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Supplementary Figures

A. mRFP timecourse after novel context
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Figure S1. mRFP labels Fos-expressing active neurons in Fos-mRFP rats. A, Timecourse of mRFP labeling
following 1 hour of novel context exploration in Fos-mRFP rats (n = 4 — 12 per group). Data is expressed as
means + S.E.M. * significant difference from homecage (HC). See Table S1 for detailed listing of all statistical

outputs.
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A. Genes expressed

C. Marker genes per cluster

<
o qﬁ’i ‘6° 9. R
: \% \/ \0 AN
| | &
NpL5/6] <g—— vir{ —— Q/\ N o® QR AR
CT L6b- .’_ | amp5A *_ \——Il I
S Gm2164 Konc2
IT L2/34 ’— S < 0— Robo? G,i/m/s
Nfglsr"ls} Cac}rga?di
crLo| <@pm——— Meis{ <@p—— S et
Fezf2 Coroé
Fras1 Slit2
1 1 Kenn2 Fam19a2
IMrapl2 E/fn1
Pvalb Zivooth Gnnsa
PTL5 Pmt corat
T T T T T T T T T T Scubet Gmbp
1 2 3 4 5 1 2 3 4 5 i s
2rn. Spon1
Genes expressed (x10°) Genes expressed (x10%) A% Pepirie
;g);ﬁg Meis2
i Thsgd?g Arpels
B. Transcripts expressed i Rerios
T B
E . I o s, Semaba i;‘vde72
’Esr!;p‘:;% D15Erld£;2’$
X acr
NP L5/6- ’__ Vip- ’__ Alcam Nex
; e G
- Pcdh8 ol25a
CT L6bA *— Lamp5 *— A,za% iz
Gm27243 ,Aj:l;'/;?
IT L2/3 *_ a ’_— Famiga Egr
Kcngg’; i
CT L6 p——— Meis2{ @p——o L postic
XB530403H02RIK Rimbp2
Lhipi3 et
1 1 Tehz2 ooyt
Hirze Vio
PT L5 ’—— Pvalbd ’.__ amai Rogl?
Lypd1 cnrt
! . ! ! ! : ' ' Loc10524247 ey
<
0 5 10 15 0 5 10 15 Olfm3 Zbth16
Cntnap5b Kent2
Mgatdc Ndufa13

Transcripts expressed (x10%)

Transcripts expressed (x10°)

Figure S2. Quality control and cluster markers of excitatory and inhibitory neuron clusters.

(A) Genes expressed in excitatory and inhibitory neuron clusters. Violin plot shows the number of genes
expressed in excitatory (left) and inhibitory (right) cluster types collapsed across biological replicates and
populations (n = 8). (B) Total number of transcripts expressed. Violin plot shows the total number of
transcripts expressed in excitatory (left) and inhibitory (right) cluster types. (C) Heatmap of top ten genes
expressed in major excitatory (left) and inhibitory (right) neuron clusters of the rat IL.

A. Excitatory clusters by cartridge B. Inhibitory clusters by cartridge
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Figure S3. Neuronal cell type cluster type distribution between cartridges.
(A) UMAP representation of excitatory neuron cluster distribution by cartridge. (B) UMAP representation of
inhibitory neuron clusters by cartridge.
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