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Cell-type specific DEGs by biotype (log2(FC) > 1, FDR < 0.05)
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Extended figure 9

Read Depth

Read Depth

Read Depth

Postnatal Neuronal cell 4

IN-immature -
EN-immature 4
RG A

IN-MGE -
IN-MGE-SST -
IN-CGE o
IN-CGE-VIP
IN-LGE-FOXP2 -
IN-LGE-FOXP1 -
EN-deep_layer 4
IPC 4
Cajal-Retzius cell 4
EN-upper_layer

.
L[]
.
.
°
.

°

Mi{R137 A

MiR146A -
Mi{R134
MIR125A 4

MIR125B2 (chr21(+):16590237-16590325)

5000

4000 4

3000 A

2000 A

1000

220 0D

5p

MIR125B2

DIIIE —

3p

MIR128-2 (chr3(+):35744476-35744559)

800

600

400

2004

DI EE—

200 >

5p

MiR128-2

3p

MIR17 (chr13(+):91350605-91350688)

1500
1250 4
1000
750
500

2504

DI

Sp

MiR17

BIIIE—

M{R125B1 A

MIR125B2

Density

MIR17 4
MIR19A
MiR19B2 -

MIiR135B -

M{R181B1

M{R181A1 A

MIR181A2
M{R181B2
MiR181C

MiR181D -

MIR222

b

Fraction of cells
in group (%)

-0 00Q
5‘ 1‘0 1‘5 2‘0 2‘5

Mean expression
in group

_—

0.0 0.5 1.0

1
I All Genes

[ Predicted MIR125B2 Targets (5p) (n
[ Validated M/R125B2 Targets (5p) (n

=872)
= 1816)

-0.25

0.00
Spearman p

LRRCT ANK2 LCORL mcTp1 RFX3

[ All Genes
[ Predicted M/R128 — 2 Targets (n = 3898)
I Validated M/R128 — 2 Targets (n = 4324)

-0.25 0.00

Spearman p

1.754

1.50

1.251

1.00

0.754

CACNA2D1

HMGCS1 FABPT niGN1 _ADGRB3

-0.75

[ All Genes
[ Predicted MiR17 Targets (n = 5704)
[ Validated M/R17 Targets (n = 10135)

—-0.25 0.00

Spearman p

Postnatal Neuronal cell -
IN-immature -
EN-immature

RG A

IN-MGE o
IN-MGE-SST o
IN-CGE -
IN-CGE-VIP +
IN-LGE-FOXP2 -
IN-LGE-FOXP1
EN-deep_layer
IPC A

Cajal-Retzius cell 4

EN-upper_layer

o

Fraction of cells
in group (%)

Vo
20 40 60 80100

(@] Mean expression
in group

.

Class | MHC Mediated Antigen Processing And Presentation
Adaptive Immune System
Nervous System Development -
Axon Guidance
Signaling By Receptor Tyrosine Kinases -
Diseases Of Signal Transduction By Growth Factor Receptors And Second Messengers -
Vesicle-mediated Transport 4
Membrane Trafficking 4

Metabolism Of Proteins 4 [ ]

Infectious Disease -

Post-translational Protein Modification

RELN 4

SST A

ViP

DRD1 4

DRD2 4

FOXP1 A

Transcriptional Regulation By TP53
Diseases Of Signal Transduction By Growth Factor Receptors And Second Messengers
Infectious Disease -
Generic Transcription Pathway -
Processing Of Capped Intron-Containing Pre-mRNA -

MKI67 4

Signal Transduction - L[]

RHO GTPase Cycle {@
Metabolism Of RNA 4
mmune System - []
Antigen Processing: Ubiquitination And Proteasome Degradation -
C

INA 4

Metabolism Of Proteins | ®
RHO GTPase Effectors
Signaling By NTRKs -
Cell Cycle, Mitotic 4
Gene Expression (Transcription) 4 L]
Post-translational Protein Modification - L]
mmune System -
Cell Cycle §
Vesicle-mediated Transport
Signaling By ALK Fusions And Activated Point Mutants 4
Infectious Disease 4
Cellular Responses To Stimuli 4
mbrane Trafficking 4
Cellular Responses To Stress 4 [ ]
Transcriptional Regulation By TP53 4 [ ]
Diseases Of Signal Transduction By Growth Factor Receptors And Second Messengers - [ ]
Signaling By Rho GTPases 4 [ )
Signaling By Rho GTPases, Miro GTPases And RHOBTB3 - [ ]
o

Signaling By Rho GTPases 4
Signal Transduction ]
Signaling By Rho GTPases, Miro GTPases And RHOBTB3 -

Di:
RHO GTPase Cycle 4
Signal Transduction - o
Vesicle-mediated Transport -

Post-translational Protein Modification - L]
RNA Polymerase Il Transcription 4 [ ]
Membrane Trafficking -
Metabolism Of Proteins 4 °
Metabolism Of RNA
Signaling By Rho GTPases 4 [ ]
Signaling By Rho GTPases, Miro GTPases And RHOBTB3 - .
Cell Cycle, Mitotic 4
Gene Expression (Transcription) -

0.0 0.5 1.0

S0X6 4
GAD1 4

Reactome Enrichment for Anticorrelated MIR125B2 Validated Targets

L]

oo

Disease -

6 7 8 9
—logio (FDR)

Reactome Enrichment for Anticorrelated MIR128-2 Validated Targets

ell Cycle 4

".o .

Disease 4 L]

T T T T T T T T

10 11 12
—log1o (FDR)

Reactome Enrichment for Anticorrelated MIR17 Validated Targets

.
L]

isease

M Phase -

42.5

Cell Cycle §

325 350 375 40.0

—logyo (FDR)

225 250 27.5 300

0Odds Ratio
1

[TV N
[ER=)

Odds Ratio

1

e
[ER=)

0dds Ratio

1
2
5




