488600264.02L7FCT ,2LTNRA ,36PT ,3DATRES ,3XHL5detalpmet-AND , .421726017 1 0.999999987 99.99133791

GOTERM_MF_DIRECT
GO:0003700~transcription factor activity, sequence-specific DNA
binding

8813.142912174.02L7FCT ,2LTNRA ,36PT ,1L2PCFT ,2F2E ,246752COL6 11881 1 0.999986653 99.97150647

GOTERM_BP_DIRECT
GO:0045944~positive regulation of transcription from RNA
polymerase II promoter

00111368877297.0806669778.02L7FCT ,2LTNRA ,36PT ,3XHL ,3LCC5

GOTERM_BP_DIRECT GO:0006355~regulation of transcription, DNA-templated 12
LOC257642, MAP3K7, E2F2, KLF10, LHX3, SERTAD3, GBX1, ARNTL2, TCF7L2,
CIDEC, DRGX, VPS25

0.056635735 1.848513599 1 0.998920377 58.51114391

 ,36PT ,01FLK ,2F2E ,7K3PAM8noitaluger noitpircsnarTSDROWYEK_PU ARNTL2, CIDEC, DRGX, VPS25 0.280669609 1.49743442 1 0.927124616 98.11947964
DIC ,2LTNRA ,36PT ,01FLK ,2F2E ,7K3PAM8noitpircsnarTSDROWYEK_PU 15368112.99671371259.01816468314.19507033.052SPV ,XGRD ,CE

,7K3PAM7detalpmet-AND ,noitpircsnart~1536000:OGTCERID_PB_MRETOG 1431492244.1438725943.052SPV ,XGRD ,CEDIC ,2LTNRA ,01FLK ,2F2E 0.999999441 99.84802873
1285959896.1490751525.0CEDIC ,36PT ,7K3PAM3sisotpopASDROWYEK_PU 0.987548014 99.98745234

.0CEDIC ,36PT ,51KPAM ,01FLK ,7K3PAM5noitagujnoc lbUSDROWYEK_PU 748707219 0.982098999 1 0.997757177 99.99999418

41suelcuNSDROWYEK_PU
E2F2, KLF10, DMP1, TP63, CIDEC, DRGX, LHX3, MAPK15, PDC, GBX1, OIT3,
ARNTL2, ORC1, VPS25

0.783148422 0.900664588 1 0.998331353 99.99999902

AG5noitcaretni rotpecer-dnagil evitcaorueN:08040onrYAWHTAP_GGEK 99999.0637857817.2519116401.04BNRHC ,2RCAT ,01YR2P ,5MRHC ,3RRB 928 0.999151359 72.28649538
42.04BNRHC ,5MRHC ,3RRBAG3enarbmem llec citpanystsoPSDROWYEK_PU 6324324 3.124261244 1 0.917751167 96.69930096

,5MRHC ,3RRBAG3enarbmem citpanystsop~1125400:OGTCERID_CC_MRETOG 31378074.99697238889.01938300073.2400789753.04BNRHC 
1696610875.1810541565.04BNRHC ,5MRHC ,3RRBAG3espanySSDROWYEK_PU 0.986034483 99.9956576

950206875.04BNRHC ,5MRHC ,3RRBAG ,4XON4noitcnuj lleCSDROWYEK_PU 1.326253349 1 0.984451096 99.99702793
04BNRHC ,5MRHC ,3RRBAG3noitcnuj llec~4500300:OGTCERID_CC_MRETOG .739415508 1.138757942 1 0.999649763 99.99998765

91428220.3541986852.04SSRPMT ,2C ,9F3esaetorp enireSSDROWYEK_PU 1 1 0.918321402 97.29634536
F3ytivitca esaditpepodne epyt-enires~2524000:OGTCERID_FM_MRETOG 14908686.99195669999.01879958343.2985814263.04SSRPMT ,2C ,9

93533024.1135220235.04SSRPMT ,2C ,9F ,PEPNL4esaetorPSDROWYEK_PU 4 1 0.98659247 99.98947382
.04SSRPMT ,2C ,9F ,PEPNL4sisyloetorp~8056000:OGTCERID_PB_MRETOG 552851636 1.37594162 1 0.999999999 99.99946841

L2PCFT6gnidnib AND cificeps-ecneuqes~5653400:OGTCERID_FM_MRETOG 99999.01829883147.1205646552.0XGRD ,2L7FCT ,1XBG ,36PT ,3XHL ,1 8659 97.72333134
89.01731146458.1585446874.0XGRD ,1XBG ,3XHL3xoboemoHSDROWYEK_PU 1372056 99.96126675

GRD ,1CRO ,1XBG ,36PT ,3XHL ,01FLK ,2F2E7gnidnib-ANDSDROWYEK_PU 82444299.99765916689.01488172471.1151117445.0X
 ,1CRO ,1XBG ,36PT ,2CNB5gnidnib AND~7763000:OGTCERID_FM_MRETOG 001115830667.0640712498.0XGRD

2VNCK ,4A1PTA ,1A31CLS ,4BNRHC ,3RRBAG5tropsnart noISDROWYEK_PU 0.420805952 1.50360118 1 0.973164506 99.86221665
5586275.154889665.02VNCK ,4BNRHC ,3RRBAG3lennahc noISDROWYEK_PU 59 1 0.984373677 99.99587451

A ,4A1PTA ,1A31CLS ,4BNRHC ,3A6CLS ,3RRBAG8tropsnarTSDROWYEK_PU POM, KCNV2, VPS25 0.767166927 0.920217298 1 0.998094527 99.99999768
298.1322901053.01DPTNE ,9F ,4A1PTA ,7K3PAM4muisengaMSDROWYEK_PU 337095 1 0.955603745 99.44729869

32096COL ,51KPAM ,7K3PAM9gnidnib PTA~4255000:OGTCERID_FM_MRETOG 5, ATP1A4, NRK, ENTPD1, ORC1, ROS1, VPS25 0.613658958 1.05749349 1 0.999997269 99.99948893
OR ,1CRO ,1DPTNE ,4A1PTA ,51KPAM ,7K3PAM6gnidnib-PTASDROWYEK_PU 54999999.99779283899.01419097409.0926792397.01S

 ,4A1PTA ,51KPAM ,B01LSAR ,7K3PAM7gnidnib-editoelcuNSDROWYEK_PU ENTPD1, ORC1, ROS1 0.858921256 0.818539181 1 0.999155765 99.99999999

31rotpeceRSDROWYEK_PU
OLR1029, CHRM5, PROCR, TACR2, VOM2R29, GPR25, CHRNB4, VOM1R19,
ACKR2, PROKR1, IL6R, ROS1, RHO

0.898709554 0.796380317 1 0.999567626 100

7ytivitca rotpecer delpuoc nietorp-G~0394000:OGTCERID_FM_MRETOG 17.0169795239.0OHR ,2C ,1RKORP ,52RPG ,92R2MOV ,01YR2P ,9201RLO 2321232 1 1 100
GOTERM_BP_DIRECT GO:0007186~G-protein coupled receptor signaling pathway 9 OLR1029, CCL3, VOM2R29, GPR25, VOM1R19, ACKR2, C2, ENTPD1, RHO 0.939181555 0.718411996 1 1 100

 ,92R2MOV ,5MRHC ,9201RLO8rotpecer delpuoc nietorp-GSDROWYEK_PU TACR2, GPR25, ACKR2, PROKR1, RHO 0.943991833 0.698185115 1 0.999874833 100
CA ,52RPG ,2RCAT ,92R2MOV ,5MRHC ,9201RLO8recudsnarTSDROWYEK_PU KR2, PROKR1, RHO 0.954852077 0.676497621 1 0.999923034 100

11 0.208619966

8 0.389868176

9 0.306184446

10 0.245818014

5 0.510479718

6 0.463906433

7 0.441935976

12 0.029806458

1 1.57064203

2 1.255251967

0.8975638893

0.8255585044

Table S2. Functional annotation clustering of neuronal DEGs



Annotation
Cluster

Enrichment
Score

Category Term
Coun
t

Genes PValue
Fold
Enrichment

Bonferroni Benjamini FDR

1CA2PYC7esanegyxoonoMSDROWYEK_PU , CYP2J16, CYP2D5, CYP2J10, CH25H, CYP11B2, CYP26A1 1.80E-05 12.72298951 0.00232116 0.00232116 0.020947609

GOTERM_MF_DIRECT GO:0005506~iron i C ,61J2PYC ,1CA2PYC8gnidnib no YP2D5, CYP2J10, CH25H, CYP11B2, CYP26A1, AOX4 4.83E-05 8.242574257 0.00894116 0.00894116 0.059785057

J2PYC ,1CA2PYC8norISDROWYEK_PU 16, CYP2D5, CYP2J10, CH25H, CYP11B2, CYP26A1, AOX4 5.12E-04 5.671849427 0.063935733 0.032495857 0.593867297

GOTERM_MF_DIRECT
GO:0016712~oxidoreductase activity, acting on paired donors, with
incorporation or reduction of molecular oxygen, reduced flavin or
flavoprotein as one donor, and incorporation of one atom of oxygen

70728790.021492584.4240-E35.501J2PYC ,5D2PYC ,61J2PYC ,1CA2PYC4 6 0.050172161 0.683147629

01esatcuderodixOSDROWYEK_PU
CYP2AC1, FAR2, CYP2J16, CYP2D5, DOXL1, CYP2J10, CH25H, CYP11B2,
CYP26A1, AOX4

7.81E-04 4.047220492 0.095819479 0.033018017 0.903946406

GOTERM_BP_DIRECT GO:0055114~oxidat 11ssecorp noitcuder-noi
CYP2AC1, FAR2, CYP2J16, CYP2D5, DOXL1, CYP2J10, CH25H, CYP11B2,
CYP26A1, AOX4, LOC100361934

8.11E-04 3.613296617 0.293828426 0.067213942 1.136129314

J2PYC ,1CA2PYC6emeHSDROWYEK_PU 16, CYP2D5, CYP2J10, CYP11B2, CYP .840-E82.81A62 160518053 0.101369165 0.026366902 0.958932859

GOTERM_MF_DIRECT GO:0008395~steroid 1CA2PYC4ytivitca esalyxordyh 7019730.0514532341.058351643.1240-E13.8H52HC ,01J2PYC ,5D2PYC , 18 1.024079818

GOTERM_MF_DIRECT GO:0020037~heme bi D2PYC ,61J2PYC ,1CA2PYC6gnidn .0137471391.0163095225.7753351100.01A62PYC ,2B11PYC ,01J2PYC ,5 0420212 1.419080783

GOTERM_MF_DIRECT GO:0008392~arachidonic acid epoxygenase activit 62.0377582978.095079363.81799203110.001J2PYC ,5D2PYC ,1CA2PYC3y 0696714 13.13228378

2PYC ,5D2PYC ,61J2PYC4espanys cigrenotoreS:62740onrYAWHTAP_GGEK .6968442910.03JNCK ,01J 782911944 0.776042633 0.312074611 18.53721882

71gnidnib-lateMSDROWYEK_PU
S100A3, CYP2D5, DOXL1, CYP11B2, CYP26A1, WT1, MMP12, CYP2AC1,
CYP2J16, DYTN, ZSCAN10, CYP2J10, RASGRP4, CH25H, PLA2G2C, AOX4,

0.058942363 1.597957578 0.999605095 0.452742455 50.66324709

KEGG_PATHWAY rno01100:Metabolic pathw 3YSHC ,01J2PYC ,61J2PYC8sya , CYP11B2, CYP26A1, AOX4, PLA2G2C, ACSM5 0.390193956 1.30097615 1 0.985472333 99.45844083

GOTERM_BP_DIRECT GO:0030595~leukocyt CXC ,1RCC ,3LCC4sixatomehc e 50-E51.44LCC ,2L 57.02439024 0.017651183 0.017651183 0.05847417

GOTERM_BP_DIRECT GO:0070098~chemokine-mediated signaling pathway 5 CCL12, CCL3, CCR1, CXCL2, .0251217750.011320857.8140-E93.14LCC 029284878 0.195048898

GOTERM_BP_DIRECT GO:0030593~neutroph C ,3NDE ,21LCC5sixatomehc li E84.14LCC ,2LCXC ,3LC -04 18.43460892 0.06164315 0.020985007 0.208751554

GOTERM_MF_DIRECT GO:0008009~chemoki LCXC ,3LCC ,21LCC4ytivitca en 40-E65.64LCC ,2 23.125 0.114858994 0.039853536 0.809107759

GOTERM_BP_DIRECT
GO:0007204~positive regulation of cytosolic calcium ion
concentration

6 CCL3, PTGIR, CCR1, NPY2R, CXC 6382.076176422.840-E77.7R2STU ,2L 30802 0.080007629 1.089563477

C ,3LCC ,21LCC5tropsnart noi muiclac~6186000:OGTCERID_PB_MRETOG 0-E76.81PMAR ,7CPRT ,1RC 4 11.62181866 0.310797504 0.060151599 1.215076926

21LCC4sixatomehCSDROWYEK_PU 499.51629359100.04LCC ,2LCXC ,3LCC , 61538 0.222990755 0.049208617 2.248863483

P ,3LCC ,21LCC7esnopser yrotammalfni~4596000:OGTCERID_PB_MRETOG TGIR, CCR1, CRHBP, CXCL2 078965066.0194430040.5944515200.04LCC , .143032521 3.486520618

GOTERM_BP_DIRECT GO:0050729~positive regulation of inflammatory response 4 CCL12, CCL3, F 018437.077532775.31781980300.04LCC ,4PBA 962 0.152880954 4.265765857

GOTERM_BP_DIRECT GO:0071356~cellular response to tumor necrosis factor 5 CCL12, CCL3, CRHBP 67.067251930.8616253300.04LCC ,4PBAF , 3235303 0.147921395 4.621590775

GOTERM_MF_DIRECT GO:0048020~CCR chemok 21LCC3gnidnib rotpecer eni 362706300.04LCC ,3LCC , 32.86184211 0.48939754 0.105980173 4.376959972

GOTERM_BP_DIRECT GO:0048247~lymphocyt C ,3LCC ,21LCC3sixatomehc e 484161072.6247639871.0503957068.065991061.92641585400.04LC

KEGG_PATHWAY rno04062:Chemokine si C ,3LCC ,21LCC5yawhtap gnilang 802446800.04LCC ,2LCXC ,1RC 5.939838143 0.487521998 0.487521998 8.752807592

GOTERM_BP_DIRECT GO:0051928~positive regulation of calcium ion transport 3 CCL3, CCR1, CCL 692.0393581979.071533496.02462589800.04 726288 11.94206231

GOTERM_BP_DIRECT GO:0002548~monocyte LCC ,3LCC ,21LCC3sixatomehc 2156356.21804745092.0794147389.02736740.02477555900.04

GOTERM_BP_DIRECT GO:0006874~cellular LCC4sisatsoemoh noi muiclac 12, EDN3, CCL3, CCR1 0.010254123 8.818204677 0.987986545 0.288324283 13.51741933

C41-nikuelretni ot esnopser ralullec~7431700:OGTCERID_PB_MRETOG CL12, CCL3, CXCL2, CCL 23772.0918104989.0799222827.8362345010.04 1563 13.87272103

GOTERM_BP_DIRECT GO:0070374~positive regulation of ERK1 and ERK2 .0634624847.5111618010.04LCC ,1RSPN ,1RCC ,3LCC ,21LCC5edacsac 990584405 0.267305075 14.20675702

 ,21LCC4enikotyCSDROWYEK_PU 979633.7719769610.04LCC ,2LCXC ,3LCC 534 0.890040617 0.181838009 18.04675189

KEGG_PATHWAY rno04060:Cytokine-cytoki LCC5noitcaretni rotpecer en 12, CCL3, IL2RB, CCR1, 53.084645237.0763763768.4655189610.04LCC 5707949 16.53177246

GOTERM_BP_DIRECT GO:0071346~cellular response to interferon-gamm 04LCC ,3LCC ,21LCC3a .032353005 10.51679328 0.999999254 0.543345902 37.08548429

50.04LCC ,2LCXC ,3LCC3noitcefni allenomlaS:23150onrYAWHTAP_GGEK 608021 7.600130251 0.988250969 0.523202824 45.60607196

11ecaps ralullecartxe~5165000:OGTCERID_CC_MRETOG
CCL12, EDN3, CCL3, LOC689081, SCUBE2, C6, CRHBP, CXCL2, DCN, CCL4,
RAMP1

0.05649448 1.911141131 0.991507325 0.907844287 46.27320078

GOTERM_BP_DIRECT GO:0007267~cell-ce RCC ,3LCC ,21LCC3gnilangis ll 46676634.75967685547.01867543745.7666128850.01

.7412548950.04LCC ,2LCXC ,3LCC3esnopser yrotammalfnISDROWYEK_PU 497475962 0.999651087 0.433693879 51.21091535

GOTERM_BP_DIRECT GO:0006887~exocyt 225260.01RCC ,3LCC ,21LCC3siso 391 7.290049889 1 0.749642053 59.73504921

G2ALP ,2LCXC ,PBHRC ,6C ,3LCC ,3NDE ,21LCC01deterceSSDROWYEK_PU 2C, DCN, CCL4, MMP12 0.074472141 1.913231505 0.999953842 0.444152593 59.34373128

GOTERM_BP_DIRECT GO:0006955~immune LCC ,2LCXC ,1RCC ,6C4esnopser 92787330.58901841019.01924716302.3114111621.04

GOTERM_BP_DIRECT GO:0043547~positive regulation of GTPase activi 4PRGSAR ,3LCC ,21LCC4yt 117974599.01634061941.2530770972.04LCC , 99.00540994

GOTERM_BP_DIRECT GO:0007186~G-protein coupled receptor signaling pathway 11
CCL12, CCL3, OLR1595, CCR1, NPY2R, CXCL2, VOM1R66, GNRHR, OLR1588,
CCL4, RAMP1

0.467799055 1.156468091 1 0.999955573 99.98618386

34xileh enarbmemsnarTSDROWYEK_PU

MILL1, CYP2D5, SYNDIG1, RGD1304770, NPY2R, CCR1, GNRHR, LY9,
KCNJ3, SLC52A3, CLEC10A, CNTNAP5B, FAR2, PTGIR, CYP2J16,
CYP2J10, CH25H, OLR1595, NPSR1, MUC15, RAMP1, IL2RB, TMCO5A,
CLCA5, TRPC7, TMEM200A, SLC7A10, LOC100361934, SLC6A16,
CACNG1, GJB1, PKD2L2, SYNGR4, CYP2AC1, CLIC5, VOM1R66,
SCN11A, PLA2G2C, UTS2R, EQTN, OLR1588, SMPD5, TMCO3

0.01078468 1.39066738 0.75310189 0.1604149 11.8474471

34enarbmemsnarTSDROWYEK_PU

MILL1, CYP2D5, SYNDIG1, RGD1304770, NPY2R, CCR1, GNRHR, LY9,
KCNJ3, SLC52A3, CLEC10A, CNTNAP5B, FAR2, PTGIR, CYP2J16,
CYP2J10, CH25H, OLR1595, NPSR1, MUC15, RAMP1, IL2RB, TMCO5A,
CLCA5, TRPC7, TMEM200A, SLC7A10, LOC100361934, SLC6A16,
CACNG1, GJB1, PKD2L2, SYNGR4, CYP2AC1, CLIC5, VOM1R66,
SCN11A, PLA2G2C, UTS2R, EQTN, OLR1588, SMPD5, TMCO3

0.01162878 1.38484307 0.7788477 0.15435528 12.7182778

54enarbmeMSDROWYEK_PU

MILL1, CYP2D5, SYNDIG1, RGD1304770, CYP11B2, NPY2R, CCR1,
GNRHR, LY9, KCNJ3, SLC52A3, CLEC10A, CNTNAP5B, FAR2, PTGIR,
CYP2J16, CYP2J10, RASGRP4, CH25H, OLR1595, NPSR1, MUC15,
RAMP1, IL2RB, TMCO5A, CLCA5, TRPC7, TMEM200A, SLC7A10,
LOC100361934, SLC6A16, CACNG1, GJB1, PKD2L2, SYNGR4, CYP2AC1,
CLIC5, VOM1R66, SCN11A, PLA2G2C, UTS2R, EQTN, OLR1588, SMPD5,

0.0629416 1.2361873 0.99977202 0.42826702 53.0472463

GOTERM_CC_DIREC
T

GO:0016021~integral component of membrane 31

MILL1, CYP2D5, RGD1304770, CCR1, GNRHR, LY9, CLEC10A,
CNTNAP5B, FAR2, CYP2J16, CYP2J10, CH25H, OLR1595, MUC15,
RAMP1, IL2RB, TRPC7, TMCO5A, TMEM200A, SLC7A10, LOC100361934,
GJB1, PKD2L2, SYNGR4, CYP2AC1, VOM1R66, PLA2G2C, EQTN,

0.12155102 1.24109635 0.99997575 0.9710542 74.9553451

KEGG_PATHWAY rno00591:Linoleic acid ,01J2PYC ,61J2PYC3msilobatem 8032269.4186164644.033595396.05926583.5182442510.0C2G2ALP 
KEGG_PATHWAY rno00590:Arachidonic ac J2PYC ,61J2PYC3msilobatem di 9790141.4462785275.031637589.097787787.735996350.0C2G2ALP ,01

KEGG_PATHWAY rno01100:Me 8syawhtap cilobat
CYP2J16, CYP2J10, CHSY3, CYP11B2, CYP26A1, AOX4, PLA2G2C,
ACSM5

0.39019396 1.30097615 1 0.98547233 99.4584408

GOTERM_BP_DIRECT GO:0034765~regulation of ion transmembrane transport 4 CLIC5, SCN11A, CA 1308199.045856355.876531110.03JNCK ,1GNC 0.25936695 14.5964486
ILC4lennahc detag-egatloVSDROWYEK_PU .03JNCK ,1GNCAC ,A11NCS ,5C 02632655 6.19946333 0.96798752 0.24933999 26.6748256

 ,5CILC4lennahc noISDROWYEK_PU .273534181.03JNCK ,1GNCAC ,A11NCS 70179314 1 0.76183407 90.2534295

01tropsnarTSDROWYEK_PU
LOC690507, RGD1304770, CLIC5, SLC7A10, FABP4, SCN11A, CACNG1,
KCNJ3, SLC52A3, RAMP1

0.22451635 1.48208074 1 0.79027001 94.802578

CILC4tropsnart noISDROWYEK_PU 74195274.03JNCK ,1GNCAC ,A11NCS ,5 1.54986583 1 0.97651601 99.9412893

GOTERM_BP_DIRECT
GO:0007204~positive regulation of cytosolic calcium ion
concentration

6 CCL3, PTGIR, CCR1, NPY2R, C 6382.076176422.840-E77.7R2STU ,2LCX 308 0.08000763 1.08956348

GOTERM_BP_DIRECT GO:0007218~neuropeptide signaling pathway 3 NPY2R 687091.6630824297.0115356316.683770470.0R2STU ,1RSPN ,
KEGG_PATHWAY rno04080:Neuroactive ligand-receptor interaction 4 PTGIR, NPY2R, GNRHR, UTS 5851497.087699999.066414088.264744151.0R2 4 82.3185207
GOTERM_CC_DIREC
T

71enarbmem amsalp~6885000:OG
MILL1, CCR1, NPY2R, CLCA5, GNRHR, LY9, GJB1, PTGIR, CD163L1,
RASGRP4, OLR1595, SCN11A, C2CD4A, EQTN, UTS2R, OLR1588, RAMP1

0.66301332 0.9808008 1 0.99998561 99.9991017

21rotpeceRSDROWYEK_PU
PTGIR, IL2RB, OLR1595, CCR1, NPY2R, TRPC7, VOM1R66, GNRHR,
NPSR1, UTS2R, OLR1588, RAMP1

0.72381115 0.94717422 1 0.99900807 99.9999683

UP_KEYWORDS G-protein coupled rec YPN ,1RCC ,5951RLO ,RIGTP8rotpe 2R, GNRHR, NPSR1, UTS2R, OLR1588 0.78790489 0.89958467 1 0.99954443 99.9999985
LO ,RIGTP8recudsnarTSDROWYEK_PU R1595, CCR1, NPY2R, GNRHR, NPSR1, UTS2R, OLR1588 0.81446598 0.87164117 1 0.99957389 99.9999997

11enarbmem lleCSDROWYEK_PU
PTGIR, SYNDIG1, RASGRP4, OLR1595, SCN11A, GNRHR, NPSR1,
UTS2R, OLR1588, SLC52A3, GJB1

0.93598591 0.74024221 1 0.99998922 100
GOTERM_CC_DIREC
T

GO:0022625~cytosolic large ribosomal subunit 3 RPL32, LOC680700, 8348083.6841791879.077999999.034149789.391142071.0970603COL
GOTERM_BP_DIRECT GO:0006412~transla 603COL ,007086COL ,23LPR3noit 9621799.9984889999.0174451796.120139325.0970
GOTERM_MF_DIREC
T

GO:0003735~structural constituent of ribosome 3 RPL32, LOC680700, 3327899.9969999999.0110670384.116324795.0970603COL 
Z ,NTYD ,3A001S6cniZSDROWYEK_PU 547.01TW ,21PMM ,4PRGSAR ,01NACS 82191 0.96353105 1 0.99914786 99.9999879

Z ,NTYD4regnif-cniZSDROWYEK_PU 9.081742797.01TW ,4PRGSAR ,01NACS 4196793 1 0.99951153 99.9999991
GOTERM_MF_DIREC
T

1TW ,5MSCA ,4XOA ,4PRGSAR ,01NACSZ5gnidnib noi latem~2786400:OG 0.90102139 0.75571895 1 1 100
GOTERM_BP_DIRECT GO:0006355~regulation of transcription, DNA-templated 4 ZSCAN10, RHOX5, 0011165245118.041314278.01TW ,1MREP
UP_KEYWORDS Transcription regulat 036029.01TW ,5XOHR ,01NACSZ3noi 13 0.72352 1 0.99998725 100

3141386.051533539.01TW ,5XOHR ,01NACSZ3noitpircsnarTSDROWYEK_PU 2 1 0.99999231 100
W ,062063001COL ,4PBAF ,2VTE ,5XOHR ,01NACSZ7suelcuNSDROWYEK_PU T1, PSMB11 0.9842538 0.58023584 1 0.99999977 100

7 0.42445962

8 0.09034559

9 0.03277957

4 1.16521401

5 1.04968679

6 0.69996768

1 2.78525006

2 2.088613795

3 1.50449054

Table S3. Functional annotation clustering of astrocytic DEGs


