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GOs shared only by CPT 24-48 and Ola2-24:

G0:0051179 localization
G0:0009611 response to wounding
G0:0032502 developmental process

GOs shared only by Ola24-48:

G0:0043604 amide biosynthetic process
G0:006412 translation
G0:0022900 electron transport chain

55 GO terms clustered by 'binary_cut'

/

carboxylic alphaamino organic

process

catabolic metabolic small molecule amino

nnnnnn on ‘

o
transport electron chain syntesis coupled atp eneray precursor metaboltes

. 5x104

5x102

organonitrogen

ProCess biosynthetic pepiide metanolic amide caonyarate transias

compound

‘:-:'1

ton ~ cellular

Similarity

0.8
0.6

ellular

myelod <
development structure

] &

jon cell process

0.4
0.2

transport migration localization ciearance cell apoptotic granulocyte — transmembrane

0

homeostasis cells myeloid cell process homeostatic ~regulation quality - biological

process - metabolic

process  organismal  multicelular

carbohydrate ‘

Supplementary Figure S1. Summary of significantly (padj < 0.05) enrichment Gene Ontology

(GO) terms associated with the down-regulated differentially expressed genes. (a) Overlap of the

enriched GO terms between each treatment condition. Shown is a subset of the list of Biological

Processes shared by some of the treatment groups. (b) Summarized GO terms. Left most heatmap

represents the padj values for the enriched GO terms. Second heatmap shows the similarity matrix

of the GO terms.




GOs shared only by CPT 24-48 and Ola:

+  GO0:0006281 DNA Repair

«  GO0:0006974 cellular response to DNA
damage stimulus

+ G0:0022402 cell cycle process

GO0:0033554 cellular response to stress
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Supplementary Figure S2. Summary of significantly (padj < 0.05) enrichment Gene Ontology
(GO) terms associated with the up-regulated differentially expressed genes. (a) Overlap of the
enriched GO terms between each treatment condition. Shown is a subset of the list of Biological
Processes shared by CPT 24-48 and the Ola treatment groups related to DNA damage response.

(b) Summarized GO terms. Left most heatmap represents the padj values for the enriched GO
terms. Second heatmap shows the similarity matrix of the GO terms.
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Supplementary Figure S3. List of significantly enriched Gene Ontology terms associated with
Developmental Biological Processes that were either up-regulated or down-regulated within the
treated samples versus the control. Color scale represents the adjust p-values less than 0.05, with
empty circles showing those greater than 0.05. The size of the circle represents the number of
significantly differentially expressed genes that are part of the given GO term
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Supplementary Figure S4. Significantly (padj < 0.1) differentially expressed genes mapped to
the KEGG pathway, cell cycle (hsa04110). Color scale represents the Log?2 fold change between

the treated and the control samples, capped at a maximum of 3 and minimum of -3.
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Supplementary Figure S5. Significantly (padj < 0.1) differentially expressed genes mapped to

the KEGG pathway, base excision repair (hsa03410). Color scale represents the Log?2 fold change

between the treated and the control samples, capped at a maximum of 3 and minimum of -3.




CPT24-48

CPT48-72

MISMATCH REPAIR | ' MISMATCH REPAIR ' '
-3 0 3 -3 0 3
Prokaryotic fype Eukaryotic ype Prokaryotic type Eukaryotic ype
Mipeir DNA Mispeir DNA Mispeiz DNA Mispeir DNA
o - & i - e
s 3 Templtestnd 5 E3 3 Templtestnd 5 E3
E 5 Deghterstad 3 N 5 Dughterstwd ¥ N
Mistatch recognition. Mismatch recogrition nick Mismatch recogaition. Mismateh recogrition nick
(s | Major components in cells (s | Major components in cells
MutLa, [rec]
MutSe. [ MsH6 [IMSH2 |
R o R ci R R ci b cis 5
2 : - : : Mt [ 7352 |
L Mutsp Lo Mutsp
Incision Incision
- g
Goaml ¥ e el ' Musp menloen
/-\ PCNA PCNA
ck C] f CI C]
5 s 5\'}“"’ 3 % REC % s e s C&P 3 P REC s
3 ML & s 3 ~s 3 Ml s 3 ’ -5
Mus /7 \Mul Mus /7 N\ Mul
Helisse Il Excision Exmclesses bowolog iy, HoMOE Helose Il Eacison Esnucleases o homolog
l [E=] l I
5 f s 3 5 3 5 e e 3 5
Helicase I — 5 ¥ — =R Heliase Il — 5 3 — S =
N N NV e S
DNA re-symthesis DNA re-synthesis Esonuclesse DNA re-symthesis DNA re-synthesis Baonuckase
[Deott] [Crea] [ras] 57wl l
ssB s5B
Cl C} Cl
s —EOOOSQE s s OOOOO 5 5 — OO0 s s OOOOO 5
3 — 5 3 -5 3 — s 3 s
polyes . . T .
Lotk Parcmas Lotk DNApolymersse 5 Lipticy PilApolymense 1t Lotian DNApolymersse 5
] (o] 5] [ [mra] l
o o o
5 KB ‘b 3 5 3 - ¢ Eb C‘B 3 5 4
— L Ligl e [— T ——
2 ol ol - ¥ - 4 3 ol ¢l Lz 3 5
(Escherichiacob) (Human) (Bscherichiacob) (Human)
Data on KEGG graph Data on KEGG graph
Rendered by Pathview Rendered by Pathview
MISMATCH REPAIR. | ' MISMATCH REPAIR ' I
3 0 3 3 0 3
Prokaryotic type Eukaryotic type Prokaryotic type Eukaryotic type
Mispair DNA Mispair DNA Mispair DNA Mispair DNA
Crb 7 C"B / C!’B 7 C"B
s 3 Temphtestrad 5 E 3 Templtestand 5 3
3 5 Dughterstand 3 Nk 5 Dughterstwd 3 Noiid
Mismatch recogrition. Misraatch recoguition nick Mismatch recogrition Miswatch recogrition nick
(s | Major components in cells (s | Major components i cells
Mutle, [xEc] Mutla e
MutSe. MutSe.
5 o e cw 5 [eoRE] 5 ci o o 5 [pena]
7 5 MutLa 7 5 MutLa.
Mul Muts Mul Musp
Incision Incision
MLHI/MLH3 MLHI/MLH3
o 1 =] ; v R
PONA 7\ PONA
5 O mus 0 3 5 REC S s O s o OB - 3 REC 5
3 — Mﬂ@/—f E - 3 — Mm.@/_s' 3 ’ =i
Mus /7 N\ Mul Mus /7 N\ Mul
Helicsse Il Excison Exonuclsses horeolog n  bomobg Helewe Il Excison Exomcleases bomObg priion PRI
&=l =l
5 P i £ s 3 s 2 2 ] 5 £
? Helicase II' — ?—v——‘—‘ =5 2 Helicase II — B‘—V__'_ =5
R . R -
DNA re-synthesis DNA re-synthesis Exoanclease DNA re-synthesis DNA re-synthesis Exomcloase
[Deott] [Crea] [ ] [Deott] [E7u) l el
o dssa o o dssa o
s OO0 E 5 OOOOO s OO0 3 5 OOOOO E
e — 5 — . I — ¥ P 5
—— "
Loty PiiApobmense 1t Ltk DNApolymerase 5 Tm B T Tm DNApolyenss
o [ [ [
5 (i { £ s E] s e i 3 s 3
— g — ] — —_— L —————— gl
3 o e == 5 3 Lg s 3 o o K 3 Lg 5
(Escherichiacob) (Human) (Escherichincol) (Humen)
Data on KEGG graph Data on KEGG graph
Rendered by Pathview Rendered by Pathview

Supplementary Figure S6. Significantly (padj < 0.1) differentially expressed genes mapped to

the KEGG pathway, mismatch repair (hsa03430). Color scale represents the Log?2 fold change

between the treated and the control samples, capped at a maximum of 3 and minimum of -3.
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Supplementary Figure S7. Significantly (padj < 0.1) differentially expressed genes mapped to the
KEGG pathway, nucleotide excision repair (hsa03420). Color scale represents the Log?2 fold change
between the treated and the control samples, capped at a maximum of 3 and minimum of -3.
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Supplementary Figure S8. Significantly (padj <0.1) differentially expressed genes mapped to

the KEGG pathway, homologous recombination (hsa03440). Color scale represents the Log?2 fold

change between the treated and the control samples, capped at a maximum of 3 and minimum

of -3.
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Supplementary Figure S9. Two-dimensional gel electrophoresis of sterlet embryo proteins following exposure to CPT. The separated
proteins were stained with Coomassie Brilliant Blue R-250.
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Supplementary Figure S10. Two-dimensional gel electrophoresis of sterlet embryo proteins following exposure to Olaparib. The
separated proteins were stained with Coomassie Brilliant Blue R-250.



