Supplemental Figure S12

>
W

—i
GENCODE v19 genes <l NGEF

—.—(—(—(—(—(—(—(—_NGEF 2 —
152944590 | rs191373913 | |rs2592120 15 4
Fine-mapped SNPs rs2592118 | | rs181813160 |rs2675964 E R G 1 P
12921705 | |rs73102769 |rs2675965 8 Q
- - 05
Microgls o A= UTZZ Y NS
g 11213 4 56 7 8 9101
Astrocytes™ 5-
Oligodendrocytes* —
NeuN negative — 15
~ Excitatory Camk2a — KLF15 ¢ 1
| Excitatory Layers II-ll | 0s T
C
| Excitatory Layer IV od AC=TxgCl Yy Xex =xCC
| Excitatory Layer V. = s —— 12 3 4 5 6|78 9 1011 12 13 14 15 16 17
| Excitatory Layers I-V* | 2
| Excitatory Layer VI | 153
~ Excitatory Layer VI* —
— SP1 2 1|
 inhibitory Gad2 e e C c
© nhibitory* | — IErEeSmelA L Farrbese =
" nhibitoryPV 123 45 6 7 8 9[10[11 1213 14 15 16 17 18 19
© Inhibitory VIP ]
~ Inhibitory MSN* — — 53
- Embryonic DA forebrain — — ZNF148 ¢ -
- Embryonic DA midbrain — — 05 ]
COBEI(TE) S— slrEozioa o eALA
Cones (green) — 123 456 7 8 9|10[11 12 13 14 15
Rods C C C cccce
CDA T cells 3
CDA4 T cells human C C TIC cacCcce

CD8 T cells

CD8 T cells human rs181813160

———1400 bp

Supplemental Figure S12. Fine-mapping prioritizes SNPs in the schizophrenia-associated locus with the lead SNP,
rs4144797. A) A visualization of rs181813160 in the promoter region of NGEF transcripts (hg19;
Chr2:233792142-233794140). The plot displays transcripts, the prioritized SNP, and the mouse-derived human
peaks from all ATAC-seq samples. The prioritized SNP is highlighted. B) Transcription factor binding motifs derived
from HOCOMOCO v10 data that are disrupted by rs181813160. The nucleotides impacted are highlighted in a red
box.
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