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Figure Sla. Graphical representation of preprocessing results. (A) Bar plot of total read
count in all nine samples. (B) Density plot of transformed data. (C) distribution of
transformed data. (D) PCA plots of differential expression against the first and the second
principal components were used to determine the difference between the groups.



Multidimensional scaling (MDS)
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Figure S1b. Multidimensional scaling and t-SNE plot for all sample used in the study



Function enrichment bubble plot
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Figure S2a. Bubble plot for GO annotation of 53 Down regulated DEGs is comparison between
ADM mice Vs ADM mice+C3Ggroups



Function enrichment bubble plot
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Figure S2b. Bubble plot for GO annotation of 904 Down regulated DEGs is comparison between

ADM mice Vs Wt mice groups



Terms or pathways

Figure S2c. Bubble plot for reactome annotation of 487 upregulated DEGs is comparison

RUNX1_regulates_genes_involved_in_megakaryocyte_differentiation_and_platelet_function -

Recognition_and_association_of_DNA_glycosylase_with_site_containing_an_affected_purine 4

Function enrichment bubble plot

Resolution_of_Sister_Chromatid_Cohesion -

PRC2_methylates_histones_and_DNA 4

Nucleosome _assembly -

M_Phase o

Mitotic_Prophase -

Mitotic_Prometaphase -

Inhibition_of DNA_recombination_at_telomere -
HDACSs_deacetylate_histones
DNA_Damage/Telomere_Stress_Induced_Senescence -
Depurination 5
Deposition_of_new_CENPA-containing_nucleosomes_at_the_centromere 4
Condensation_of_Prophase_Chromosomes
Cleavage_of_the_damaged_purine 4
Chromosome_Maintenance

Cell_Cycle, Mitotic 4

Cell_Cycle_Checkpoints

Cell_Cycle q

Base—Excision_Repair, AP_Site Formation

between ADM mice Vs ADM mice+C3G groups

20 40 60
Rich Factor (Obs/Exp)

- logp(Qualue)

30
25
20

15

Gene number

e 20
e 40
@ 60
@ 80



D

| o * L
R ° T
® ! § ; \ ni ! o® S I
SMB ] i ; wﬁmémﬁ , g ! Op'p; . @, %Cm o ‘o
! o ® _ ! [ meme ﬂ_vm ®: 1 | ® ®
i lolg® i o O : L lp @l @,
PpO®, oy @ | % , o o, %10
m me Gm 13 MS.CMGE i © MDWC mew WG
e m.,.,. H ) ee We y m wea em
g . ® me mﬁms \8 mﬂum wo
! mﬁ: . ®:
N ® n ] i
i1 e 'p®; ©
1k ; u
m i eew!‘ ‘®
®O , mew m
il ® DO
DODD®
§ m 3
o® e
i1 ‘®
; em ®
em em .
®, i ue
f 2
® ®] )
. © . i f
®; ® ®o®
©. i1
:
®; ® ®0
| ® 1
{ R
®, @ ®®
P IR
'®, ® D@®
8 mﬂu g we H () ® em s |
5 - e em 1/ e /1 ;| i 5 § e 3 s 1 ene
e meem Weeme. m ese mem . i emwe e ; Wewe;e meem aemeu L
£ i e E e H K e 8| " em m g e; B £ H
® ® ® O i ®3 1 T @ 3 T D00
o | o0y © ooe 0P oo
®
i
©

identified in ADM mice Vs

protein interaction network between the DEGs

Figure S3a. Protein
Wt micecomparison



Figure S3b. Protein-protein interaction network between the DEGs identified in ADM mice Vs
ADM mice+C3G comparison



