Supplementary Fig. 1

A

10 A

-10 4

O 01N B W —O

00 0000000C0OCGCOGOGEOGIOGNOIOGONONONOPO
—_
(=)

-10

-5

°
Nooon

°
S
3

Expression Level

[

N

0.75

+

-

7+ F

6+

RSN NI I

Identity

Rho
Pde6a
Opnlsw
Arr3
Vsx2
Trpml
Prkca
Grikl
Scgn
Tfap2b
Sle32al
Slc6a9
Pax6
Onecut2
Calbl
Rbpms
Nkg7
Rlbpl
Glul
Slcla3
Gfap
Len2
Aifl
Clga
Cd74
Pecaml
Pdgfrb
Rpe65

10

[ Rho [ Calbl
] Pde6a ] Rbpms
] opnlsw [] Nkg7

] A3 B Ribpl

B vsx2 [ Glul

] Trpm1 [ Slcla3
Prkca Gfap
Grik1 Len2
Scgn Aifl
Tfap2b Clqa
Slc32al Cd74
Slc6a9 Pecaml
Pax6 Pdgfib
Onecut2 Rpe65



Supplementary Fig. 2

Clustering of module eigengenes
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Supplementary Fig. 3
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Supplementary Fig. 4
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