Supplemental Figure 1

A B
B Cerebrum [ Hypothalamus [ Medulla

B Cerebrum [ Hypothalamus [ Medulla

w
(0]
+
o
N
1
~
(&)

(¢
o

2e+07 A

1e+07

Number of Uniquely Mapped Reads
o

Percent Uniquely Mapped Reads

0e+00 0
C

C
T O
GC) = 75 1
o7
© S

C
> ®
So + Transcriptome
o .£ 501
= B8 ensembl
> EE stringtie + taco
5% —
€3
g 7)) 25'
83

O

+ ——
0-

Exénic Int;on Unann'otated



Supplemental Figure 2
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Supplemental Figure 3
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Supplemental Figure 4
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Supplemental Figure 5
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Supplemental Figure 6
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Supplemental Figure 7
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Supplemental Figure 8
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Supplemental Figure 9
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Supplemental Figure 10
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Supplemental Figure 11
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Supplemental Figure 12
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Supplemental Figure 13
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