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Mapping stats

Peak calling



Uniquely % Uniquely mapped % mapped unmapped
id reads mapped reads mapped reads multiple loci multiple loci too short
eyel 38,164,421 25,859,480 67.76% 1,086,242 2.85% 26.11%
eye2 39,553,256 33,523,739 84.76% 1,422,159 3.60% 7.81%
ctrl-96h-1 31,165,523 23,912,148 76.73% 790,514 2.54% 18.22%
ctrl-96h-2 42,554,815 33,301,213 78.25% 1,940,209 4.56% 13.04%
11h-Oh-ctrl-1 42,755,866 33,232,371 77.73% 996,926 2.33% 17.32%
11h-0Oh-ctrl-2 40,629,916 30,849,827 75.93% 1,318,698 3.25% 17.48%
11h-0h-1 37,206,314 23,521,988 63.22% 2,055,780 5.53% 26.39%
11h-0h-2 39,172,203 28,179,076 71.94% 1,630,227 3.91% 20.77%
16h-Oh-ctrl-1 27,229,630 23,345,989 85.74% 924,314 3.39% 7.59%
16h-Oh-ctrl-2 31,163,300 24,285,870 77.93% 887,087 2.85% 16.46%
16h-0h-1 33,530,934 25,385,401 75.71% 985,095 2.94% 18.69%
16h-0h-2 39,498,659 26,695,941 67.59% 959,131 2.43% 27.88%
16h-15h-ctrl-1 33,805,236 19,462,562 57.57% 1,109,199 3.28% 35.99%
16h-15h-ctrl-2 35,428,731 25,439,143 71.80% 1,383,546 3.91% 20.37%
16h-15h-1 34,716,712 28,706,599 82.69% 1,433,437 4.13% 9.57%
16h-15h-2 30,936,937 22,732,653 73.48% 952,562 3.08% 20.47%
16h-25h-ctrl-1 36,511,208 29,609,781 81.10% 1,102,594 3.02% 12.67%
16h-25h-ctrl-2 39,248,886 30,389,394 77.43% 929,551 2.37% 17.50%
16h-25h-1 32,414,365 23,552,045 72.66% 1,348,374 4.16% 19.53%
16h-25h-2 36,262,439 26,846,043 74.03% 1,172,847 3.23% 19.68%
wing Marina 97,722,180 83,644,595 85.59% 2,877,021 2.94% 8.20%
Aerts et al 2015 16,077,656 14,138,498 87.94% 537,516 3.34% 4.21%
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Peak calling

» uniquely mapped reads
> extsize 100
» shift -50
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Correlation between replicates: mean 10kb window
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Correlation between replicates: mean 10kb window
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Correlation between replicates: mean 10kb window

11 hours of cell death, dissection at Oh after cell death induction
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Correlation between replicates: mean 10kb window

16 hours of cell death, dissection at Oh after cell death induction
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Correlation between replicates: mean 10kb window

16 hours of cell death, dissection at 15h after cell death induction
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Correlation between replicates: mean 10kb window

16 hours of cell death, dissection at 25h after cell death induction
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Number of peaks called

nb of peaks nb of peaks per chr nb of peaks per chr
sample nb of peaks chr sample nb peaks chr sample nb peaks
11h-0h-1 19417 chr2L 11h-Oh-1 3307 chr2R 11h-Oh-1 3625
11h-0h-2 21033 chr2L 11h-0h-2 3575 chr2R 11h-0Oh-2 3826
11h-0Oh-ctrl-1 25150 chr2L 11h-0Oh-ctrl-1 4518 chr2R 11h-Oh-ctrl-1 4744
11h-0Oh-ctrl-2 24026 chr2L 11h-Oh-ctrl-2 4221 chr2R 11h-Oh-ctrl-2 4522
16h-0h-1 23532 chr2L 16h-0h-1 4123 chr2R 16h-0h-1 4308
16h-0h-2 26079 chr2L 16h-0h-2 4706 chr2R 16h-0h-2 4807
16h-0h-ctrl-1 24022 chr2L 16h-0h-ctrl-1 4336 chr2R 16h-Oh-ctrl-1 4485
16h-0h-ctrl-2 23053 chr2lL 16h-0h-ctrl-2 4075 chr2R 16h-Oh-ctrl-2 4258
16h-15h-1 25156 chr2lL 16h-15h-1 4393 chr2R 16h-15h-1 4655
16h-15h-2 24234 chr2L 16h-15h-2 4243 chr2R 16h-15h-2 4411
16h-15h-ctrl-1 23522 chr2L 16h-15h-ctrl-1 4083 chr2R 16h-15h-ctrl-1 4327
16h-15h-ctrl-2 24701 chr2L 16h-15h-ctrl-2 4322 chr2R 16h-15h-ctrl-2 4502
16h-25h-1 24337 chr2L 16h-25h-1 4141 chr2R 16h-25h-1 4330
16h-25h-2 24156 chr2L 16h-25h-2 4268 chr2R 16h-25h-2 4481
16h-25h-ctrl-1 23795 chr2L 16h-25h-ctrl-1 4228 chr2R 16h-25h-ctrl-1 4455
16h-25h-ctrl-2 23234 chr2L 16h-25h-ctrl-2 4145 chr2R 16h-25h-ctrl-2 4340
ctrl-96h-1 25866 chraL ctrl-96h-1 4556 chr2R ctrl-96h-1 4753
ctrl-96h-2 25850 chraL ctrl-96h-2 4371 chr2R ctrl-96h-2 4737
eyel 23095 chr2L eyel 4094 chr2R eyel 4287
eye2 24956 chr2L eye2 4424 chr2R eye2 4604




Number of peaks called

nb of peaks per chr

nb of peaks per chr

nb of peaks per chr

chr sample nb peaks chr sample nb peaks chr sample nb peaks
chr3L 11h-0h-1 4025 chr3R 11h-0Oh-1 4497 chr4 11h-Oh-1 170
chr3L 11h-0h-2 4350 chr3R 11h-Oh-2 4572 chr4 11h-Oh-2 229
chr3L 11h-Oh-ctrl-1 5285 chr3R 11h-Oh-ctrl-1 5760 chr4 11h-Oh-ctrl-1 266
chr3L 11h-Oh-ctrl-2 4957 chr3R 11h-Oh-ctrl-2 5453 chr4 11h-Oh-ctrl-2 260
chr3L 16h-0h-1 4906 chr3R 16h-0h-1 5243 chr4 16h-0h-1 227
chr3L 16h-0h-2 5454 chr3R 16h-0h-2 5925 chr4 16h-0h-2 257
chr3L 16h-0h-ctrl-1 5023 chr3R 16h-0h-ctrl-1 5431 chr4 16h-0Oh-ctrl-1 228
chr3L 16h-0h-ctrl-2 4783 chr3R 16h-0h-ctrl-2 5176 chr4 16h-0Oh-ctrl-2 264
chr3L 16h-15h-1 5207 chr3R 16h-15h-1 5674 chr4 16h-15h-1 268
chr3L 16h-15h-2 5045 chr3R 16h-15h-2 5371 chr4 16h-15h-2 280
chr3L 16h-15h-ctrl-1 4838 chr3R 16h-15h-ctrl-1 5244 chr4 16h-15h-ctrl-1 205
chr3L 16h-15h-ctrl-2 5095 chr3R 16h-15h-ctrl-2 5567 chr4 16h-15h-ctrl-2 287
chr3L 16h-25h-1 4948 chr3R 16h-25h-1 5360 chr4 16h-25h-1 264
chr3L 16h-25h-2 5036 chr3R 16h-25h-2 5415 chr4 16h-25h-2 314
chr3L 16h-25h-ctrl-1 4874 chr3R 16h-25h-ctrl-1 5444 chr4 16h-25h-ctrl-1 334
chr3L 16h-25h-ctrl-2 4895 chr3R 16h-25h-ctrl-2 5355 chr4 16h-25h-ctrl-2 289
chr3L ctrl-96h-1 5331 chr3R ctrl-96h-1 5845 chr4 ctrl-96h-1 250
chr3L ctrl-96h-2 5203 chr3R ctrl-96h-2 5747 chr4 ctrl-96h-2 240
chr3L eyel 4758 chr3R eyel 5076 chr4 eyel 375
chr3L eye2 5120 chr3R eye2 5687 chr4 eye2 310




Number of peaks called

nb of peaks per chr

chr sample nb peaks
chrM 11h-0h-1 8
chrM 11h-0h-2 8
chrM 11h-Oh-ctrl-1 8
chrM 11h-Oh-ctrl-2 9
chrM 16h-0h-1 10
chrM 16h-0h-2 8
chrM 16h-Oh-ctrl-1 11
chrM 16h-0Oh-ctrl-2 9
chrM 16h-15h-1 8
chrM 16h-15h-2 9
chrM 16h-15h-ctrl-1 8
chrM 16h-15h-ctrl-2 9
chrM 16h-25h-1 9
chrM 16h-25h-2 9
chrM 16h-25h-ctrl-1 9
chrM 16h-25h-ctrl-2 10
chrM ctrl-96h-1 10
chrM ctrl-96h-2 6
chrM eyel 8
chrM eye2 11




Number of peaks called shared by replicates

Peaks should have 50% overlap between replicates

nb of peaks for each replicate nb of peaks shared by replicates

sample nb of peaks sample shared peaks
11h-Oh-1 19417 11h-Oh-ctrl 19318
11h-0h-2 21033 11h-Oh 12671
11h-Oh-ctrl-1 25150 16h-Oh-ctrl 17180
11h-Oh-ctrl-2 24026 16h-0h 19080
16h-0h-1 23532 16h-15h-ctrl 17950
16h-0h-2 26079 16h-15h 18711
16h-Oh-ctrl-1 24022 16h-25h-ctrl 18291
16h-Oh-ctrl-2 23053 16h-25h 17989
16h-15h-1 25156 ctrl-96h 19037
16h-15h-2 24234

16h-15h-ctrl-1 23522

16h-15h-ctrl-2 24701

16h-25h-1 24337

16h-25h-2 24156

16h-25h-ctrl-1 23795

16h-25h-ctrl-2 23234

ctrl-96h-1 25866

ctrl-96h-2 25850

eyel 23095

eye2 24956




Number of peaks - comparison between samples

Peaks should have 40% overlap between samples

Used only the peaks shared by both replicates

nb of peaks shared in each comparison nb of peaks different in each comparison
sample shared peaks sample different peaks
16h-Oh-treat VS 16h-25h-treat 15041 16h-Oh-treat VS 16h-25h-treat 4048
16h-0h-ctrl VS 16h-Oh-treat 14775 16h-25h-treat VS 16h-Oh-treat 2692
16h-Oh-ctrl VS 16h-25h-ctrl 14298 16h-Oh-ctrl VS 16h-Oh-treat 2412
16h-25h-ctrl VS 16h-25h-treat 14668 16h-Oh-treat VS 16h-0Oh-ctrl 4262
16h-Oh-ctrl VS 16h-25h-ctrl 2890
16h-25h-ctrl VS 16h-0Oh-ctrl 3755
16h-25h-ctrl VS 16h-25h-treat 3631
16h-25h-treat VS 16h-25h-ctrl 3189




Compare peaks heights between Oh control and Oh

treatment
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Compare peaks heights between 0h contro

treatment
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Compare peaks heights between Oh control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between Oh control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Compare peaks heights between 0h control and Oh
treatment
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Number of peaks in the TSS of 41 upregulated genes

meta-gene Oh-ctrl-1 Oh-ctrl-2 Oh-treat-1 Oh-treat-2 25h-treat-1 25h-treat-2
CG31955-mRNA-FBgn0051955 3 2 2 2
CR43465-ncRNA-FBgn0263442
CG12560-mRNA-FBgn0031974
Aldh-mRNA-FBgn0012036
CR44845-ncRNA-FBgn0266139
CG7294-mRNA-FBgn0032284
Adh-mRNA-FBgn0000055
CG10621-mRNA-FBgn0032726
fon-mRNA-FBgn0032773
CG33509-mRNA-FBgn0053509
ppk13-mRNA-FBgn0053508
scaf-mRNA-FBgn0033033
Cpr49Ah-mRNA-FBgn0033731
CG6701-mRNA-FBgn0033889
Arc1-mRNA-FBgn0033926
LamC-mRNA-FBgn0010397
CG10527-mRNA-FBgn0034583
lama-mRNA-FBgn0016031
rpr-mRNA-FBgn0011706

N
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CR43465-ncRNA-FBgn0263442

chr2L:5,969,596-5,971,929 2,334 bp. | enter position, gene symbol or search terms

[errer casnsy

Seate
I erraL:

|Lls e, narravpeak
|Lls 8-, narrourear
L5170 narrour eak
L5 63145, narrour cak
L5 6006, narrourear
|Lls e, narraupeak
|Lls 601, narraur cak
|Lls st narrour eak
|Llz7422, narronr cak
|Llsz7452, narrourear
|Llrezr422,broacpeak

|_|rse7402,broasrear

5,975, 00l

s, 970,500l =.q71, s0sl '
$ER. O£ EEDELACH_7_N785-NRBE- 100, na PRSI
16612530 7ORGHY_4_T80-1EB4-1e0, P orEalc

180 Lah_ctr 11, CE0BLACIX_S T 98-S -1, narroupe Ak

Lo a7 112, CATELATH 07 44-NE43-10 narranP

16 _2Sh_1CO03LACIK 7_1788-NS 9310, mrroureaK

15 25 _2, CR03LACIX B LNT05-HE 02100, marrouFeak

Loh 251 1, SEDEL ACHH_5NFB-HBB - naroutenk

Lo _2sh_cr 12, CoDALACK_6_NTOB-SSE A narrourenk

HoKETAE, HOKETAG_HID_Ri_SRRSETAIaarrouFea
HoKAT1 Ok S _WID_KI_SRRSETA32, NarrouFeaK
HokaTaz, HaleTa:_IID_R1_SRRSE713, broncRank

ke 1, HaK 4me L_WID_Ri_SRRS2T452, broacPesk

Refseq Senes (hu Fiusase)

ane
5,971,500




CR43465-ncRNA-FBgn0263442

chr2L:5,968,692-5,972,192 3,501 bp. | enter position, gene symbol or search terms l go

[erwar caseer

G T =
e (AT O SR

en_on_s, covaL nciy
i s
I} B _ e

e conshth
i o
: _ R ottt e

26 TBh_Eh_1 CAD2L ALK 71 82-NE 3-14
180 _28h_1, canaLAc;

l

.
[ a0 _ 18h_25h_2, ¢802LACKK_5_N7 85—NS 62-Nx
o e e, e . ottt e |

t Ten_25h_ctr |1, ADELACKA_5_NTB5-H585-HA
18h_eSh_ctr1_t, 08
5

F

| Ten_ash_ctr 2, Co0aLACKH_6_NT08-582=t
18n_zsn_ctr1_2, ca

f

5 _
i 20 H3K273C_WID_F1_SRRS27433, HaH2TAC 1 |2ups 193 |

oo, _ootle——

26 FEATE | W10_F1_SRRG2 7432, HaKANS L, b1 12UpS 193 1
HaKawe 1 _uI0_R1_SK|

8 —————
= ReFSeq Genes (R FIGBRZE)




Adh-mRNA-FBgn0000055

chr2L:14,612,463-14,619,164 6,702 bp

enter position, gene symbol or search terms

[

chreL ¢ases)

o B £
o= 1 14,814, 900] 14,515, 0ol 14, 615, 000l 12,817, 00l 13,813, 000l 14,815, 900l
ARSI et
[EEp— |
18n_th_2, CE0TCATKK_A_N7#3-HE S4-N marrauPeak
|Llses-tis, narraupeat: I
18n_h_ctn 1L, £202LACHA 5 TSNS T4, narrauP eak
|Llss7-1i¢, narranreatc
18n_tin_ctn1 2, BE02LACHA B T - NEES 14, narrouPeak
|Llses-tit, narranreatc

18h_E5n_1, GBDELAGHH_7_NTE2-5 85~V narroureak
| szt narroupeai

18n_251n_2, GBDELAGHH_5_NTES-5 821, narroureak
| szt narroureai

18h_ESh_CTr1_1, CB0EL ACKH
| st narroureai

_N7B3-S B3-1K, AT DUFe Ak
18h_ESh_CTr-1_=, DBDEL ACHH_5_N70E -5 BE- I, narrouFeak
| 5ozt narroureak

H3K2TaC, HaK2TaE_WID_R1_SRES27433 , narroureal
|Ls=7as3, narrourear I

|
HaKkAnG1, HaKANe1_WID_R1_SRES27432, narroureak
|_lsz7as2, narroureai

HOKE A T aC_ATD_R1_SRRB27453,Bromabak
rozraz arosarea
B ket A _ATD_R1_SRRS7452,brosdPeak
[ ——
B Recasn cenes (ny Fiygsse)
osp
ped
e
fed
prosypp—

t




Adh-mRNA-FBgn0000055

4,610,924-14,622,029 11,106 bp.

enter position, gene symbol or search terms

enroL gasea)

Seaie
chraL;

B0 _

181 _8h_1, C30BLACK
o

50

18h_sh_z, 03070AGH
0

s0
18n_en_ctr1_1,c50;
o

50
s6h_sk_cer 2, 080:
o

o~
18h_gSh_1,0802LAc
]

o 2
18n_z5n_2, canzLac;
o

a0 C
18n_zsh_cor_1, o3
o

50
18h_esh_ctr1_2,e3|
i

rakarac MID_R1_SRI
o

Hakane 1 WID_R1_SRI
0

14,615, 09|
18h_oh_1, 002L ACKH_7_N781-NS62-HK

BN o2 G0 TCACIH 4 17 85= NS4 T3
TR B EEr |1, CADCL AL BN TECTETT T,
TEn B cur |2, CEDELACAN &N To4-HEEE T
TER_EEn 1 CADELAL AT 7 BE-B oA,
I e e
TER-28hcor 121, CRDELACAR 51T 03-NE§a- i
TEN-25n_COr 12, CRURLAGAN 6T A TSEE
WS TaE MO F1 SRRO2 458, HSK2TA0, 1 1600S 19031
AT SHID R (SRRGE 1432, HEMHNET, BT TERS 1208 |

Rerseq Genes (bd Fldbases

| ans
14,822, 000l

osn
fo |

o3p
osn T

o I

CRa3411




Number of peaks in the TSS of 41 upregulated genes

meta-gene Oh-ctrl-1 Oh-ctrl-2 Oh-treat-1 Oh-treat-2 25h-treat-1 25h-treat-2
TfAP-2-mRNA-FBgn0261953 1 1 2 2 2 2
CR46123-ncRNA-FBgn0267798
alpha-Est2-mRNA-FBgn0015570
Hsp70Ab-mRNA-FBgn0013276
CG5167-mRNA-FBgn0038038
Hsp70Bb-mRNA-FBgn0013278
CG31313-mRNA-FBgn0051313
ea-mRNA-FBgn0000533
CG33099-mRNA-FBgn0053099
CG5326-mRNA-FBgn0038983
Hsp68-mRNA-FBgn0001230
Ude-mRNA-FBgn0039226
CG34291-mRNA-FBgn0085320
CR44030-ncRNA-FBgn0264822
CR40469-ncRNA-FBgn0058469
CG13360-mRNA-FBgn0025620
w-mRNA-FBgn0003996
ssp7-mRNA-FBgn0052667
CG32641-mRNA-FBgn0052641
CR44383-pseudogene-FBgn0265533
CG32581-mRNA-FBgn0052581
CG32857-mRNA-FBgn0052857
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CG32641-mRNA-FBgn0052641

chrX:13,184,218-13,185,255

1,038 bp. | enter position, gene symbol or search terms

chri C1183)

Scae
enrx:

(AETE———
|l s04-rex, rarroupear
|l s17-rx, rarroupear
(Ll sos-re, narroupeak
(Ll ses-re, narroupeak
|l ss2-ris, narroureak
L ssa-rs, narroureak
(L soz-res, rerroureak
| 527433, rerroureak
|l se7402, rerrourear
|t reers0s, orocarear
|l re27402, promarear

Lara

Sen F
13,184,500

T e
13, 185, 000

16h_Bh_1, CED2LACKK_7_H7 BL-NSEENX, narrouPeak
15h_5h_2, CEDICACKK_4_H7B3-NSB4—NK, narrouPeak
160167 _ctr 11, CDRLAGIN_5_NT8S-NE17-H, NrTauPes k
15h L8h_ctr 1.2, CDELAGHK_6_NT84-S 431X, narrouF eak
§5h_E5h_ 1, DE0ELACHK7_NT4&-NS 63-H5, narrouReak
§5h_25h_2, DE0ELACHK 5 _NT4S-NS 42-H5, narrouReak
480h_25h_ctr 1_1, 6B0RLAGKK_S_T 65-H585-HK, narr ouFeak
16n_PSN_Ctr 1_2, GBO0RLAGHK_S T 85-NS6- Y, narr oueak
HOKETa C, HOKETaC_HI0_R 1_SRRSET43S, narroureak
HaK Ame 1, HakAwe |_WI0_R 1_SRRSET43E, narroureak
HaKETac, HoKe Tar_WID_R1_SRRAE7433, broadFeak
Hakeme1 , Hok4ne1_WID_R1_SRRAE7432, broadFeak

RerSeq Genes (o Flusases

Lars,




CG32641-mRNA-FBgn0052641

chrX:13,184,218-13,185,2556 1,038 bp

enter position, gene symbol or search terms

[ e

seare

16n_an_1,capeLACcK
o

s
16n_on_z, canToRcr

s

ET) F s
|l chrs 13, 184,508l 15,185, 098]
a0

18R _8h_1, COELACKR_T_NT91 =NS8R~

ToR_oh_2, CoDITCACR 4 _H783 5 5t

1en_an_ctr1_t.can;
s

—
TEn_an_Ctr 11, CaDRL R _B_T7 G5 HE 17—

0 2
s6n_on_ctr1_2,can)
o

TER_an_ CEr 1_2, CRDRL AR BT G- M e e T

a0 _
16r_asn_1, oa02LACE
o

———
TER_BS_ L, CRDEL AL 7_TT 2115 851

16n_ssh_g, caveLAs;
o

5
i6n_zsh_ctr1_t, cal
[l

LER_BSN_2, CRD2L BT e 1S e 11

BA_ESR_Er 1 1, CODEL AL BT 85551

a0 Z
16n_zsh_ctr1_2, cal
i

TER_ESh_ctr 112, CODEL Ao E N TeeTimee T

rokarac_wio_k1_skl

5

.

skame 1 _WIo_R1_sRI
i

TiaKa 73 NID_R1_SRRE7453, HKETC, b1 TR s 19na |

FiaKAe 1 W1D_R1_SRRSE 7432, HoK e L 11 1URS 1913 1

Lgra

Fersen Genes (hu FiuBase)

Lars




Number of peaks in the TSS of 48 downregulated
genes

meta-gene Oh-ctrl-1 Oh-ctrl-2 Oh-treat-1 Oh-treat-2 25h-treat-1 25h-treat-2
CR43767-ncRNA-FBgn0264267 0 0 0 1 0 0
CG3355-mRNA-FBgn0031619
CG5731-mRNA-FBgn0032192
NimC2-mRNA-FBgn0028939
CG44476-mRNA-FBgn0265669
CR43144-ncRNA-FBgn0262620
CR43242-ncRNA-FBgn0262887
Prosalpha1-mRNA-FBgn0263121
CG18853-mRNA-FBgn0042173
sut2-mRNA-FBgn0028562
Obp44a-mRNA-FBgn0033268
Lcp1-mRNA-FBgn0002531
Lcp2-mRNA-FBgn0002533
Spn47C-mRNA-FBgn0033574
Cpr49Ac-mRNA-FBgn0033725
CG8157-mRNA-FBgn0034010
CG34193-mRNA-FBgn0085222
Cpr57A-mRNA-FBgn0034517
CG9344-mRNA-FBgn0034564
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CG5731-mRNA-FBgn0032192

chr2L:10,206,420-10,210,409 3,990 bp. | enter position, gene symbol or search terms

crraL (a181>

K

Scate T T e
chirel I 10,207, 808| 10,207,500] 18,208, 08| 18,208,500| 18,209, g0al 18,209,500] 10,210,008]
LB G 1. CaDEL AR 7 N7B1-NS DR, rarrouPEak
|Ls sz-tws narv e ea I |
L6h_6h_2. GEDTEAG_ 4_NTBA-NS D4-H, narrourEaK
|5 os-rismarvurean i | l
166 CER 11, CaDBLACHHS_NTBS—HS {71, narrour 3k
|51 7-1x. narroureak 1 I
16N _on_ CEr 1 2, CaDRLACHH. 5_NTB4—HS $3-1. narrur 3k
s a-tus.narroureax | |
= 16n_25n_ 1 |CE0BLACIHS. T NT03-NSE3 G, narrourEsk
s pa-tuc.narroueear |
= 161_25h_2, DE0BLACI B 708 NSEE 1O, narouPEs K
| lsoa-nix, narrourean = |
16h_BSn_CER 11, CEDRLACKK_ S_NTE3-NS 0G-HK, harrauPe ak
|Hsoa-is narraupea | i
18h_ESn_ctr 12, CEDELAGKA. 5_NTEE-NSI2-HK, narrauPeak
| s szt narv e ean I i
HaKETaC, HoKZTaG_WED_1_SRR927433, narroureak
|Hsz7453,narvaurear |
HaKene 1, HOKAne ] _WED_R1_SRR927432, narrourssk
|Llse7+a.narraurea 1
HoKaTac, HoKErak_WID_R1_SKRS27493, Brosaresk
[Hlrszrsss, roscreas
Hakane!, Hakemed _WID_R1_SRRS27432, KraadResk
Razraze, proscrea
= Refsen Genes (hy FluBase)
cosTas S cos7ar

ERa454E




CG5731-mRNA-FBgn0032192

¢hr21:10,206,420-10.210.409 3,980 bp.| enter position, gene symbol o search terms I
[ e ]
o =
% Pl SRR, it

16n_on_1,ca0eLACK
o

o TER B2, a0 TERCT_4_HPas-NS 1
16n_on_e, ca07oRCK,

L o e A
waadh

e

TEF_aP_ TR 1T, CODELACR B85 HE1 71

e M e ctmn e

TER_GH_ CEr 18, CODELACH P o117 M T 5115

.
s6n_on_cte1_1, can:

i

s
16n_an_ctn1_2, o8,
L 5 _
] TER_Ben_1, CoDALRCRA_T_N762-HE 8- Hx
16n_zsn_1, capeLAc
L 5 _
s Toh_=Sn_z, CoDELACHR_p_H 7 Bom M5 8-
16n_zsn_z, capeLAc:

6

] TER_ESh_ttr 1_L, CODELAGH 5 N703-Ti505=1it
16n_esn_cer1_t,08(

o etlian

16n_2sh_ctr1_2,08

]
B
HakaTas_WID_R1_SRI
o

TERESh_tir 1_2, GODEL RGBT e Ts0e—1it

EHE T C HID_R_SRRAETHE0 , HORETaC b oS igna |

e S Fe 1 1D Rl _SRREETAZE, ok Lo 12 Tana |
HaK4nE1_WID_R1_SRI

]

cos7at,

Rerszd Genes (B F1dBase)
CR41545

cog727

44045 ——




Number of peaks in the TSS of 48 downregulated
genes

meta-gene Oh-ctrl-1 Oh-ctrl-2 Oh-treat-1 Oh-treat-2 25h-treat-1 25h-treat-2

CG34206-mRNA-FBgn0085235 1 0 1 2
CG4250-mRNA-FBgn0034761
CG9192-mRNA-FBgn0035193
Drsl5-mRNA-FBgn0035434
Zasp66-mRNA-FBgn0035917
Hsp67Bb-mRNA-FBgn0001228
CR43482-pseudogene-FBgn0263493
Cpr67Fa2-mRNA-FBgn0036109
Sgs8-mRNA-FBgn0003378
CG34244-mRNA-FBgn0085273
CG13064-mRNA-FBgn0040796
Oat-mRNA-FBgn0022774
Cpr78E-mRNA-FBgn0037114
CG11370-mRNA-FBgn0037181
CG14664-mRNA-FBgn0040682
CG2663-mRNA-FBgn0037323
CG43060-mRNA-FBgn0262362
CG8369-mRNA-FBgn0040532
CG3397-mRNA-FBgn0037975
NijC-mRNA-FBgn0038079
CR43166-ncRNA-FBgn0262722
CG13641-mRNA-FBgn0039239
Ef1alpha100E-mRNA-FBgn0000557
18SrRNA:CR41548-rRNA-FBgn0085802
CR43461-ncRNA-FBgn0263415
CG15345-mRNA-FBgn0040928
CG9686-mRNA-FBgn0030158
roX2-ncRNA-FBgn0019660
CG33502-mRNA-FBgn0053502
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Sgs8-mRNA-FBgn0003378

chr3L:11,5607,714-11,514,214 6,501 bp. | enter position, gene symbol or search terms

[ervar cecars) |

o

Covears MU

Scae z e
| enraLs 11,509, 509 11,510, om0l 11,511, 008l 11,512, 500] 11,515, 08l 11,514, 509
1Bn_0h_t, CEDRLACK_ 7_NN7 1 -NEG2-15, narrouFeak
(Elsoe—ric, narrour ear: l |
18n_0h_2, CEDTCACK_4_N7A3-NEG4-1V5, narrouFeak
|Elsoamric, narrour ear: l |
180 6n_Ctr 11 EBDSLACKK_5_1¥705-N51 7=14%, narroureak
(L1715, narrour e l
180 _6n_Ctr 1 L2, CADSLACKK_5_1¥704-N503-14%, narroureak
(Elsesris, narrour eax
180 251, CADELAGKR_7_H762 S 63-1, nar roureak
s, narrour eak | l
180 e 2, CADELAGKR_8_768-HS 621, nar roureak
|l ez—rix, narrour eak:
18h_£5h_ctr1_1, BADELACKK_5_H785-HSB3-1K, narrouF eak
|Llses—rix, narrour eak: |
§8h_25h_ctr1_2, CEDELACKK_5_N785-HE 62K, narrouF eak
(Hlsoz—rec, narroupea | |
HaKaTax, HaKaTac_HID_Ri_SRRE27433, narroureak
[s27423, narraupeak
Bl HaAmed, Ha Anet ID_R1_SRRO27432, narroupeak
527422, narraupeak
Bl Hakarac, HokETac_UID_R1_SRROZ7453, brasdPeak
[rszrass, prosareak
Bl Hakanet  Hskane |_WID_R |_SRRGZ7452, broadFeak
raa7asa, prosdreak
5 Refseq Genes (oy FluEase)
cos350 EEER ses7

e —

C57512 mmegp




Sgs8-mRNA-FBgn0003378

chr3L:11,503,403-11,514,958 11,556 bp. | enter position, gene symbol or search terms ‘@
S
I chral i 11,565, 008] 11,518, aee|

16n_sh_1, caD2LACK]
s

s
18n_sh_2, Co07CACK:
s

.
Sen_oh_etr_t, CaD:

i

0
18n_sh_ctr1_2, 080
s

5 2
16n_25n_1,CoD2LAE:
]

18n_25n_2, CoD2L AE,

o

18n_esn_cer1_t, o8
s

RN 2, S0 TCREA 17 85- NS84

TEh_B_ckr 11, GRDELRCHF_B_ 785 -He T

Toh_sr_ctr 1=, CaDaL ROy B H784-5 05-i

bt 2 il B

o~
TER_BSF_T, CODRLACRY 7T 62 NSBa- 1%

TER_E5h_E, oDeL A BT aS N562-TT,

TER_S5n_Cer 11, CADELACHR 511 03-NS8amti

s C
18n_asn_cer1_2, ca

i

TER 957 T 13, CHORLACHH N1 Ba-NEGE- T

5 _
Hakz7ac_WID_RI_SK|
o

e TaC IO SRRS2 7403, HOKETac, 0 | |eUps 1aral

.

s Z
HakaneL_WID_R1_SK|
s

.
AT W01 _SRRS27452, HOKARET, P | GURSTEnaT

FeFSeq Genes (hg FldEz=s)
Jussesy So (il 220
R o co33272 B ©67512 mif]




Intersection ATACseq peaks and histones

H3K4me1 H3K27ac

[ mark [ nb-narrowPeaks [ nb-broadPeaks ] [ mark [ nb-narrowPeaks [ nb-broadPeaks ]

| HaKamet | 21555 | 6411 | | HaK4met | 30969 | 6053 |
sample nb-shared-narrowPeaks nb-shared-broadPeaks sample nb-shared-narrowPeaks nb-shared-broadPeaks
16h-0h-1 13354 10635 16h-0h-1 12639 6516
16h-0h-2 14626 11689 16h-0h-2 13793 7120
16h-Oh-ctrl-1 13897 10804 16h-Oh-ctrl-1 13530 6806
16h-Oh-ctrl-2 13228 10488 16h-0Oh-ctrl-2 12596 6477
16h-25h-1 12894 10265 16h-25h-1 13351 6763
16h-25h-2 13393 10653 16h-25h-2 13418 6747
16h-25h-ctrl-1 13402 10653 16h-25h-ctrl-1 13330 6716
16h-25h-ctrl-2 13319 10526 16h-25h-ctrl-2 12945 6619
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