
Outline

RNAseq samples

Control VS treatment

Control Samples along time

Treatment Samples along time

Controls

Treatment



Outline

RNAseq samples

Control VS treatment

Control Samples along time

Treatment Samples along time

Controls

Treatment



RNAseq samples

2 2

2 1

2

2 1

2 −96h_of_development

11h_of_cell_death

25h

15h

0h

co
nt

ro
l

tre
at

m
en

t

time
96h_of_development
11h_of_cell_death
25h
15h
0h



Outline

RNAseq samples

Control VS treatment

Control Samples along time

Treatment Samples along time

Controls

Treatment



DEG - control VS treatment
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DEG - control VS treatment 0h - 16 genes
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involved in execution phase of apoptosis
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involved in ubiquitin−dependent protein catabolic process
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DEG - control VS treatment 25h - 295 genes
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DEG - control samples along time
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DEG - control 0h VS control 25h - 1 gene
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DEG - treatment samples along time
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DEG - treatment 0h VS 15h - 33 genes
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DEG - treatment 0h VS 25h - 90 genes
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DEG - treatment 15h VS 25h - 7 genes

2 2

2 1

2

2 1

2 −96h_of_development

11h_of_cell_death

25h

15h

0h

co
nt

ro
l

tre
at

m
en

t

VS

chromosome organization

cellular response
to stress

storage protein import
into fat body

response to heat

response to oxygen levels

response to hypoxia

heat shock−mediated
polytene chromosome puffing

0 2 4 6 8
−log10(pvalue)

25h;treatment
15h;treatment
15h;treatment

F
B

gn
00

13
27

8

F
B

gn
00

02
53

5

F
B

gn
00

85
19

5

F
B

gn
00

51
35

4

F
B

gn
00

39
68

2

F
B

gn
00

00
63

9

F
B

gn
00

39
68

5

−0.5 0.0 0.5 1.0

value

tim
e time

15h
25h



DEG - treatment samples along time
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DEG - control VS treatment 11h of cell death - 463

genes
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DEG - control 11h of cell death VS 96h of development

- 415 genes
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DEG - control 11h of cell death VS control 0h - 0
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DEG - control 11h of cell death VS control 25h - 116
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DEG - control 96h of development VS control 0h - 46
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DEG - control 96h of development VS control 25h -

501 genes
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DEG - treatment 11h of cell death VS treatment 0h -
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DEG - treatment 11h of cell death VS treatment 25h
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