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Control bending - 81 genes

18SrRNA:CR45838;rRNA;FBgn0267498
CR43900;ncRNA;FBgn0264501
CG40006;mRNA;FBgn0058006
CG32055;mRNA;FBgn0052055
CG13053;mRNA;FBgn0040801
CG14262;mRNA;FBgn0039503
CG11920;mRNA;FBgn0039274

CG5167;mRNA;FBgn0038038
CG5235;mRNA;FBgn0036565
l(3)j2D3;mRNA;FBgn0011335
CkIIbeta;mRNA;FBgn0000259

ac;mRNA;FBgn0000022
CG13678;mRNA;FBgn0035859

Hsp83;mRNA;FBgn0001233
Gs2;mRNA;FBgn0001145
rpr;mRNA;FBgn0011706

CanA−14F;mRNA;FBgn0267912
CR45806;ncRNA;FBgn0267456

CR45548;pseudogene;FBgn0267108
CR45163;ncRNA;FBgn0266656

pre−mod(mdg4)−P;mRNA;FBgn0266175
CR43765;ncRNA;FBgn0264265
CR43604;ncRNA;FBgn0263489
CG43342;mRNA;FBgn0263047
CG43324;mRNA;FBgn0263029
CG34423;mRNA;FBgn0085452

CR32011;pseudogene;FBgn0052011
CG17104;mRNA;FBgn0040496
CG15546;mRNA;FBgn0039807
CG14907;mRNA;FBgn0038455
CG14117;mRNA;FBgn0036331

ntc;mRNA;FBgn0035461
CG9815;mRNA;FBgn0034861

CG15704;mRNA;FBgn0034103
CG8089;mRNA;FBgn0033993

CG15414;mRNA;FBgn0031542
mub;mRNA;FBgn0262737

CG11555;mRNA;FBgn0086856
alph;mRNA;FBgn0086361

4E−T;mRNA;FBgn0052016
CG15107;mRNA;FBgn0041702

pont;mRNA;FBgn0040078
CG9593;mRNA;FBgn0038365

mthl5;mRNA;FBgn0037960
Ibf1;mRNA;FBgn0037670

CG7900;mRNA;FBgn0037548
CG6843;mRNA;FBgn0036827

ste14;mRNA;FBgn0036336
CG4069;mRNA;FBgn0036301

NijA;mRNA;FBgn0036101
CG6805;mRNA;FBgn0034179

CG10465;mRNA;FBgn0033017
RpL7−like;mRNA;FBgn0032404
eEF1delta;mRNA;FBgn0032198

CG7810;mRNA;FBgn0032017
aph−1;mRNA;FBgn0031458

CG15916;mRNA;FBgn0030704
CG9008;mRNA;FBgn0028540

glob1;mRNA;FBgn0027657
Kmn1;mRNA;FBgn0027259

Aats−arg;mRNA;FBgn0027093
PlexA;mRNA;FBgn0025741

drm;mRNA;FBgn0024244
Orc6;mRNA;FBgn0023180

Hydr2;mRNA;FBgn0014906
GstD3;mRNA;FBgn0010039

me31B;mRNA;FBgn0004419
sc;mRNA;FBgn0004170

aurA;mRNA;FBgn0000147
CR45969;ncRNA;FBgn0267631
CR45367;ncRNA;FBgn0266907

pre−mod(mdg4)−AE;mRNA;FBgn0261842
CG30440;mRNA;FBgn0050440

Ephrin;mRNA;FBgn0040324
Cals;mRNA;FBgn0039928

CG5808;mRNA;FBgn0027617
Nipped−B;mRNA;FBgn0026401

cav;mRNA;FBgn0026257
Snap25;mRNA;FBgn0011288
Arf79F;mRNA;FBgn0010348

Parp;mRNA;FBgn0010247
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Control bending - 81 genes

positive regulation
of metabolic process

0 1 2 3
−log10(pvalue)



Treatment bending - 57 genes

CR46194;ncRNA;FBgn0267913
CR45182;ncRNA;FBgn0266692

SteXh:CG42398;mRNA;FBgn0259817
CR41379;pseudogene;FBgn0085784

CG34305;mRNA;FBgn0085334
CG34291;mRNA;FBgn0085320
CG32695;mRNA;FBgn0052695
CG30154;mRNA;FBgn0050154

FASN3;mRNA;FBgn0040001
Rpt6R;mRNA;FBgn0039788

Gbp;mRNA;FBgn0034199
CG13085;mRNA;FBgn0032780
CG17105;mRNA;FBgn0032280
CG15765;mRNA;FBgn0029814

Lk;mRNA;FBgn0028418
Lcp2;mRNA;FBgn0002533

Spn47C;mRNA;FBgn0033574
Lcp65Ab1;mRNA;FBgn0020644

Lcp3;mRNA;FBgn0002534
CG42500;mRNA;FBgn0260226
CG34227;mRNA;FBgn0085256

Drsl5;mRNA;FBgn0035434
CG9877;mRNA;FBgn0034819

Lcp1;mRNA;FBgn0002531
CR46099;ncRNA;FBgn0267768
CR45045;ncRNA;FBgn0266405
CG44476;mRNA;FBgn0265669
CR44404;ncRNA;FBgn0265577
CR44275;ncRNA;FBgn0265302
CR43611;ncRNA;FBgn0263586
CG43236;mRNA;FBgn0262881
CG43060;mRNA;FBgn0262362
CG42587;mRNA;FBgn0260955
CG34296;mRNA;FBgn0085325
CG34166;mRNA;FBgn0085195

NimB3;mRNA;FBgn0054003
ssp7;mRNA;FBgn0052667

CG30441;mRNA;FBgn0050441
CG32444;mRNA;FBgn0043783
CG8369;mRNA;FBgn0040532

CG14629;mRNA;FBgn0040398
Spn100A;mRNA;FBgn0039795

Obp99c;mRNA;FBgn0039682
CG13641;mRNA;FBgn0039239
CG5697;mRNA;FBgn0038846
CG3505;mRNA;FBgn0038250
CG4250;mRNA;FBgn0034761
CG8157;mRNA;FBgn0034010
Cpr47Ee;mRNA;FBgn0033602
Tsp42Ep;mRNA;FBgn0033137
Tsp42Ek;mRNA;FBgn0033133

CG10621;mRNA;FBgn0032726
CG16713;mRNA;FBgn0031560
CG9686;mRNA;FBgn0030158
CG2233;mRNA;FBgn0029990

Fbp1;mRNA;FBgn0000639
Adh;mRNA;FBgn0000055
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Treatment bending - 57 genes

larval development

positive regulation of
cytosolic calcium ion concentration

molting cycle,
chitin−based cuticle

chitin−based
cuticle development

larval chitin−based
cuticle development

0 2 4 6
−log10(pvalue)



Control peaking - 43 genes

CR45000;ncRNA;FBgn0266351
CR44971;ncRNA;FBgn0266306
CG43965;mRNA;FBgn0264696
CG34244;mRNA;FBgn0085273
CG13029;mRNA;FBgn0036670

Arc1;mRNA;FBgn0033926
CG7367;mRNA;FBgn0031976
CG3097;mRNA;FBgn0029804

CR46262;ncRNA;FBgn0267995
CR45929;ncRNA;FBgn0267591
CR45891;ncRNA;FBgn0267551
Hsp70Ab;mRNA;FBgn0013276

l(2)efl;mRNA;FBgn0011296
gammaTry;mRNA;FBgn0010359

Hsp22;mRNA;FBgn0001223
CR45198;ncRNA;FBgn0266725
CG43293;mRNA;FBgn0262985

lectin−28C;mRNA;FBgn0040099
Zasp66;mRNA;FBgn0035917
Obp56d;mRNA;FBgn0034470

CG13258;mRNA;FBgn0032582
SkpB;mRNA;FBgn0026176

Hsp67Bb;mRNA;FBgn0001228
CR46034;ncRNA;FBgn0267701
CR44209;ncRNA;FBgn0265107
CR43916;ncRNA;FBgn0264517
CR43767;ncRNA;FBgn0264267
CG42779;mRNA;FBgn0261847

CR42722;pseudogene;FBgn0261639
CG34010;mRNA;FBgn0054010
CG33502;mRNA;FBgn0053502
CG33333;mRNA;FBgn0053333
CG11854;mRNA;FBgn0039299

CG7587;mRNA;FBgn0038523
CG14332;mRNA;FBgn0038509
CG33774;mRNA;FBgn0053774
CG14275;mRNA;FBgn0032022

CR41620;rRNA;FBgn0085826
CG42500;mRNA;FBgn0260226
CG34227;mRNA;FBgn0085256

Drsl5;mRNA;FBgn0035434
CG9877;mRNA;FBgn0034819

Lcp1;mRNA;FBgn0002531
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Control peaking - 43 genes

heat shock−mediated
polytene chromosome puffing

response to heat

iron−sulfur
cluster assembly

0 2 4
−log10(pvalue)



Treatment peaking - 32 genes

CR45416;ncRNA;FBgn0266965
CR45009;ncRNA;FBgn0266361
CR44676;ncRNA;FBgn0265887
CR43496;ncRNA;FBgn0263507

ver;mRNA;FBgn0262524
CG34138;mRNA;FBgn0083974
CG33795;mRNA;FBgn0053795
CG32196;mRNA;FBgn0052196
CG16824;mRNA;FBgn0040973

GstD9;mRNA;FBgn0038020
sage;mRNA;FBgn0037672

CG14566;mRNA;FBgn0037127
CG14570;mRNA;FBgn0037122

CG5618;mRNA;FBgn0036975
Cralbp;mRNA;FBgn0035636

kar;mRNA;FBgn0001296
CR46266;ncRNA;FBgn0275434

pre−rRNA:CR45847;rRNA;FBgn0267507
CR45466;ncRNA;FBgn0267022
CR44589;ncRNA;FBgn0265800
CR44031;ncRNA;FBgn0264823

pre−mod(mdg4)−X;mRNA;FBgn0261840
Ir76a;mRNA;FBgn0260874

GstE6;mRNA;FBgn0063494
CG30383;mRNA;FBgn0050383
CG12643;mRNA;FBgn0040942
CG18336;mRNA;FBgn0040763
CG10262;mRNA;FBgn0032813
Acp95EF;mRNA;FBgn0002863

28SrRNA:CR45837;rRNA;FBgn0267497
CR45433;ncRNA;FBgn0266982

rpr;mRNA;FBgn0011706
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Treatment peaking - 32 genes

cellular amide
metabolic process

glutathione
metabolic process

0 1 2 3 4
−log10(pvalue)



Control upregulation - 123 genes

MRE16;ncRNA;FBgn0267910
CR45517;ncRNA;FBgn0267073
CR45473;ncRNA;FBgn0267029
CR45380;ncRNA;FBgn0266929

St3;mRNA;FBgn0265052
CR43944;ncRNA;FBgn0264572
CR43918;ncRNA;FBgn0264539
CR43730;ncRNA;FBgn0263981

Prosalpha1;mRNA;FBgn0263121
CG42808;mRNA;FBgn0261990

Mlp60A;mRNA;FBgn0259209
pncr002:3R;ncRNA;FBgn0063127

zormin;mRNA;FBgn0052311
TwdlM;mRNA;FBgn0039434

CG6142;mRNA;FBgn0039415
CG13640;mRNA;FBgn0039237
CG12268;mRNA;FBgn0039131

CG8066;mRNA;FBgn0038243
CG12224;mRNA;FBgn0037974
CG11652;mRNA;FBgn0036194
Cpr67Fa1;mRNA;FBgn0036108

CG9149;mRNA;FBgn0035203
CG10433;mRNA;FBgn0034638
CG17765;mRNA;FBgn0033529
CG12560;mRNA;FBgn0031974
GIIIspla2;mRNA;FBgn0030013
CG3226;mRNA;FBgn0029882

CG15766;mRNA;FBgn0029813
Ady43A;mRNA;FBgn0026602

mt:ATPase8;mRNA;FBgn0013673
dpn;mRNA;FBgn0010109

CR46266;ncRNA;FBgn0275434
pre−rRNA:CR45847;rRNA;FBgn0267507

CR45466;ncRNA;FBgn0267022
CR44589;ncRNA;FBgn0265800
CR44031;ncRNA;FBgn0264823

pre−mod(mdg4)−X;mRNA;FBgn0261840
Ir76a;mRNA;FBgn0260874

GstE6;mRNA;FBgn0063494
CG30383;mRNA;FBgn0050383
CG12643;mRNA;FBgn0040942
CG18336;mRNA;FBgn0040763
CG10262;mRNA;FBgn0032813
Acp95EF;mRNA;FBgn0002863

CR46137;ncRNA;FBgn0267812
CR45835;ncRNA;FBgn0267485
CR45822;ncRNA;FBgn0267472

p38c;mRNA;FBgn0267339
CR45759;ncRNA;FBgn0267323
CR45600;ncRNA;FBgn0267160
CR45171;ncRNA;FBgn0266681

CR44906;pseudogene;FBgn0266211
CG44774;mRNA;FBgn0266000
CR44381;ncRNA;FBgn0265531

CR44003;pseudogene;FBgn0264745
CR43971;ncRNA;FBgn0264702

norpA;mRNA;FBgn0262738
CR42860;ncRNA;FBgn0262107
CR42794;ncRNA;FBgn0261927

plx;mRNA;FBgn0261261
Syt14;mRNA;FBgn0261086

NaPi−III;mRNA;FBgn0260795
Mp;mRNA;FBgn0260660
mol;mRNA;FBgn0086711

CG34446;mRNA;FBgn0085475
mthl8;mRNA;FBgn0052475

Ada1−1;mRNA;FBgn0051865
CG31103;mRNA;FBgn0051103

CG3253;mRNA;FBgn0041706
CG6763;mRNA;FBgn0039069
CG6654;mRNA;FBgn0038301

wnd;mRNA;FBgn0036896
CG5535;mRNA;FBgn0036764

mars;mRNA;FBgn0033845
CG18278;mRNA;FBgn0033836

Obp44a;mRNA;FBgn0033268
Rab9;mRNA;FBgn0032782

CG17217;mRNA;FBgn0032419
CG3838;mRNA;FBgn0032130

CG14212;mRNA;FBgn0031045
pigs;mRNA;FBgn0029881

Men−b;mRNA;FBgn0029155
fal;mRNA;FBgn0028380

noe;mRNA;FBgn0026197
brk;mRNA;FBgn0024250

Pdp1;mRNA;FBgn0016694
Faa;mRNA;FBgn0016013

fd96Ca;mRNA;FBgn0004897
Treh;mRNA;FBgn0003748

spn−B;mRNA;FBgn0003480
osp;mRNA;FBgn0003016

Hsp67Bc;mRNA;FBgn0001229
ftz−f1;mRNA;FBgn0001078

CR45438;ncRNA;FBgn0266987
CR45366;ncRNA;FBgn0266906
CR44910;ncRNA;FBgn0266215
CR44587;ncRNA;FBgn0265798
CR44091;ncRNA;FBgn0264900
CR44045;ncRNA;FBgn0264837
CR43890;ncRNA;FBgn0264482
CG43319;mRNA;FBgn0263024
CG42561;mRNA;FBgn0260763

stops;mRNA;FBgn0086704
CG32939;mRNA;FBgn0052939
CG32640;mRNA;FBgn0052640
CG31683;mRNA;FBgn0051683

Cyp4p2;mRNA;FBgn0033395
jb;mRNA;FBgn0031104

CG5928;mRNA;FBgn0029836
Mipp1;mRNA;FBgn0026061

Dpt;mRNA;FBgn0004240
DnaJ−1;mRNA;FBgn0263106
CR40743;rRNA;FBgn0085772
Cpr66D;mRNA;FBgn0052029

sea;mRNA;FBgn0037912
pst;mRNA;FBgn0035770

CG9153;mRNA;FBgn0035207
phr;mRNA;FBgn0003082

CR44499;ncRNA;FBgn0265692
CR43887;ncRNA;FBgn0264479

Spn47C;mRNA;FBgn0033574
Lcp65Ab1;mRNA;FBgn0020644

Lcp3;mRNA;FBgn0002534
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Control upregulation - 123 genes

no results



Treatment upregulation - 42 genes

CR44599;ncRNA;FBgn0265810
verm;mRNA;FBgn0261341

CR40712;rRNA;FBgn0085768
Hsp70Bbb;mRNA;FBgn0051354

Osi14;mRNA;FBgn0040279
Ude;mRNA;FBgn0039226

CG7059;mRNA;FBgn0038957
CG8927;mRNA;FBgn0038405
CG6912;mRNA;FBgn0038290

Elo68beta;mRNA;FBgn0036128
Cpr64Aa;mRNA;FBgn0035510

CG16758;mRNA;FBgn0035348
CG8252;mRNA;FBgn0033344

obst−E;mRNA;FBgn0031737
Clect27;mRNA;FBgn0031629
Cpr11B;mRNA;FBgn0030398

CG15211;mRNA;FBgn0030234
CG15784;mRNA;FBgn0029766

NimB2;mRNA;FBgn0028543
msb1l;mRNA;FBgn0027949
CAH1;mRNA;FBgn0027844

CG5867;mRNA;FBgn0027586
Mcm6;mRNA;FBgn0025815

melt;mRNA;FBgn0023001
mt:ND6;mRNA;FBgn0013685

Hsp70Bc;mRNA;FBgn0013279
Hsp70Bb;mRNA;FBgn0013278
TpnC73F;mRNA;FBgn0010424

Tm2;mRNA;FBgn0004117
E(spl)mgamma−HLH;mRNA;FBgn0002735

Hsp68;mRNA;FBgn0001230
CR46262;ncRNA;FBgn0267995
CR45929;ncRNA;FBgn0267591
CR45891;ncRNA;FBgn0267551
Hsp70Ab;mRNA;FBgn0013276

l(2)efl;mRNA;FBgn0011296
gammaTry;mRNA;FBgn0010359

Hsp22;mRNA;FBgn0001223
Lsp1beta;mRNA;FBgn0002563
CG13678;mRNA;FBgn0035859

Hsp83;mRNA;FBgn0001233
Gs2;mRNA;FBgn0001145
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Treatment upregulation - 42 genes

cellular response
to stress

response to methotrexate

response to oxygen levels

response to hypoxia

response to heat

heat shock−mediated
polytene chromosome puffing

0 3 6 9 12

−log10(pvalue)



Control downregulation - 172 genes

CR44172;ncRNA;FBgn0265061
SP1029;mRNA;FBgn0263236

CR43302;ncRNA;FBgn0262994
CR43264;ncRNA;FBgn0262945
CR42868;ncRNA;FBgn0262142
CG42586;mRNA;FBgn0260954

CR41320;pseudogene;FBgn0085612
CG34263;mRNA;FBgn0085292

Arpc3B;mRNA;FBgn0065032
CG33460;mRNA;FBgn0053460

NLaz;mRNA;FBgn0053126
CG32368;mRNA;FBgn0052368

CR32205;pseudogene;FBgn0052205
CG17777;mRNA;FBgn0040900

Sid;mRNA;FBgn0039593
GILT2;mRNA;FBgn0039099

CG9312;mRNA;FBgn0038179
CG11459;mRNA;FBgn0037396
CG13023;mRNA;FBgn0036677
CG6910;mRNA;FBgn0036262
CG5773;mRNA;FBgn0034290

CG10936;mRNA;FBgn0034253
CG7777;mRNA;FBgn0033635

sPLA2;mRNA;FBgn0033170
CG2444;mRNA;FBgn0030326

CG15369;mRNA;FBgn0030105
CG12116;mRNA;FBgn0030041
CG31775;mRNA;FBgn0028537

Oat;mRNA;FBgn0022774
Lsp1alpha;mRNA;FBgn0002562

ImpE2;mRNA;FBgn0001254
Lsp1beta;mRNA;FBgn0002563

28SrRNA:CR45837;rRNA;FBgn0267497
CR45433;ncRNA;FBgn0266982
CR46123;ncRNA;FBgn0267798
CR45640;ncRNA;FBgn0267200
CR45501;ncRNA;FBgn0267057
CR45243;ncRNA;FBgn0266778
CG45092;mRNA;FBgn0266525
CG13639;mRNA;FBgn0265266

Hr4;mRNA;FBgn0264562
CR43891;ncRNA;FBgn0264483
CG43131;mRNA;FBgn0262605
CG42867;mRNA;FBgn0262141

tal−AA;mRNA;FBgn0259733
tal−3A;mRNA;FBgn0259732
tal−2A;mRNA;FBgn0259731
tal−1A;mRNA;FBgn0259730
Rfabg;mRNA;FBgn0087002

UK114;mRNA;FBgn0086691
CG34253;mRNA;FBgn0085282
CG34219;mRNA;FBgn0085248
CG33509;mRNA;FBgn0053509
CG33493;mRNA;FBgn0053493
CG33307;mRNA;FBgn0053307
CG32801;mRNA;FBgn0052801
CG31778;mRNA;FBgn0051778

SoYb;mRNA;FBgn0051755
CG30424;mRNA;FBgn0050424

MESK4;mRNA;FBgn0043069
yellow−f;mRNA;FBgn0041710

CG13315;mRNA;FBgn0040827
CG13038;mRNA;FBgn0040795

Npc2g;mRNA;FBgn0039800
CG14257;mRNA;FBgn0039479

tnc;mRNA;FBgn0039257
RpS19b;mRNA;FBgn0039129

CG17244;mRNA;FBgn0039031
CG7720;mRNA;FBgn0038652
CG5873;mRNA;FBgn0038511

RpS5b;mRNA;FBgn0038277
NijC;mRNA;FBgn0038079

CG18577;mRNA;FBgn0037870
CG13046;mRNA;FBgn0036595
CG4950;mRNA;FBgn0036587
CG7255;mRNA;FBgn0036493

PGRP−LC;mRNA;FBgn0035976
PGRP−LA;mRNA;FBgn0035975

Blimp−1;mRNA;FBgn0035625
CG1273;mRNA;FBgn0035522

CG15011;mRNA;FBgn0035518
CG12009;mRNA;FBgn0035430
CG15661;mRNA;FBgn0034605
CG9416;mRNA;FBgn0034438

CG11395;mRNA;FBgn0034200
vis;mRNA;FBgn0033748

CG12825;mRNA;FBgn0033221
CG3409;mRNA;FBgn0033095

CG13081;mRNA;FBgn0032804
fon;mRNA;FBgn0032773

CG5958;mRNA;FBgn0031913
CG5171;mRNA;FBgn0031907

CG11034;mRNA;FBgn0031741
CG11029;mRNA;FBgn0031735
CG16712;mRNA;FBgn0031561
CG11835;mRNA;FBgn0031264
CG15756;mRNA;FBgn0030493

LManII;mRNA;FBgn0027611
Cyp9b2;mRNA;FBgn0015039
Cyp4e2;mRNA;FBgn0014469

Hf;mRNA;FBgn0014000
GstD2;mRNA;FBgn0010038

Eip78C;mRNA;FBgn0004865
ltd;mRNA;FBgn0002567

ImpL3;mRNA;FBgn0001258
Gs1;mRNA;FBgn0001142

Ef1alpha100E;mRNA;FBgn0000557
Hr46;mRNA;FBgn0000448

CR45865;ncRNA;FBgn0267525
CR44383;pseudogene;FBgn0265533
CR42842;pseudogene;FBgn0262031

CG42598;mRNA;FBgn0260997
pncr009:3L;pseudogene;FBgn0062928

CG32581;mRNA;FBgn0052581
CR32207;pseudogene;FBgn0052207

CG17738;mRNA;FBgn0038009
St2;mRNA;FBgn0037665

CG10053;mRNA;FBgn0037490
CG2663;mRNA;FBgn0037323

CG11905;mRNA;FBgn0036678
Use1;mRNA;FBgn0035965

Cpr65Ec;mRNA;FBgn0035737
Cpr49Ag;mRNA;FBgn0033730
Cpr49Ac;mRNA;FBgn0033725

CG18343;mRNA;FBgn0033683
CG13082;mRNA;FBgn0032803
CG8498;mRNA;FBgn0031992

Him;mRNA;FBgn0030900
regucalcin;mRNA;FBgn0030362
CG11697;mRNA;FBgn0030313
CG4586;mRNA;FBgn0029924
CG3823;mRNA;FBgn0029863
Fkbp14;mRNA;FBgn0010470

wbl;mRNA;FBgn0004003
Lsp2;mRNA;FBgn0002565

Lsp1gamma;mRNA;FBgn0002564
ImpE3;mRNA;FBgn0001255
ImpE1;mRNA;FBgn0001253
Hsp27;mRNA;FBgn0001226

CR46099;ncRNA;FBgn0267768
CR45045;ncRNA;FBgn0266405
CG44476;mRNA;FBgn0265669
CR44404;ncRNA;FBgn0265577
CR44275;ncRNA;FBgn0265302
CR43611;ncRNA;FBgn0263586
CG43236;mRNA;FBgn0262881
CG43060;mRNA;FBgn0262362
CG42587;mRNA;FBgn0260955
CG34296;mRNA;FBgn0085325
CG34166;mRNA;FBgn0085195

NimB3;mRNA;FBgn0054003
ssp7;mRNA;FBgn0052667

CG30441;mRNA;FBgn0050441
CG32444;mRNA;FBgn0043783
CG8369;mRNA;FBgn0040532

CG14629;mRNA;FBgn0040398
Spn100A;mRNA;FBgn0039795

Obp99c;mRNA;FBgn0039682
CG13641;mRNA;FBgn0039239
CG5697;mRNA;FBgn0038846
CG3505;mRNA;FBgn0038250
CG4250;mRNA;FBgn0034761
CG8157;mRNA;FBgn0034010
Cpr47Ee;mRNA;FBgn0033602
Tsp42Ep;mRNA;FBgn0033137
Tsp42Ek;mRNA;FBgn0033133

CG10621;mRNA;FBgn0032726
CG16713;mRNA;FBgn0031560
CG9686;mRNA;FBgn0030158
CG2233;mRNA;FBgn0029990

Fbp1;mRNA;FBgn0000639
Adh;mRNA;FBgn0000055
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Control downregulation - 172 genes

hemolymph coagulation

imaginal disc eversion
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−log10(pvalue)



Treatment downregulation - 37 genes

CR45925;ncRNA;FBgn0267587
Sxl;mRNA;FBgn0264270

CG43725;mRNA;FBgn0263971
CR43482;pseudogene;FBgn0263493

CR43603;ncRNA;FBgn0263488
uex;mRNA;FBgn0262124
tut;mRNA;FBgn0052364

CG32350;mRNA;FBgn0052350
CG30428;mRNA;FBgn0050428

scyl;mRNA;FBgn0041094
MED26;mRNA;FBgn0039923

yellow−h;mRNA;FBgn0039896
Aps;mRNA;FBgn0036111

CR12842;pseudogene;FBgn0033131
Cyp310a1;mRNA;FBgn0032693
CG14915;mRNA;FBgn0032335

Mkrn1;mRNA;FBgn0029152
Tsp96F;mRNA;FBgn0027865

Dyrk3;mRNA;FBgn0027101
Pten;mRNA;FBgn0026379

ctp;mRNA;FBgn0011760
Sgs8;mRNA;FBgn0003378

CR44499;ncRNA;FBgn0265692
CR43887;ncRNA;FBgn0264479

CR41620;rRNA;FBgn0085826
CR45969;ncRNA;FBgn0267631
CR45367;ncRNA;FBgn0266907

pre−mod(mdg4)−AE;mRNA;FBgn0261842
CG30440;mRNA;FBgn0050440

Ephrin;mRNA;FBgn0040324
Cals;mRNA;FBgn0039928

CG5808;mRNA;FBgn0027617
Nipped−B;mRNA;FBgn0026401

cav;mRNA;FBgn0026257
Snap25;mRNA;FBgn0011288
Arf79F;mRNA;FBgn0010348

Parp;mRNA;FBgn0010247
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Treatment downregulation- 37 genes

post−Golgi
vesicle−mediated transport

melanin metabolic process

inositol phosphate
metabolic process

protein ADP−ribosylation

organic hydroxy
compound metabolic process

maintenance of location
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