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Supplementary Figure 1.  Experimental outline for CSDS and results from the WT-GFP. A. Principle of CSD. Open field/eagle (OF/E) tests and social interaction test with conspecifics (SI/CO) were performed for a non-biased segregation of test animals to control or stressed groups. CSD was performed for 10 days with 15S attacks repeated 3 times per day. After 7 days of rest, TAM (150 mg/kg) was injected 5 hours before the social interaction test with CD1 to segregate into susceptible and resilient groups. 72 hours after the TAM injection, representative populations of SI-determined resilient, susceptible and control mice were sacrificed. Tissue regions of PFC and vHipp were then isolated from individual mouse. Weights were also measured periodically to assess stress-related modifications as shown in the scheme. B-E. Behaviour assessments of WT-GFP mice:  Segregation of the test animals into control (black) and stressed (red) groups, based on their baseline behaviours of open field/eagle exploration (B) or social interactions (C) with conspecifics before CSD, indicating a non-biased segregation of test animals to control or stressed groups. D. Stressed group revealed a significant decrease in social interaction compared to control after CSD (t-test, p<0.05). E. Stressed group revealed an observable though non-significant increased weight compared to control following CSD (t-test, n.s.). All error bars indicate +/- S.E.M. Black circles represent individual non-stressed control mouse, while red circles represent individual stressed mouse.	Comment by Monika Chanu Chongtham: Weight measurement points are not shown in this scheme? Please see	Comment by Monika Chanu Chongtham: Poking was only for one day not two.



































Supplementary Figure 2. Fluorescence activated nuclei sorting and characterization of GFP+ and GFP- nuclei populations. A. Following nuclei isolation, nuclei were gated according to their forward-and side-scatter properties (FSC-A/SSC-A) (top right), followed by doublet exclusion using SSC-A and SSC-W (top right). Nuclei were then gated according to their DAPI expression (DAPI VL405nm 450/50-A, bottom left) and GFP expression was used as a sorting gate (GFP BL488nm 530/30-A, bottom right). Sorted nuclei were collected in 1.5 mL Eppendorf tubes, containing the buffers for downstream analyses. B. % GFP expression of resilient, susceptible, and control mice in the PFC and vHIP. Data represents the average of 9-13 biological replicates. (PFC samples n=13,13,9; vHIP data: n=11,12,9; resilience, susceptible and control, respectively).  Error bars represent ±SD.G (Statistical test). C. Gene expression of glial (Olig2, Mog, Sox10) and interneurons (Pvalb, Vip and Sst) across GFP+ and GFP- samples in the vHIP and PFC. D-E. Single cell level expression of selected markers along with Arc as annotated in “Allen Brain Map” database (Yao et al. 2021). The heatmap represents the trimmed mean expression of single cell clusters labeled according to their cell-type in two independent sequencing platforms: 10X Genomics (D) and SMART-seq (E).  Clustered cell-types belonging to L5,L4, L5/6 NP CTX and oligodendrocytes are highlighted in yellow and red, respectively. For additional information, see “Allen Brain Map” database (Yao et al. 2021).	Comment by Monika Chanu Chongtham: which ones, res and which ones sus?
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Supplementary Figure 3.  Transcriptional analysis across the distinct comparison groups in vHIP. A-C. Principal component clustering analysis (PCA) of Res vs Ctrl (A), Sus vs Ctrl (B) and Sus vs Res (C). Resilience, Ctrl and Susceptible are represented as blue, black and red dots, respectively. D-F. Volcano plots representing the upregulated (red) and downregulated (blue) DEGs in Res vs Ctrl (D), Sus vs Ctrl (E) and Sus vs Res (F) in vHIP. G-I. Heatmaps of selected DEGs classified according to their gene family in Res vs Ctrl (J), Sus vs Ctrl (K) and Sus vs Res (L). Gene expression in G-I are represented by expression z-scores computed for selected DEGs.
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Supplementary Figure 4. Identification of shared DEGs associated with susceptible and resilient activated nuclei in the vHIP. A-B. Upset plot displaying the overlapping DEGs across the distinct behavioral conditions. DEGs were classified as total upregulated in susceptible compared to resilient (red and purple) and total upregulated resilient compared to susceptible (green and blue). 
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Supplementary Figure 5. Overlap of classified gene families across the distinct behavioral groups in the vHIP. Gene family classification was obtained using ToppGene database and gene families were overlapped across distinct behavioral comparison groups.  Each behavioral comparison comprised of DEGs classified according to their gene families (Supplementary Table 4).  Gene families were overlapped revealing 6 groups of shared genes families. Genes in purple represent shared DEGs among different comparison groups.
[image: ]	Comment by Monika Chanu Chongtham: supp fig description is missing!Supplementary Figure 6. Transcriptional analysis across the distinct comparison groups in PFC. A-C. PCA clustering analysis of Res vs Ctrl (A), Sus vs Ctrl (B) and Sus vs Res (C). D-F. Volcano plots representing the upregulated (red) and downregulated (blue) DEGs in Res vs Ctrl (D), Sus vs Ctrl (E) and Sus vs Res (F) in PFC (P-value <0.01, FDR <0.01) G. Overlap of classified gene families across the distinct behavioral groups in PFC. Each behavioral comparison comprised of DEGs classified according to their gene families (Supplementary file).  Gene families were overlapped revealing 3 groups of shared genes families. Genes in purple represent shared DEGs within different comparison groups.
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Supplementary Figure 7. Visual representation of DEGs and their corresponding Gene Ontology (GO) terms, as classified by SynGO, within a hypothetical synapse located in the vHIP. Upregulated genes in susceptible are highlighted in red while upregulated in resilient are highlighted in blue. Synapse illustration was taken from SwissBioPics database (SIB). The figure provides annotations of DEGs based on the classified SynGO Gene Ontology (GO) terms. Therefore, the annotations were systematically arranged accordingly, yet it is plausible for actual gene functions to manifest in diverse regions within the synapse. 



[image: ]Supplementary Figure 8. Visual representation of DEGs and their corresponding Gene Ontology (GO) terms, as classified by SynGO, within a hypothetical synapse located in the PFC. Upregulated genes in susceptible are highlighted in red while upregulated in resilient are highlighted in blue. Synapse illustration was taken from SwissBioPics database (SIB). The figure provides annotations of DEGs based on the classified SynGO Gene Ontology (GO) terms. Therefore, the annotations were systematically arranged accordingly, yet it is plausible for actual gene functions to manifest in diverse regions within the synapse. 
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Supplementary Figure 9. Summary of the transcriptional changes observed in activated nuclei associated with susceptible and resilient within vHIP and PFC. In the ventral hippocampus (vHIP), transcriptional changes associated with susceptibility are characterized by alterations in synaptic cytoskeleton organization and non-clustered protocadherins. On the other hand, transcriptional changes associated with resilience involve an increased expression of various glutamate ionotropic and metabotropic receptors, as well as clustered protocadherins, while the expression of RNA binding and serine/arginine splicing factors is decreased. In the prefrontal cortex (PFC), susceptibility-associated genes display an overall increase in expression, primarily observed in synaptic signaling and immediate early genes.  (NB: The most common trends of a family are depicted here, some individual genes of a family might show an opposing trend, see more details in the data).




image6.png
SI test/CD1

After CSD




image7.tiff
S TAM

Poking v

Rest 1 | S|

I I |
18 19 Tissue

4 collection
Weight

measurment




image8.tiff
Qlig2 Mog Sox10

¥ ok i

&~

Condition

8
= E3 PFCHe
c
o 0 B8 PFC-ve
I3
o )

B PFC vHip 4 Pvalb Vip Sst B8 vHp e
8 ey = T B8 vHip-ve

50 tats <0081 20| Knsiateta =042 < g — — —

ns u ns ok ik
—_— —
N ns
40 —
ns 6
154

GFP %
8

GFP %
~

. s F

20

-
—E-
——
|

Control Resilience Susceptible Control Resilience Susceptible

D 10x Genomics (Yao et al. 2021)

) .#’Mﬁﬁi r.xﬁﬂ.ﬁ fit

000 419 838 1258 1677
Measure of central tendency: Trimmed Mean (25%-75%) LOG2(CPM+1)

0.00 449 899 1348 17.98
Measure of central tendency: Trimmed Mean (25%-75%) LOG2(CPM+1)




image9.png
51205 70 Neuron nuclei INTact FACS-RY

51205 70 Neuron nuclei INTact FACS-RY

] e
Es|
8 ¥ :
+ . e
RO e S S e

16-1205 70 Neuron nuclei INTact FACS-RS

16-1205 70 Neuron nuclei INTact FACS-RS

Tube: ROPFC
Population

WA Events 11,080
1 Nuclei 9,985
M Single nuclei 9811
9573
3720
B cFPneg 5.782|

16-1205 70 Neuron nuclei INTact FACS-RS

preu
-
R i
8] 8] 3
= yyrT™T T T = > T - n " ” "
0 10 10 10t 10 o 107 o 107 1 10"
" DAPIVLA0Snm 450/50-A d GFP BL4B8nm 530/30-4 . GFP BL488nm 530/30-A





image10.tiff
A Res vs Ctrl B Sus vs Ctrl C Sus vs Res

.
6 .
.
8 5 8 § .
2 . s N 8 50
s 3 g .
£ ° . g
] o . ® . g5
& . = L) - °
So &0 & .
g R 9 . O 00 . »
. . . . . o .
-3
. M 25 . N
-5 . . o M ° .
-5 0 5 10 -10 5 0 5 10 -15 -0 5 0 5 10
PC1: 38% variance PC1: 51% variance PC1: 50% variance
D . Downregulated Genes=200 + Upregulated Genes=141 E . Downregulated Genes=438 - Upregulated Genes=322 F - Downregulated Genes=580 - Upregulated Genes=781
4
| 15
4
- . Nr4a3
3 .
o3 . 3 B 2
£ $ e :
5 Grin2b EUZ : i '~a: Tubbda E slé24a3
o2 . Griat Kenht g . Ao 4
3 ZG('gig Sic24a3 T . ) J
! “Rcd . Nptx2
sgirihato c ,,,,""" 5
; cdirsPedhgbs 1
0 o 0
4 ) 0 2 4 -4 -2 0 2 4 I E) 0 2 3
log2FoldChange log2FoldChange

Rho family GTPases
Nourod2 | Basic helix-loop

Clustered
Newrods el proteins

protocadherins Ot
Oi
Non-clustered Th
protocacherins Yuhah 7433 phosphosernel
" Yuhag phosphoteonine
o o Giutamate ionotropic Jutsz_biing procens
assium voltage
receptor NMDA type Rhob Rho family GTPases

gated channels _subunits

Gitamate fonotopic eceptor
__kainate type subunits m: IActins.
Glutamate ionotropic receptor Potassium voltage ubsts
INMDAtype subunits qned chamnete T Tubins
(Glutamate metabotropic

_|receptor

Actinelated protein Pedhas

213 complex ey

— PUbAS | Custered

(Gamma-aminobutyric acid Pedhgaty  Protocadherins

type A receptorsubunits o

[ Pedhgbt
Pedhgbd

Padhghs

Pedhght

RhoGTPase S cUTdass homeobores

activating proteins Sibz and pseudogenes

7 Hdact " Fistone deacetylases,

Hiad | clsst

= st egtng ot

—micheloop ; (CUT lass homeobores ms3 | menbrane exoytoss

Basic hlixloophelixproteins| S e B et ecepton

__MAXdimerization proteins sah2 Griké _Licinate type subunits

RNA binding motif containing|
(Cyclophilin pepticylproly!
isomerases





image11.tiff
Intersection
size
B
]

SusvsCon_UP

SusvsCon_DOWN

SusvsRes_ DOWN

SusvsRes_UP

ResvsCon_DOWN

ResvsCon_UP

uel
NS
§ &
| —
[ ]
®
[ ]
[ ]
Sus Res Sus
t vs t vs Vs
Ctrl Ctrl Res

s NI
—_—
°
°

Control
Resilience

< Susceptible

Control

> Susceptible
Resilience s

Control
Susceptible

Control
usceptible

< Resilience

Resilience

781

I 438

322




image12.tiff
UP SvR Down RvC

Down SvC

UP RvC
UP RvC UP SvC UP SvC UP SVR Down SvC Down SvR
- Glutamate ionotropic receptor NMDA type subunits - L ribosomal proteins - CUT class homeoboxes and pseudogenes
GRIN2A,GRIN2B GRIN2A,GRIN2B,GRIN3A SATB1,5ATB2,CUX2 SATB1,SATB2,CUX2
- Protein tyrosine phosphatases, receptor type RPL23A,RPLP1,RPL14, RPL23A,RPLP1,RPL14, - ArfGAPs|Ankyrin repeat domain containing
RPL4,RPL7,RPL1O RPL38,RPL36A,RPL7
PTPRA,PTPRG, ASB11,MIB2,SHANK3,RFXANK,
a 4 - N ’ " 'ANK1,ANKRD44,RAI14,ANKRD4S,
PTPRG,PTPRI PTPRJ,PTPRO KR AN oLS2 A AR (GLS2,ASAPL,ANKS1A,ANKRDA2
. TRANK1,ANKS1A,ANKZF1, . ¥ N ’
- Rho family GTPases DZANKI,RNASEL ANKRD24 LTSI
- Potassium voltage-gated channels
TG, RHORAAI;TJO&FEI;DG, RHOB,RHOG,RACL - Pleckstrin homology domain containing
KCNA4,KCND3,KCNH1 KCNC2,KCND2, . |Rho guanine nucleotide exchange factors
KCNH1,KCNQ3 |SH2 domain containing
Group 1 Group 3 TP TRIO, ITSN1ARHGEF15,TIAM2,
ARHGEF18,ARHGEF10L,TIAM1,FARP1 EASCREZ ARUCERIS TIAMY EAREL
UP RvC UP SvC Down SvR UP RvC Down SvR - Pleckstrin homology domain containing
- Fibronectin type Iil domain containing - Clustered protocadherins 'LS:K‘;"TLE:"::‘EZIE“33;’::"1:::;1' PLEKHAS, 058P2, ITSN1,PLEKHAG,DOKS,
DSCAMLI, TRIM36,ASTN1, RAsém,sﬁam,AﬁHGEF:};,nAMl,l EM2ASAR B TRAS e SRRl
SORL1,SDK1,CNTN2, IGFN1,IGSF9,COL12A1, PCDHGB6,PCDHA11, FARP1 PHLDB2 /ARHGEF18,TIAM1,FARP1,PHLDB2
NCAM1,DSCAML1,PTPRG, TNR,CNTN1,ITGB4, FNDC3A,IGDCC4,IGSF9B, PCDHGBE,PCOHGALL, PCDHA10,PCDHAS, i N A . L
PTPRI,ATF7IP,TNR PTPRG,PTPRI,PTPRO, CNTNS,ASTN2,DSCAM, 4 3 PCDHGA12,PCDHA12, - Sterile alpha motif domain containing
ROBO1,ROBO2,EPHAY PTPRT,CNTN3,EPHALD PCDHGA10,PCDHGAS, AL T
PCDHGAS,PCDHA12, g . BICC1,PPFIA4,PPFIAL,SHANK3, BICC1,SAMDS,SFMBT2,
PCDHB16,PCDHB17P, SFMBT2,L3MBTL1,SAMD10,ANKS6, 7 4 a
PCDHA10,PCDHGA12, L3MBTL1,ANKS1A EPHALO
) . N L PCDHGBA,PCDHGAS PCDHA9,PCDHGBS, ANKS1A,EPHA10
- Fibronectin type Ill domain containing d PCDHGB1,PCDHGAS,
|I-set domain containing PCDHB15 Group 5
|Protein tyrosine phosphatases, receptor type - Glutamate ionotropic receptor
GO e kainate type subunits Down RvC Down SvC Down SvR
TSRS, :gmmn;#gﬁ:, LINGOZ,LRRCACIGDCCH Ankyrin repeat domain containing
DSCAMLLKIRRELLNEGRL  occt e apat, msr;:é»g»g#:;sn, GRIK3,GRIK4 GRIK3,GRIK4 |Sterile alpha motif domain containing
LRRCIBROEOLA0ECZ |PDZ domain containing
Group 2 Group 4
P P PDLIM7,STXBP4,PDZD7,  \IAGI1,SYNI2BP,STXBP4,
oL LINTB AP :::’fralrmgl';r?::{‘?(';‘ SHROOM4, WHRN, DEPTOR,
i | 4 ! - d RIMS1,FRMPD3,PDZRN3,
LNX1,WHRN,HTRA2,APBA3  RADILMAST1,PDZRN3, PDZD2,TIAM2,GRIP1,
TIAM2,LNX1,DVL1,TIAM1, TIAML,PAT
PAT

Group 6




image13.tiff
PC2:21% variance

A Res vs Ctrl
.
25 .
.o
.
00 .
.
25 .
-50
.
5 [ 5
PC1: 36% variance
D
- Downregulated Genes=277 - Upreguiated Genes=15
Sparci
DKk
Atpbapz
seg3
4
Pmp  SlcTats
g ctsb
g )
2 Preb
82 X
T colgtt-
193 "atadz
Agod it
o2 Pezdd
0
05 10
G

1"

21

13

UP SVR

PC2: 24% variance

~log10(padi)

Sus vs Ctrl C Sus vs Res
.
6 .
.
. 3
. £3 .
g .
®
& M .
8 0
g
. .
-3
.
. . e
o 3 7 3 B g 3
PC1- 36% variance PC1: 37% varance
- Downreguiated Genes=16 + Upregulated Genes=8 * Downregulted Genes=44 * Uprguted Gnes=408
Timp:
Sumz Tmemata
Tspan3
75
- Mical2 onmi?m
g
H
s 50
Ankrd33b H
H
Ago3 '
Sik2 Homer! sy 25
st T n g™ B2 Npasd
Zotbis “Cakirt Hepad
0o
-10 -05 00 05 10 2 R 0 l
log2FoldChange log2FoldChange
Down RvC UP SvC UP SvR
UP SvC
- Synaptotagmins
SYT11,5YT1,5YT4, SYT13,5YT11,5YT1,
SYTS,SYT13,5YT6 S8 SYT4,5YT5

- Heat shock 70kDa proteins|NineTeen complex

HSPAS,HSPAB,HYOU1,

HSPA13,HSPAS
HSPH1,HSPA13

HSPAB.

UP SvC UP SVR

- BTG/Tob family

TOB1 TOB2,BTG2,T0B1

- X-linked mental retardation

NEXMIF ACSLA,NEXMIF,SYP,TSPAN7

Down RvC UP SVR

- Oligosaccharyltransferase complex subunits
- Low density lipoprotein receptors I-set domain containing|IgLON
- cell adhesion molecules
-Endogenous ligands
- Gamma-aminobutyric acid type A receptor subunits
- CD molecules|V-set domain containing|Sialic acid binding Ig like lectins
- BRICHOS domain containing
- Solute carriers
- Receptor accessory proteins
- Transmembrane p24 trafficking proteins
-Sulfatases Protein disulfide isomerases
- Granins
- Progestin and adipoQ receptor family
-Transmembrane 9 superfamily members
- ATPase Na+/K+ transporting subunits
- Fibronectin type lll domain containing I-set domain containing|
- Proprotein convertase subtilisin/kexin family -set domain containing|
-V-set domain containing|immunoglobulin like domain containing|





image14.tiff
synapse
(GO:0045202)
PPP2R1A PPP3CA YWHAQ
RHOB RPL14  RPL23A

RPL7  RPLPI
GPC6

vHIP

presynapse
(GO:0098793)
STXBP3 FBXO45 PTN

PEN1  VPS35
CACNB4 UNC13C OPHN1

presynaptic actin cytoskeleton
(G0:0099143)

presynaptic ribosome

RPL7 RPL14 RPL23A

integral component of
presynaptic membrane
(G0:0099056)

KCNC2  EFNB3  HTRIA
KCNCT OPRDT SCNTA Presynaptic
ADCY8  GRIK4 endoeyﬁc
anchored component of zone
presynaptic membrane integral component of
(G0:0099026) synaptic vesicle membrane
(G0:0030285)

presynaptic cytosol
(G0:0099523)

integral component of
presynaptic ER membrane

presynaptic intermediate
filament cytoskeleton
(G0:0099182)

NEFL

Active
zone {38
extrinsic component of synaptic

vesicle membrane
(GO:0098850)

presynaptic active zone ﬁ.
(GO:0048786)

g

integral component of presynaptic '{3

active zone membrane
(GO:0099059)

presynaptic endocytic zone

extrinsic component of synaptic
vesicle membrane  extrinsic component of postsynaptic
(G0:0098850) specialization membrane

(G0:0098833)

¥

o
.‘.r.\

presynaptic membrane
(G0:0042734)

(GO:0098892)

extrinsic component of postsynaptic
density membrane

synaptic cleft
(G0:0099147)

(GO:0043083)

integral component of
postsynaptic membrane postsynapse
(GO:0099055) (G0O:0098794)

integral component of
postsynaptic density membrane

(G0:0099061)
EFNB3 RTNA ACTR3  PFN1 WASF1
GRIA4  LRRTM3 OPRD1 NRGN ~ RTN4 VPS35
LRRC4C RAC1
ARHGEF15 TRIO
synaptic vesicle lumen Pmy"a'_*lc
(60:0034592) endocytic
s coct
. " postsynaptic actin cytoskeleton
'\ postsynaptic specialization of splne.appara us (G0:0098871)
symmetric synapse (60:0097444)

OPRD1

- (G0:0099629)

L, ]

neuronal dense core
vesicle lumen

(G0:0099013) postsynaptic cytosol
(G0:0099524)

Spine apparatus.

‘postsynaptic
ribosome

postsynaptic density . .
(GO:0014069) postsynaptic intermediate
integral component of postsynaptic filament cytoskeleton
specialization membrane (GO:0099160)
(GO:0099060)

postsynaptic membrane
(G0:0045211)

extrinsic component of
postsynaptic membrane
(GO:0098890)





image15.tiff
synapse
(G0:0045202)

NCAN RTN3 CLU
VGF

perisynaptic extracellular matrix
(GO:0098966) extrinsic component of
synaptic membrane

(G0:0099243)

PFC

integral component of
presynaptic membrane

anchored component of

(G0:0099056)
CADM3 EPHA4 ATPIA3 presynaptic membrane
FXYD6 CHRMA4 . (G0O:0099026)
Presynaptic
endocytic synaptic cleft
zone (GO:0043083) integral component of
postsynaptic membrane

integral component of
9 P integral component of

synaptic vesicle membrane . ’ Y
presynapse Y (G0:0030285) ) postsynaptic density membrane (G0:0099055)
4 extracellular matrix of (G0:0099061)
(G0:0098793) SOAPL CLENS SLCT7AG synaptic cleft EPHA4 CANX  CLONS postsynapse
SYP SYNGRI SYNPR NPTN  RLRRTM2 LPPR4 FXYDS KCND2 GABRE3
COKSRI HSPAS  PTN SYTI  SYTI1  ATP6VOE2 (GO:0098965) LRRC4B PTPRT  RTN4 (GO:0098794)
RTN4R GPM6A RTN3 integral component of ATP6AP2 CHRM4 CLSTN3 CLSTN1
neuronal dense :;:\:3 :I;‘m im:‘
core vesicle membrane synaptic vesicle membrane Pos(syna;_xic
(G0:0099066) (G0:0030672) Sdocyiy
- zone
synaptic vesicle X
}(160?0008021) postsynaptic endosome integral component of
" N " alizati (G0:0098845) spine apparatus membrane
Active - postsynaptic specialization (GO:0099065)
zone @ (G0:0099572)
presynaptic cytosol o “
(G0:0099523)
neuronal dense
Ny Spine apparatus
presynaptic active zone ﬁ Q‘\ core vesicle
(G0:0098992)

(GO:0048786)

postsynaptic specialization
membrane
(G0:0099634)

Se3
<
ooo. postsynaptic density . ialioatt
N . ° o y ostsynaptic specialization,
integral component of presynaptic .{13 .‘l; (G0:0014069) integral component of postsynaptic pintrzcelﬁjlar fomponent
specialization membrane

active zone membrane
(GO:0099059)

integral component of
synaptic membrane
(G0:0099699)

PTPRA

synaptic membrane
(G0:0097060)

anchored component of
postsynaptic membrane
(G0:0099025)

(G0:0099060)

GABRB2 GABRAT HTRSA
GABRB3 KCND2 LRRTM2

(G0:0099091)
z





image16.tiff
VvHIP

Presynaptic

e Postsynaptic
~

Non-clustered AN\
protedehrins 1 )
~ —~

Rho family *\

_ GTPases
— =

ST TN Corma aminoburyicAN
(rna rnb(;;‘l? g* ) & typeArE?ego* U

-
Ve *\
 Lribosomal
N2 (" Tubuiins */ ( «_prioeins ) S——
— = ~ \_l/ —_ T T T —
Serine and (!;Glulamale\onmmnl( NS

{ argininerich prorNMDA type subunitt ] )

/___~

Clus(ered f
(promdehnns )

(/ Solute carriers f\
N /

— = -
(Giutamate metabotropic
receptors
—

@ susceptible-associated
@ Resilient-associated

f * Up or downregulation
[ ] Goterm dlassification

—~
(___ Gene family classification

PFC

Presynaptic

— SN

e = Postsynaptic
/Endogenous ligands f/ —~ ATPase NaJr/KJr *\
\ - \transportmg subunlt
IEGs 1 S

/,,_ —

/ Synaptotagmins f ) /Gamma aminobutyric acid *\
=T N __type Areceptor

=g





image1.tiff
AN | A

= 3

@&

315 sec encounter 2ahr seperation e
3 weeks-old mice
VAT
N
I csD | IR A=A
| Ctr I 1T 1
1 17 18 20

Density gradient
nuclei isolation

P2 prc | 4:\ :

nucRNA-seq

arps

Sl Index

500+

4004

300+

2004

1009

PFC

Kiuske-asp = 0081
L
o

=

arps

VHip

Kusal-Wass, p= 042

Contrl Resfience Suscepite

Gontrol Resence Suscestoe





image2.png
weight in g

351

15

Weight measurements

T T
Day 2

T T
Day 12

T T
Day 19

Before CSD

After CSD

o

o

Control
Stressed




image3.png
Distance in cm

5000

4000

w
(=}
o
o
|

2000

1000

Open field test

without eagle

° with eagle

Before CSD




image4.png
SI test/CO

o
00

o &#lo 00°
©

o
[e]

800

1
o
o
©

o

o

<
xoput IS

1
(=]
(=]
N

Before CSD




image5.png
weight in g

weight measurements

30-
o 00
o o .
o o 0000 800%
000 0o g ° g 00°
25 ° o, 8ggg  owge &R
000 °gggg 3—@5 ,_%_o 0% 3§gg
° o g%.( 8 boo 8
LEE;_E 838 <1 ¢ §og ¥ °°o
204 [ ¥ )
o o
15 1 1 1 1 1 1
Day 2 Day 12 Day 19

Before CSD

After CSD

o

o

Control

Stressed




