Cyclin D CyeD dme:Dmel_CG9096 0.882 1627295 s at

of Cytokine Signaling at 16D Socs16D dme:Dmel CG8146 0.746 636122 at

Synapse protein 24 Snap24. dme:Dmel_CG9474 1.141 35597 at

Syntaxin 13 Syxl3 dme:Dmel_CG11278 1,081 35186 _at

Syntaxin 6 Syx6 dme:Dmel_CG7736 1.057 1639075 a_at

Syntaxin 7 Syx7. dme:Dmel_CG5081 0.969 1636575 s _at

Syntaxin 8 Syxs dme:Dmel CG4109 0.93 1623564 _at

Syntaxin 5 Syxs dme:Dmel CG4214 0.923 1625607 s_at

Folding, SNARE Synaptobrevin Syb dme:Dmel CG12210 0.901 1637089 at
Sorting mléraclimsin dme04130 16 Syntaxin 4 Syxd dme:Dmel CG2715 0.894 1638808 _at
and WS ot ubisnap usnp dme:Dmel CG11173 0.888 1625742 at
Degradation Syntaxin 18 Swxl8 dme:Dmel_CG13626 0.864 1626506 _at
Synaptobrevin Svb dme:Dmel CG12210 0.863 1626835 at

Syntaxin 16 Syx16 dme:Dmel CG1467 0.855 1635421 at

p i Syb dme:Dmel CG12210 0.845 1635944 a_at

lethal (1) GOI55 (HGO155 dme:Dmel CG1515 0.845 1640976 _at

Syntaxin 1A Syxld dme:Dmel CG31136 0.827 1624043 at

Syntaxin 17 5) dme:Dmel CG7452 0.81 1628202 at

Ugt86D1 Ugt86Di dme:Dmel_CG6658 1641242 at

hogl mutase Pgm dme:Dmel_CG5165 1.205 1633803 at

Trehalase Treh dme:Dmel_CG936: 1.188 1635692 s_at

Hexoki A Hex-A dme:Dmel_CG300 1.118 1625638 a_at

Glycogen phosphorylase GlyP dme:Dmel CG725 1.062 1631620 at

GIcAT-P GleAT-P. dme:Dmel_CG620 0.977 1624164 s at

Phosphoglucose isomerase Pgi dme:Dmel_CG8251 0.973 1638550 s at

Carbohydrate Starch and dme00500 16 abstrakt abs dme:Dmel_CG14637 0.893 623353 at
Metabolism sucrose metabolism UDP-glycosyltransferase 35a dme:Dmel CG6644 0.877 627662 _at
sugarless sgl dme:Dmel_CG10072 0.853 629352 at

UGP UGP dme:Dmel_CG4347 0.852 1633218 a_at

pitchoune pit dme:Dmel CG6375 0.842 1625758 s _at

GIeAT-S GleAT-S dme:Dmel CG3881 0.822 1628402 a_at

Ugt58Fa Ugt58Fa dme:Dmel_CG4414 0.809 1632070 at

Teptin rept dme:Dmel_CG9750 0.798 30792 _at

prune pn dme:Dmel CG3461 0.737 37479_at

short gastrulation sog dme:Dmel_CG9224 1.325 30142 _at

lin-19-like linl9 dme:Dmel CG1877 1112 1624407 s at

lethal with a checkpoint kinase lack dme:Dmel_CG4943 1.079 632355 at

njire nej dme:Dmel_CG15319 1.076 622925 at

punt put dme:Dmel CG7904 1.004 631769 _at

Rho-kinase rok dme:Dmel CG9774 1 626306 _at

extra macrochaetae eme. dme:Dmel_CG1007 0.998 638748 at

Signal' TGF-beta dme04350 16 Mothers against dpp Mad dme:Dmel_CG12399 0.994 634683 at
Transduction signaling pathway Smad anchor for receptor activation Sara dme:Dmel CG15667 0.964 1639858 s at
RPS6-p70-protein Kinase S6k dme:Dmel_CG10539 0.949 624244 at

microtubule star mis. dme:Dmel CG7109 0919 640841 at

Smad on X Smox dme:Dmel _CG2262 0911 1629290 _at

R family protein Rbf dme:Dmel_CG7413 0.905 1623479 at

glass bottom boat g2bb dme:Dmel_CG5562 0.9 1628658 at

Protein phosphatase 2A at 29B Pp24-298 dme:Dmel CG17291 .895 625851 s at

Daughters against dpp _ Dad dme:Dmel_CG5201 .846 633556 _s at

Neural conserved at 73EF Ne73EF dme:Dmel CG11661 .923 632526 s at

Iron regulatory protein 1A Irp-14 dme:Dmel_CG4900 .908 1627562 at

Tron regulatory protein 1B Irp-1B dme:Dmel_CG6342 0.887 1640650 _at

Succinyl A synth alpha subunit Scsalpha dme:Dmel_CG1065 0.873 1638529 at

Aconitase Acon dme:Dmel_CG9244 0.869 1634989 at

Isocitrate dehydrogenase Idh dme:Dmel_CG7176 0.864 1634314 s at

Sucb Such dme:Dmel_CG10622 0.844 1635682 at

Carbohydrate Citrate cycle dme00020 15 lethal (1) GO156 I(DG0156 dme:Dmel_CG12233 0.843 1634846 a_at
Metabolism (TCA cycle) - Succinate dehydrogenase B SdhB. dme:Dmel CG3283 0.837 1640632 _at
o Ses-fp dme:Dmel_CG17246 0833 1629086_s_at

lethal (1) GO030 I(1)G0030 dme:Dmel_CG3861 0.804 1623252 a_at

Sucb Such dme:Dmel_CG10622 0.773 1626745 _at

Sucb Such dme:Dmel_CG10622 0.747 1637251 a_at

lethal (1) G0255 1(1)G0255 dme:Dmel_CG4094 0.744 1635025 a_at

Pt uvate car| Pepck dme:Dmel_CG17725 16. 9 a_at

yellow- vellow-f dme:Dmel_CG18550 1.095 1637370 _at

Tyramine beta hydroxylase Tbh dme:Dmel_CG1543 1.084 1627317 _a_at

Glutamate oxaloacetate transaminase 1 Gotl dme:Dmel_CG8430 1.053 1631817 a_at

tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

Type I1I alcohol dehydrogenase T3dh dme:Dmel_CG3425 0.894 628907 at

nahoda nahoda dme:Dmel_CG12781 0.868 1630476 s at

Amino Acid Tyrosine 3 Diphenol oxidasc./\} Dox-43 dme:Dmel_CG2952 0.865 628298 at
Metabolism metabolism dme00350 15 Rab escort protein Rep dme:Dmel_CG8432 0.862 631388 at
rasp rasp dme:Dmel CG11495 0.85 30808 at

Glutamate oxal transaminase 2 Got2 dme:Dmel_CG4233 0.846 1629055 a_at

GDP dissociation inhibitor Gdi dme:Dmel_CG4422 0.84 541129 at

Arginine vl f 1 Artl dme:Dmel_CG6554 084 32383 at

For dehydrogenase Fdh dme:Dmel CG6598 0814 636740 at

Aldehyde dehydrogenase type I11 Aldh-IlI dme:Dmel_CG11140 0.796 1627861 s at

Tyrosine decarboxylase | Tdel dme:Dmel_CG30445 0.709 635665 at

costa cos dme:Dmel_CG1708 1121 633554 at

discs overgrown deo dme:Dmel_CG2048 1.044 1624447 s at

p y limbs slmb dme:Dmel CG3412 1.041 635960_at

Pka-C3 dme:Dmel CG6117 0.998 1635928 a_at

Jit dme:Dmel_CG6551 0.96 35117 at

Su(fu) dme:Dmel_CG6054 0.95 38427 at

Signal Hedgehog G 5 seg Gme:Dmel CG2621 0.931 1630774 5 at
Transduction s‘ﬂ“‘i‘;‘? e pic dme:Dmel_CG2411 0.93 1639749 a_at
TR glass bottom boat ebb dme:Dmel_CG3362 09 28638 at

cAMP: protein kinase 1 Pka-C1 dme:Dmel_CG4379 0.895 31055 at

cAMP-dependent protein kinase 1 Pka-C1 dme:Dmel_CG4379 0.867 1632409 a_at

smoothened smo dme:Dmel CG11561 0.866 1634442 at

i gish Dmel_CG6963 0.865 1626805 s at

Casein kinase lalpha Cklalpha :Dmel_CG2028 .842 1623403 s at

Immune-regulated catalase Irc :Dmel CG8913 .07: 1633391 at
Glutamate oxaloacetate transaminase 1 Gotl dme:Dmel_CG8430 .05 1631817 a_at
tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

dispatched dis) dme:Dmel CG2019 1.048 635021 _at

Peroxi in 2540 Prx2540-2 dme:Dmel CG11765 0951 633471 at

Amino Acid Phcn_\'lal:fnine dme00360 14 Rab escort protein Rej dme:Dmel CG8432 0.862 631388 at
Metabolism metabolism Tasp rasp dme:Dmel_CG11495 0.85 630808 _at
Glutamate oxal ate 2 Got2 dme:Dmel_CG4233 0.846 1629055 a_at

GDP dissociation inhibitor Gdi dme:Dmel_CG4422 0.84 641129 at

Peptidoglycan recogni protein LB PGRP-LB dme:Dmel CG14704 0.826 1630741 s at

Aldehyde dehydrogenase type 111 Aldh-III dme:Dmel CG11140 0.796 1627861 s at

P i xin 6005 Prx6005 dme:Dmel_CG3083 0.76 1634107 _at
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Peroxidasin Pxn dme:Dmel_CG12002 0.752 1640097 _at

hioredoxi 2 Jafrac? dme:Dmel_CG1274 0.724 1637814 s at

Phosphofr Pl dme:Dmel_CG4001 1.129 1634739 a_at

Hexokinase A Hex-A dme:Dmel_CG3001 1.118 1625638 a_at

Triose phosphate isomerase Tpi dme:Dmel CG2171 1.103 1637816 s at

Aldolase Z dme:Dmel_CG6058 1.081 1631993 s at

Aldolase dme:Dmel_CG6058 1.04 1633473 _s_at

betadGalNACTA dme:Dmel_CG8536 1.007 1638113 at

Carbohydrate Fructose and So00S1 3 G-phosphofructo-2-kinase Pfix dme:Dmel_CG3400 0.904 1633454 _s at
Metabolism mannose metabolism Ph 45A Pmm454 dme:Dmel_CG8073 0.899 1628550 a_at
fructose-1.6-bisphosph Jop dme:Dmel CG31692 0.885 1641066 s at

UDPgl protein glucosyliransferase Ugt dme:Dmel_CG6850 0.882 1624465 _at

GD‘;“!‘“?"*"‘“"E"‘Q"“?"_“"S“ Gmer dme:Dmel_CG3495 0851 1626180_at

Phosphomannomutase 45A P45 dme:Dmel_CG8073 0.846 1626864 at

GDP-mannose 4,6-dehydratase Gmd dme:Dmel_CG889%0 0.844 1628521 at

deltex dx dme:Dmel_CG3929 T114 1626617 _at

nejire nej dme:Dmel_CG15319 1.076 1622925 at

Hairless H dme:Dmel_CG5460 1.047 1639839 s _at

ind man dme:Dmel CG8118 1.046 1632457 s at

nicastrin nt dme:Dmel_CG7012 0.96 1640412 _at

Signal Noidtiimsling dishevelled dsh dme:Dmel_CG18361 0.936 1628788 _a_at
Trosudtion i dme04330 13 Serrate Ser dme:Dmel_CG6127 0.935 1634766_at
- groucho gro dme:Dmel CG8384 0.92 1636141 s at

Hairless H dme:Dmel_CG5460 0.905 1638568_s at

Presenilin Psn dme:Dmel CG18803 0.871 1624165 a_at

of Hairless SuH) dme:Dmel_CG3497 0.859 1629921 _a_at

anterior pharynx defective 1 aph-1 dme:Dmel_CG2855 0.793 1633763 _at

Suppressor of Hairless Su(H) dme:Dmel CG3497 RE] 1637850 at

PGRP-SD PGRP-SD dme:Dmel_CG7496 2191 1633545 _at

PGRP-SC2 PGRP-5C2 dme:Dmel_CG14745 171 1629118 at

GSl-like Gsll dme:Dmel_CG15441 1096 1633149 _at

. Glutamine 2 Gs2 dme:Dmel_CG1743 998 1630653 a_at
Bio‘;gﬁ’”‘h‘;sis plidog gnition protein SA PGRP-SA dme:Dmel_CG11709 0.992 1628884 _at
L Peptidoglycan dme00550 2 Peptidoglycan recognition protein LE PGRP-LE dme:Dmel CG8995 0.967 1638119 at
and biosynthesis Glutamine synthetase | Gsl dme:Dmel_CG2718 0.965 1632852 s at
Metabolism PGRP-SBI PGRP-SBI dme:Dmel_CG9681 0.945 1636490_at
Peptidoglycan recognition protein LA PGRP-LA dme:Dmel_CG32042 0.918 1625486 _a_at

Peptidoglycan recognition protein LF PGRP-LF dme:Dmel_CG4437 0.856 1633145_at

GSl-like Gsll dme:Dmel_CG15441 0.824 1632028 a_at

GSl-like Gsll dme:Dmel_CG15441 0.823 1624340 _at

Ugi86Di Ugt86Di dme:Dmel_CG6658 1641242_at

Protoporphyrinogen oxidase Ppox dme:Dmel_CG5796 1.116 1635344 _at

GIcAT-P GlcAT-P dme:Dmel_CG6207 0.977 1624164 s at

Porphobili synthase Phgs ‘dme:Dmel_CG10335 0.962 1633523 at

o Ferrochel ferrochelatase dme:Dmel_CG2098 0.921 1627939 a_at
Mec‘.g';;’l‘l::‘s“‘ Porphyrin and — " Coproporphyrinogen oxidase Coprox. dme:Dmel_CG3433 0916 1637191 at
T chlorophyll metabolism lethal (3) 02640 1(3)02640 dme:Dmel_CG9165 0.892 1635542_at
UDP-glycosyltransferase 35a Ugi35a dme:Dmel_CG6644 0.877 1627662_at

Heme oxy Ho dme:Dmel_CG14716 0.864 1640462_at

ferrochelatase hel dme:Dmel_CG2098 0.861 1626653 a_at

GIcAT-S GleAT-S dme:Dmel_CG3881 0.822 1628402 _a_at

Ugt58Fa Ugt38Fa dme:Dmel CG4414 0.809 1632070 _at

Cytochrome P450-4g1 Cypigl dme:Dmel_CG3972 1.199 1641552_at

Cytochrome P450-4¢2 Cypde? dme:Dmel_CG2060 1.145 1627844 _at

Tmmune-regulated catalasc Irc dme:Dmel_CG8913 1.078 1633391 at

i disp dme:Dmel_CG2019 1.048 1635021 at

Cytochrome P450-6a9 Cyp6ad dme:Dmel_CG10246 1.041 1628345 _at

Stilbene, coumarine. dme00940 12 Cytochrome P450-6a8 Cyp6a8 dme:Dmel_CG10248 1.028 1640755 _at

and lignin biosynthesis Cytochrome P450-9c1 Cyp9cl dme:Dmel_CG3616 0.958 1641428 at

Peroxiredoxin 2540 Prx2540-2 dme:Dmel_CG11765 0.951 1633471 _at

Cytochrome P450-4d2 Cypdd2 dme:Dmel_CG3466 0.772 1636793 _at

Peroxiredoxin 6005 Prx6005 dme:Dmel_CG3083 0.76 634107 _at

Biosynthesis Peroxidasin Pxn dme:Dmel_CG12002 0.752 640097 at
of Secondary hioredoxi xidase 2 Jafrac2 dme:Dmel_CG1274 0.724 1637814 s at
Metabolites Gliotactin Gli dme:Dmel_CG3903 1487 1624203 _s_at
tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

cricklet clt dme:Dmel_CG9858 0.939 1640257 _at

Rab escort protein Rep dme:Dmel CG8432 0.862 1631388 at

Tiigled _rsp rasp dme:Dmel_CG11495 0.85 1630808 _at

biosynthesis I dme00960 11 GDP dissociation inhibitor Gdi dme:Dmel_CG4422 0.84 1641129 _at

alpha-Esterase-7 alpha-Est7 dme:Dmel CGI112 0.828 1637255 a_at

alpha-Esterase-1 alpha-Est] dme:Dmel_CG1031 0.815 1623885 at

alpha-Esterase-8 alpha-Est3 dme:Dmel_CG1121 0.798 1635893_at

alpha-Esterase-3 alpha-Est3 dme:Dmel_CG1257 0.785 1625354 _at

iredoxin 6005 Prx6005 dme:Dmel_CG3083 0.76 1634107 at

Hexokinase A Hex-A dme:Dmel_CG3001 1.118 1625638 a_at

fused lobes Jl dme:Dmel_CG8824 1.045 1635714 s at

Hexosaminidase 2 Hexo2 dme:Dmel_CG1787 0.971 1640957 at

Chitinase-like Chit dme:Dmel_CG5210 0.969 1641259 _at
& Tmaginal disc growth factor 3 Idgf3 dme:Dmel_CG4559 0.964 1623643 _s_at
=2 oo dme00530 11 Glutamine:f phosphate aminotransferase 2 Gfat2 dme:Dmel_CG1345 0.951 1635153 at
Tmaginal disc growth factor 2 1d; dme:Dmel_CGA4475 0.927 1640202 at

Tmaginal disc growth factor | Idgfl dme:Dmel_CG4472 0.926 1633237 at

Imaginal disc growth factor 3 Tdgf3 dme:Dmel_CG4559 0.795 1626301 _at

T inidase | Hexol dme:Dmel_CGI318 0.787 1632188 _at

F inidase | Hexol dme:Dmel CGI318 0.77 1637510_s_at

Cytochrome P450-4g1 Cyplgl dme:Dmel_CG3972 1.199 1641552 _at

Cytochrome P450-d¢2 Cypde2 dme:Dmel CG2060 1145 1627844 at
tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

Cytochrome P450-6a9 Cypbad dme:Dmel_CG10246 1.041 1628345 _at

Biosynthesis T Cytochrome P450-6a8 Cyp6as dme:Dmel_CG10248 1.028 1640755 _at
of Secondary : " : dme00903 11 Aldehyde 2 Aldh dme:Dmel_CG3752 1.02 1634096 at
Metabolites pineneidegradation Cytochrome P450-9¢1 Cyp9cl dme:Dmel_CG3616 0.958 1641428 _at
Rab escort protein Rep dme:Dmel_CG8432 0.862 1631388 _at

rasp rasp dme:Dmel_CG11495 0.85 1630808 at

GDP dissociation inhibitor Gdi dme:Dmel CG442: 0.84 1641129 _at

Cytochrome P430-4d2 Cypdd2 dme:Dmel_CG34 0.772 1636793 at

GTPase-activating protein 1 Gapl dme:Dmel_CG672 1335 1629842 _at

anterior open aop dme:Dmel_CG316 1.193 1627394 s at

gurken erk dme:Dmel CG17610 1.136 1627656 _at

S R i Son of sevenless Sos dme:Dmel_CG7793 1.062 1633335 _at
Tmnsﬁ‘lmon palh\gnav & dme04010 11 pole hole phl dme:Dmel_CG2845 1.057 1627470 _at
< pointed pnt dme:Dmel_CG17077 1.003 1630010_a_at
GTPase-activating protein | Gapl dme:Dmel_CG6721 0.985 1635325 a_at
downstream of receptor kinase drk’ dme:Dmel_CG6033 0.944 1625475 s at

Ras oncogene at 85D Ras$5D dme:Dmel_CG9375 0.943 1624899 _at
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corkscrew csw dme:Dmel_CG3954 0.91 1625775 a_at
Downstream of rafl Dsorl dme:Dmel_CG15793 0.907 1626006_at

Carbonic anhydrase | CAHT dme:Dmel_CG7820 1.156 1636374 _at

GSl-like Gsll dme:Dmel_CGI5441 1.096 1633149 _at

Glutamine synthetase 2 Gs2 dme:Dmel CG1743 0.998 1630653 _a_at

Glutamate Gdir dme:Dmel_CG5320 0.967 1640835 _a_at

Glutamine synthetase | Gsl dme:Dmel_CG2718 0.965 1632852 s al

Encrg:\' Nitrogen dme00910 1 no extended memory nemy dme:Dmel_CG8772 0.964 1634658 a_at
Metabolism metabolism GSl-like Gsll dme:Dmel_CG15441 0.824 1632028 a_at
GSl-like Gsll dme:Dmel_CG15441 0.823 1624340_at

Nitrilase and fragile histidine triad fusion protein NitFhit dme:Dmel CG7067 0.813 1626557 at

SP2637 SP2637 dme:Dmel_CG5473 0.742 1638485 s at

asparagine synthetase Gpadeine dme:Dmel_CG33486 163376

; alpha subunit ProsMAS dme:Dmel_CG10938 0.914 1641432 a_at

Tat-binding protein-1 Top-1 dme:Dmel_CG10370 0.871 1629676 _at

Proteasome 26kD subunit Pros26 dme:Dmel_CG4097 0.862 1623288 _at

i beta2 subunit Prosbeta? dme:Dmel_CG3329 0.851 1640608 _at

Folding, Diphenol oxidase A2 Dox-A2 dme:Dmel_CG10484 0.847 1628269 at
Sorting and Proteasome dme03050 1 Proteasome 25kD subunit Pros25 dme:Dmel_CG5266 0.846 1635872 at
Degradation Tethal (2) 05070 1(2)05070 dme:Dmel_CG8392 0.826 1641616 _at
T 35kD subunit Pros33 dme:Dmel_CG4904 0.825 1631376_at

F 54KD subunit Pross4 dme:Dmel_CG7619 0811 1635974 _at

Proteasome 28kD subumit | Pros28.1 dme:Dmel_CG3422 0.8 1641485_at

P 29KkD subunit Pros29 dme:Dmel_CG9327 0.797 1634820 at

Tryptophanyl-tRNA synthetase Aats-trp dme:Dmel_CG9735 1.376 1629619 _at

Angelman syndrome As dme:Dmel_CG6190 1.075 1632309_at

Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 1634096_at

Tr RNA synthetase Aats-irp dme:Dmel_CG9735 0.961 638511 at

iyt Neural conserved at 73EF Ne73EF dme:Dmel_CG11661 0.923 1632526 s at

metabilisn dme00380 11 Tr RNA synthetase Aats-trp dme:Dmel_CG9735 0.848 1635547 a_at

Arginine methyltransferase 1 Artl dme:Dmel_CG6554 0.84 1632383 at

Peptidoglycan recognition protein LB PGRP-LB dme:Dmel_CG14704 0.826 1630741 s at

Nitrilase and fragile histidine triad fusion protein NitFhit dme:Dmel_CG7067 0.813 1626557 at

Catalase Cat dme:Dmel_CG6871 0.784 1639480 at

scully scu dme:Dmel_CG7113 0.781 1634433 at

Glutamate oxaloacetate transaminase 1 Gotl dme:Dmel_CG8430 1.053 1631817 a_at

Aspartyl-RNA synthetase Aats-asp dme:Dmel_CG3821 1.029 1629026 at

AlanylRNA synthetase Aats-ala dme:Dmel_CG13391 0.997 1639644 at

inyl-tRNA Aats-asn dme:Dmel_CG10687 0.958 1624475 at

Amino Acid o, drial alanyl-tRNA synth Aats-ala-m dme:Dmel_CG4633 0.934 1636795 _at
Metabolism asperiatemeibalisn dme00252 10 lethal (1) G0334 1(1)G0334 dme:Dmel_CG7010 0.848 1635253 a_at
Glutamate oxal r inase 2 Got2 dme:Dmel_CG4233 0.846 1629055 a_at

rudi Y ¥ dme:Dmel_CG18572 0.814 1641267 _at

SP2637 SP2637 dme:Dmel_CG3473 0.742 1638485 _s_at

asparagine synthetase asparagine dme:Dmel_CG33486 1633765_at

Glutamate oxaloacetate i 1 Gotl dme:Dmel_CG8430 1.053 1631817 a_at

prolyl-4-hydroxylase-alpha E| PHialphalFB__|_dme:Dmel CG31022 1 1628705 _at

Glutamate [& dme:Dmel_CG5320 0.967 1640835 a_at

Glutamyl-prolyl-tRNA 0 Aats-glupro dme:Dmel_CG5394 0.956 1626523 a_at

Arginine and dme00330 10 sluggish A slgd dme:Dmel CG1417 0.9 1640090 a_at

proline metabolism Arginyl-tRNA synthetase Aats-arg dme:Dmel_CG9020 0.855 1627148 at

Glutamate oxaloacetate transaminase 2 Got2 dme:Dmel CG4233 0.846 1629055 _a_at

Prolyl-iRNA Aais-pro dme:Dmel_CG12186 0.827 1629758 at

Pyrroline 5-carboyxlate reductase P5er dme:Dmel_CG6009 0.759 1638624 _at

arginase arg dme:Dmel_CG18104 0.755 1637548 _at

tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

Toki lok dme:Dmel_CG10895 0.92 1625038 s _at

; immune response deficient 5 irds. dme:Dmel CG4201 0.906 1625974 _at
Henhioties Rab escort protein Rep dme:Dmel_CG8432 0.862 1631388_al
: : Benzoate degradation ras| rasp dme:Dmel_CG11495 0.85 1630808 at
Biodegradation “ia CoA Tigation dmed0e32 0 O i T Gdi dme:Dmel CGi422 084 1641129 at
Metabolism Cyclin-dependent kinase 4 Cdkd dme:Dmel CG3072 0.837 1639347 s at
Peptidog] protein LB PGRP-LB ‘dme:Dmel_CG14704 0.826 1630741 s at

Nitrilase and fragile histidine triad fusion protein NitFhit dme:Dmel CG7067 0.8 626557 at

2 Acyp? dme:Dmel_CG18505 0.7 629363 at

Triose phosphate isomerase Tpi dme:Dmel_CG2171 1.1 1637816 s at

Aldolase Ald dme:Dmel_CG6058 1.08 1631993 _s_at

Phosphoglycerate kinase Pgk dme:Dmel CG3127 1.07: 1639766 _at

iy Glutamate i Gotl dme:Dmel_CG8430 1.05 1631817_a_at
Mmboi;’m Carbon fixation dme00710 9 Aldolase Ald dme:Dmel_CG6058 1.04 1633473 s _at
Pyruvate kinase PyK dme:Dmel_CG7070 1.037 28027 a_at

Malic enzyme Men ‘dme:Dmel_CG10120 1018 29095 a_at

fructose-1,6-bisphospt fop dme:Dmel CG31692 0.885 41066_s at
Glutamate oxaloacetate transaminase 2 Got2 dme:Dmel_CG4233 0.846 1629055 _a_at

abstrakt abs dme:Dmel_CG14637 0.893 1623353 _at

itct pit dme:Dmel_CG6375 0.842 1625758 _s_at

Es2 Es2 dme:Dmel_CG1474 0.799 1632816 _at

Metabolism g reptin rept dme:Dmel_CG9750 0.798 1630792_at
of Cofactors Hibsyntiusis dme00790 9 reductase Dhfr dme:Dmel_CG14887 0.789 1639972 _at
and Vitamins Dihydropteridine reductase Dhpr dme:Dmel_CG46635 0.743 1641451 at
prunc pn dme:Dmel_CG3461 0.737 637479 _at
le pr ‘dme:Dmel_CG16784 0.681 1637036_s_at

Sepiapterin reductase Sptr dme:Dmel CGI2117 0.587. 632179_at

Mgat2 Mgar2 dme:Dmel_CG7921 1.369 633061 _at

Cog? Cog7 dme:Dmel_CG31040 0.965 1631831 at
alpha Mannosidase [ alpha-Man-I dme:Dmel_CG32684. 0.891 1629744 _a_at

Big;m'gsis R ) UD*:;G1°NA:""3 rmanioside bela: 12 Mgatl dme:Dmel_CG13431 0.88 1623607_at
and biosynthesis Amed0510 J Oligosacchias 48KD subunit Ostd3 Gme:Dmel CGo022 085 1625055 at
Metabolism alpha Mannosidase 1T alpha-Man-Il dme:Dmel_CG18802 0.797 1626112 at
‘Alpha 3 glucosyltransferase Algl0 dme:Dmel_CG32076 0.773 1636806_at

beta subunit of type II geranylgerany betaggt-Il dme:Dmel_CG18627 0.736 1629084 _at

lethal (2) neighbor of tid I(2)not dme:Dmel_CG4084 0.701 1641244 _at

Phosphogluconate mutase Pgm dme:Dmel_CG5165 1.205 1633803 at
Phosphofructokinase Pk dme:Dmel_CG4001 1.129 1634739 a_at
Aldolase Ald dme:Dmel_CGG6058 1.081 1631993 s at
Pentose Aldolase Ald dme:Dmel_CG6058 .04 1633473 _s_at
phosphate dme00030 9 Zwischenferment Zw dme:Dmel_CG12529 1.035 1625995 a_at

Carbohydrate pathway Phosphogl ydrog Pgd dme:Dmel_CG3724 0.978 1631588 _at
Metabolism Phosphogl isomerase Pgi dme:Dmel_CG8251 0.973 1638550_s at
Tal Tal dme:Dmel_CG2827 0.965 1640549 _at
fructose-1.6-bisphosphatase /op dme:Dmel_CG31692 0.885 1641066_s_at

! Ecdysone-inducible gene L3 ImpL3 dme:Dmel_CG10160 1635227 at
mi{:&fi‘:m dme00620 9 lethal (2) 44DEa (244DEa dme:Dmel CG8732 122 1629961 s at
Acetyl Coenzyme A synthase AcCoAS dme:Dmel_ CG9390 | 1.042 | 1641148 a_at
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Pyruvate kinase PyK dme:Dmel CG7070 1.037 1628027 a_at
Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 1634096 _at
Malic enzyme Men dme:Dmel_CG10120 1.018 1629095 a_at
lethal (1) G0334 I(1)G0334 dme:Dmel_CG7010 0.848 1635253 a_at
Acylphosphatase 2 Agyp2 dme:Dmel CG18505 0.742 1629363 at
Phosphoenolpyruvate carboxykinase Pepck dme:Dmel CG17725 1633599 a_at
Phosphotidylinositol 3 kinase 59F Pi3K59F dme:Dmel_CG5373 1.098 1625678 at
Autophagy-specific gene 8 “ligSa dme:Dmel_CG32672 1.045 1639467 at
Autophagy-specific gene 5 Args dme:Dmel_CG1643 .035 1641621 at
Folding, Regilitioa of "Autophagy-specific gene | gl dme:Dmel_CG10967 028 1627886 _at
Somnga_nd autophagy dme04140 Neurexin [V Nrx-117 dme:Dmel CG6827 .931 1639459 a at
Degradation . SNF 1A/AMP-activated protein kinase SNFIA dme:Dmel_CG3051 .931 1629357 s at
Autophagy-specific gene 7 Ag7 dme:Dmel_CG5489 0911 1637240 a_at
Autophagy-specific gene 6 Arg6 dme:Dmel_CG5429 0.79 1636499 at
Autophagy-specific gene 12 Argl2 dme:Dmel CG10861 0.774 1633586 _at
mutagen-sensitive 308 mus308 dme:Dmel_CG6019 1.222 1635214 _at
mutagen-sensitive 205 mus205 dme:Dmel_CG1925 1121 1631822 at
tamas tam dme:Dmel_CG8987 0.885 1637860 _at
DNA polymerase epsilon DNApol-epsilon dme:Dmel_CG6768 0.858 1626355 at
i::(;;l;;:;:r: ml{;:::m 603030 DNA polymerase alpha 180kD 221‘,‘%(‘] dme:Dmel_CG6349 0.854 1633249 at
5 DNA-polymerase-delta DNApol-delta dme:Dmel_CG5949 0.853 1641438 at
DNA ;;olymernse alpha 50kD 22;/55;; dme:Dmel_CG7108 0.745 1633854 _at
DNA polymerase alpha 73kD %";’z dme:Dmel_CGS923 0691 1628372_a_at
Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 1634096 _at
yippee interacting protein 2 yip2 dme:Dmel_CG4600 0.924 1636180 _at
Type 111 alcohol det 2 T3dh dme:Dmel_CG3425 0.894 1628907 at
Lipid Fatty acid dme00071 acyl-Coenzyme A oxidase at 57D proximal Acox57D-p dme:Dmel CG9707 0.877 1639943 at
i li Formaldehyde dehydrogenase Fdh dme:Dmel_CG6598 0.814 1636740 _at
mitochondrial carnitine palmitoyltransferase 1 CPII dme:Dmel_CG12891 0.789 1626147 s at
bgm dme:Dmel_CG4501 0.785 1634048 a_at
scully seu dme:Dmel CG7113 0.781 634433 _at
Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 634096 _at
P ‘dme:Dmel_CG10272 0.98 1638708 s at
. ’ Neural conserved at 73EF Ne73EF dme:Dmel CG11661 0.923 1632526 s at
s g Lysine dme00310 grappa <pp dme:Dmel_CG10272 0.902 162779 s at
Metabolisin degradation Spase 12-subunit Spasel2 dme:Dmel_CG11500 0.843 1632479 at
Spase 25-subunit Spase25 dme:Dmel_CG1751 0.808 1637839 at
scully scu dme:Dmel CG7113 0.781 1634433 at
Spase 22/23-subunit Spase22-23 dme:Dmel CG5677 .78’ 1641646 at
Immune-regulated catalase Irc dme:Dmel_CG8913 .07 1633391 _at
dispatched disp dme:Dmel_CG2019 .04 1635021 at
Peroxiredoxin 2540 Prx2540-2 dme:Dmel CG11765 .95 1633471 at
Energy Methane 00680 Formaldehyde g Fdh dme:Dmel_CG6598 0814 1636740 _at
i boli Catalase Cat dme:Dmel CG6871 0.784 1639480 _at
Peroxiredoxin 6003 Prx6005 dme:Dmel_CG3083 0.76 1634107 at
Peroxidasin Pxn dme:Dmel CG12002 0.752 1640097 at
thioredoxin idase 2 Jafrac2 dme:Dmel CG1274 0.724 1637814 s at
Ugt86D1 Ugt86Di dme:Dmel_CG6658 1641242 at
betadGalNACTA betadGaINAcTA dme:Dmel CG8536 1.007 1638113 at
GIcAT-P GleAT-P dme:Dmel_CG6207 0.977 1624164 s at
Pexitoss aid UDP. 35 Ugi3sa dme:Dmel_CGO6I 0877 1627662_at
glucuronate dme00040 = z >
et sugarless gl dme:Dmel_CG10072 03853 1629352 at
UGP uGp. dme:Dmel CG4347 0.852 1633218 a at
GIeAT-S GleAT-S dme:Dmel_CG3881 0.822 1628402 a_at
Ci y Ugt58Fa Ugt38Fa dme:Dmel_CG4414 0.809 1632070 _at
Metabolism Ecdysone-inducible gene L3 ImpL3 dme:Dmel_CG10160 _ 1635227 at
lethal (2) 44DEa I(2)44DEa dme:Dmel_CG8732 122 1629961 s at
Acetyl Coenzyme A synthase AcCoAS dme:Dmel_CG9390 1.042 1641148 a_at
Propanoate dme00640 Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 1634096 _at
metabolism Succinyl coenzyme A synthetase alpha subunit Sesalpha dme:Dmel_CG1065 0.873 1638529 at
Sucb Such dme:Dmel_CG10622 0.844 1635682 _at
Sucb Such dme:Dmel_CG10622 0.773 1626745 _at
Sucb Such dme:Dmel_CG10622 0.747 1637251 a_at
belphegor bor dme:Dmel CG6815 1.146 1628099 _at
NTPase NTPase dme:Dmel CG3059 1.005 1630857 s at
. NEM-sensitive fusion protein 2 Nsf2 dme:Dmel CG33101 0.908 1639023 _at
Mepolan Thiamine P o2 ci22 dme:Dmel_CG12149 0827 1639233 at
and Vitamins metabolism Germ line transcription factor 1 Gnfl dme:Dmel CG1119 0.774 1623086 _at
Origin recognition complex subunit 5 Ores dme:Dmel CG7833 0.735 1633660 _at
RIC3 RIC3 dme:Dmel_CG5313 0.708 1637166 _at
cutlet cutlet dme:Dmel CG33122 0.68 627253 at
i i Hml dme:Dmel_CG7002 1.308 628018 at
Actin 5C Aet5C dme:Dmel CG4027 1.084 1626163 s at
Cell Actin 42A Actd24 dme:Dmel CG12051 0.973 1624471 s at
- c = dme01430 Lamin Lam dme:Dmel_CG6944 0.943 1636809 _at
‘ommunication =
Laminin B2 LanB2 dme:Dmel_CG3322 0.878 1632666 _at
Collagen type IV Cg25C dme:Dmel CG4145 0.871 1630150 s at
Lamin C LamC dme:Dmel CG10119 0514 1629981 at
wrille vri dme:Dmel_CG14029 1.193 1639273 s at
PAR-domain protein | Pdpl dme:Dmel_CG17888 1137 1627436 _s_at
. Circadian discs overgrown dco dme:Dmel_CG2048 1.044 1624447 s at
Behavior thythm dme04710 sham‘ SRR dme:Dmel CG2621 0.931 1630774 s at
cycle are dme:Dmel CG8727 0.88 1640765 _at
i h gish dme:Dmel CG6963 0.865 1626805 s at
Casein kinase lalpha Cklalpha dme:Dmel_CG2028 0.842 1623403 s at
Cytochrome P450-4g1 Cypigl dme:Dmel CG3972 1.199 1641552 at
sz Cytochrome P450-4¢2 Cyple2 dme:Dmel_CG2060 145 1627844 at
Xenobiotics gamma Cytochrome P450-6a9 Cyp6ad ‘dme:Dmel_CG10246 041 1628345 _at
B“’d?:;’*‘“"“ Hexachlorocyclohexane | dme00361 ‘Acid phosphatase | Acph] dme:Dmel_CG7899 033 1630265 o at
Metabolism degradation Cytochrome P450-6a8 CypbaS dme:Dmel_CG10248 028 1640755 at
Cytochrome P450-9cl Cyp9cl dme:Dmel CG3616 .958 1641428 at
Cytochrome P450-4d2 Cypdd2 dme:Dmel_CG3466 .772 1636793 _at
Minute (2) 2IAB M(2)214B dme:Dmel CG2674 1.042 1624083 s at
{RNA Aats-met dme:Dmel_CG31322 0.897 1632235 at
Amino Acid Methionine S-ndcnon'lmclh?onine decarboxylase SamDC dme:Dmel CG5029 0.84 1633958 at
i etabolises dme00271 S-adenosylmethionine decarboxylase SamDC dme:Dmel_CG5029 0.821 1635130 a_at
Metabolism Adenosylhomocysteinase at 13 Aheyl3 dme:Dmel_CG11654 0.792 1629222 at
Spermidine Synthase SpdS' dme:Dme]l_CG8327 0.758 1630830 a_at
DNA methyltransferase 2 Dnmi2 dme:Dmel_CG10692 0.682 1636427 a_at
HDAC4 HDACH dme:Dmel CG1770 1.049 1635284 a_at
Metabolism of Nicotinate and Sir2 Sir2 dme:Dmel_CG5216 1.036 1628368 at
Cofactors nicotinamide dme00760 loki lok dme:Dmel_CG10895 0.92 1625038 s_at
and Vitamins metabolism immune response deficient 5 irds. dme:Dmel CG4201 0.906 1625974 at
Hdac3 Hdac3 dme:Dmel CG2128 0.855 1637369 _at
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Cyclin-dependent kinase 4 Cdk4 dme:Dmel_CG5072 0.837 1639347 s at

HDAC6 HDAC6 dme:Dmel_CG6170 0.818 1632277 a_at

Cytochrome P450-4gl Cypigl dme:Dmel_CG3972 1.199 1641552 at

. Cytochrome P450-4e2 Cypde2 dme:Dmel_CG2060 1.145 1627844 at
Xenobiotics - Cytochrome P430-6a9 Cypbad dme:Dmel CG10246 04 1628345 at
and. degradation dme00626 7 Cytochrome P4§0»638 Cypba8 dme:Dmel CG10248 1.02 1640755 _at
Metabolism Cytochrome P450-9¢1 Cyp9cl dme:Dmel CG3616 0.95¢ 1641428 at
Arginine methyl 1 Artl dme:Dmel CG6554 0.84 1632383 at

Cytochrome P450-4d2 Cypdd2 dme:Dmel_CG3466 0.772 1636793 at

lethal (2) 44DEa 1(2)44DEa dme:Dmel_CG8732 122 1629961 s at

Redustive Acetyl Coenzyme A synthase AcCodS dme:Dmel CG9390 1.042 1641 I-?B a at

Hhieray Iron regulatory prole'fn 1A Irp-14 dme:Dmel_CG4900 0.908 1627:§2 at
Metabolism dme00720 7 Iron rgEu]alor.\' protein 1B Irp-1B dme:Dmel_CG6342 .887 1640650 _at
Aconitase Acon dme:Dmel_CG9244 .869 1634989 at

Isocitrate dehydrogenase Idh dme:Dmel_CG7176 .864 1634314 s at

lethal (1) G0255 (1)G0255 dme:Dmel_CG4094 .744 1635025 a_at

PAPS synthetase Paps dme:Dmel_CG8363 1.233 1634522 s at

Minute (2) 21AB M(2)214B dme:Dmel CG2674 1.042 1624083 s at

Metabolism Selenoamino acid Mc{h%on\'l—lRNA synthetase Aats-met dme:Dmel CG31322 0.897 1632235 at
ofOlhcrA : melibolian: dme00450 7 Arginine methyl 1 Artl dme:Dmel_CG6554 0.84 1632383 at
Amino Acids ) Adenosylhomocysteinase at 13 Aheyl3 dme:Dmel_CG11654 0.792 1629222 at
“Selenophosph Sps2 dme:Dmel_CG5025 0.785 1630013 _s_at

selenide, water dikinase SelD dme:Dmel_CG8553 0.764 1628834 a_at

tafazzin tafazzin dme:Dmel_CG8766 1.05 1626481 a_at

Xenobiotics o Type IIIi n}],cohol dchvdr.ogcnnsc 7[’51#1 illme: ))mmc: (C.'g3425 0.894 16289(8!; at
Biodegradation i Soe ab escort protein ep me:Dmel_CG8432 0.862 1631388 _at
and LNEpamE: | timE00GH 6 Tasp rasp dme:Dmel CGI1495 085 30808 at
Metabolism C) GDP dissociation inhibitor Gdi dme:Dmel_CG4422 0.84 641129 _at
Formaldehyde dehydrogenase Fdh dme:Dmel_CG6598 0.814 36740 _at

_ Ugt86Di Ugt86Di dme:Dmel_CG6658 41242 at

GIcAT-P GleAT-P dme:Dmel_CG6207 0.977 1624164 s at

Lipid Androgen and dme00150 6 UDP-gl 35a Ugt3sa dme:Dmel CG6644 0.877 627662 _at
Metabolism estrogen metabolism Arginine methyl fe 1 Artl dme:Dmel_CG6554 0.84 632383 at
GIcAT-S GledT-S dme:Dmel_CG3881 0.822 1628402 a_at

Ugt58Fa Ugt38Fa dme:Dmel CG441 0.809 1632070 _at

HMG Coenzyme A synthase Hmgs dme:Dmel CG431 L156 1634072 s at

Aldehyde dehydrogenase Aldh dme:Dmel CG375: 1.02 1634096 _at
Carbohydrate Butanoate dme00650 6 lethal (1) G0334 1(1)G0334 dme:Dmel_CG701 0.848 1635253 a_at
A i boli alpha-Esterase-8 alpha-EstS dme:Dmel CG1121 0.798 1635893 at
scully scu dme:Dmel_CG7113 0.781 1634433 at

Peroxiredoxin 6005 Prx6005 dme:Dmel_CG3083 0.76 1634107 at

RNA pol 11 140kD subunit Rpil 140 dme:Dmel_CG3180 1.034 1625962 at

RNA polymerase II 215kD subunit RplI215 dme:Dmel CG1554 1.022 1640764 _at

- RNA RNA polymerase I11 128kD subunit Rplll128 dme:Dmel_CG8344 0.996 1628131 at
Transcription polymerase drii03020 5 RNA polymerase 1 135kD subunit Rpll35 dme-Dmel_CG4033 094 1627924 _at
RNA polymerase I 18kD subunit Rplll8 dme:Dmel CG1163 0.819 1636644 at

RNA polymerase I subunit Rpll dme:Dmel CG10122 0.819 1629356 _at

Aldehyde dehydrogenase Aldh dme:Dmel_CG3752 . 1.02 1634096 _at

: S-adenosylmethionine decarboxylase SamDC dme:Dmel CG5029 0.84 1633958 at

Amino Acid mgﬁ;ﬁ;’fm i35 & Pepiidoglycan recognition protein LB PGRP-LB dme:Dmel CG14704 0.826 1630741 s at
Metabolism of amino groups S-adenosylmethionine decarboxylase SamDC dme:Dmel CG5029 0.821 1635130 a_at
permidine Synthase SpdS dme:Dmel_CG8327 0.758 1630830 a_at

arginase arg dme:Dmel CG18104 0.755 1637548 at

Aldehyde dehydrogenase Aldh dme:Dmel_CG3752 1.02 1634096 at

Metabolism BetAlinins pyd3 pyd3 dme:Dmel_CG3027 0.924 630038 at
ol_'O\hcr_ daolisi dme00410 5 Rhythmically exp gene 3 Reg-3 dme:Dmel CG2194 0.821 1625686 _s_at
Amino Acids Spermidine Synthase SpdsS dme:Dmel_CG8327 0.758 1630830 _a_at
Collapsin Response Mediator Protein CRMP dme:Dmel CG1411 0.735 1639109 a_at

Aldehyde dehydrogenase Aldh dme:Dmel CG3752 1.02 1634096 _at

Tipid Bile acid Yyippee interacting protein 2 yip2 dme:Dmel_CG4600 0.924 1636180 _at

i b 4 dme00120 5 Type [I1 alcohol dehydrogenase T3dh dme:Dmel CG3425 0.894 1628907 at
Formaldehyde dehydrogenase Fdh dme:Dmel_CG6598 0.814 1636740 _at

midway mdy dme:Dmel_CG31991 0.722 1636579 s _at
. HDAC4 HDACH dme:Dmel CG1770 1.049 1635284 a_at
Zenobiotice y Sir2 Sir2 dme:Dmel_CG3216 1.036 1628368 at
Tl dcrg.r adation dme00930 5 Hdac3 Hdac3 dme:Dmel_CG2128 0.855 1637369 at
Meiabolisi HDAC6 HDAC6 dme:Dmel_CG6170 0.818 1632277 a_at
seully seu dme:Dmel CG7113 0.781 1634433 at

Phosphogl mulase Pem dme:Dmel_CG5165 1.205 633803 at

Carbohydrate Galactose Phosp i Pl dme:Dmel_CG4001 1.129 1634739 a_at
g 9 dme00052 5 Hexokinase A Hex-A dme:Dmel CG3001 1.118 1625638 a_at
UGP UGP dme:Dmel CG4347 0.852 1633218 a_at

Eci3 Eci3 dme:Dmel CG3132 0.798 1624517 at

fused lobes Jdl dme:Dmel CG8824 1.045 1635714 s at

Ganglioside Hexosaminidase 2 Hexo2 dme:Dmel CG1787 0971 1640957 _at

biosynthesis dme00604 ) Ect3 Eci3 dme:Dmel_CG3132 0.798 1624517 at

Glycan Hexosaminidase 1 Hexol dme:Dmel CG1318 0.787 1632188 at
i hesi: I ini 1 Hexol dme:Dmel CG1318 0.77 1637510 s _at
and fused lobes sl dme:Dmel_CG8824 1.045 1635714 s at
Metabolism Gly Hexosaminidase 2 Hexo2 dme:Dmel_CG1787 0.971 1640957 at
e dme01032 5 Eci3 Fc3 dme:Dmel_CG3132 0.798 1624517 at

o Hexosaminidase 1 Hexol dme:Dmel CG1318 0.787 1632188 at
Hexosaminidase 1 Hexol dme:Dmel CG1318 0.77 1637510 s at
Threonyl-tRNA I Aats-thr dme:Dmel_CG5353 1.004 1640984 s at

Ansino AcGd Glycine, Sl:l:il’l!: GIVC\:I-!RN/\ synthetase Aats-gly dme:Dmel_CG6778 .973 1636948 a_at
Metabolism and lhrc({nlnc dme00260 5 mitochondrial ribosomal protein L39 mRpL39 dme:Dmel CG17166 .894 1625665 _at
metabolism astray aay dme:Dmel CG3705 .767 1633488 at

Seryl-tRNA synthetase Aats-ser dme:Dmel_CG4938 .764 1636797 at

fused lobes Sl dme:Dmel CG8824 1.045 1635714 s at

JGIyCat & < Hexosaminidase 2 Hexo2 dme:Dmel CG1787 0.971 1640957 _at
ol dcgradaliof; dme00531 5 Ect3 Ect3 dme:Dmel CG3132 0.798 1624517 at
Metabolism Hexosaminidase 1 Hexol dme:Dmel_CG1318 0.787 1632188 at
Hexosaminidase 1 Hexol dme:Dmel_CG1318 0.77 1637510 s at

Iron regulatory protein 1A Irp-14 dme:Dmel_CG4900 .908 1627562 at

Glyoxylate and Iron regulatory protein 1B Irp-1B dme:Dmel_CG6342 .887 1640650 at

Carbohydrate di bo ) dme00630 5 Aconitase Acon dme:Dmel_CG9244 .869 1634989 at

3 icarboxylate =

Metabolism stsbohsn lethal (1) GO030 I(1)G0030 dme:Dmel_CG3861 .804 1623252 a_at
HALHdependent e Nmdme dme:Dmel_CG18466 0.801 1640775_a_at

lehydrogenase ——

fused lobes Sdl dme:Dmel_CG8824 1.045 1635714 s at

) eian i Hexosaminidase 2 Hexo? dme:Dmel CGI787 0.971 1640957 at
nd degradation dme00511 5 Ect3 Ect3 dme:Dmel_CG3132 0.798 1624517 at
Metabolism Hexosaminidase 1 Hexol dme:Dmel_CG1318 0.787 1632188 at
Hexosaminidase | Hexol dme:Dmel_CG1318 0.77 1637510 _s at

M P h pyd3 pyd3 dme:Dmel_CG3027 0.924 1630038 at
of Cofactors and CoA dme00770 5 fumble Sbl dme:Dmel_CG5725 0.88 1637990 s _at
and Vitamins biosynthesis cbony activating protein eap dme:Dmel_CG32099 0.854 1633677 at
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Rhythmi ene 3 Reg-3 dme:Dmel_CG2194 0.821 1625686_s_at
Collapsin Response Mediator Protein CRMP dme:Dmel CG1411 0.735 1639109 a_at
. - Glutamale oxal transaminase | Gotl dme:Dmel_CG8430 1.053 1631817 a_at
f;”si’;‘:’;;:  Alkaloid Y 4 Diphenol oxidase A3 _ » dme:Dmel_CG2952 0.865 628298 at
NElaboKise biosynthesis | Glutamate oxaloacetate transaminase 2 Gor2 dme:Dmel_CG4233 846 1629055 _a_at
Tyrosine decarboxylase | Tdcl dme:Dmel_CG30445 709 635665 _al
" CTP-phosphocholine cytidylyl 2 Cet2 dme:Dmel_CG18330 143 625859 at
Mz'r“&":;"‘ Aminophosphonate il i Phosphoethanolamine cytidylyliransferase Pect dme:Dmel CG5547 107 T641183 a al
Rt Asid metabolism CTP:phosphocholine cytidylyltransferase | Cetl dme:Dmel_CG1049 1.002 1629930 _s at
Arginine 1 Artl dme:Dmel_CG6554 0.84 632383 _at
onc-inducible gene L3 ImpL3 dme:Dmel CG10160 635227 at
Amino Acid Cysteine 02T ; Glutamate oxal inasc | Gotl dme:Dmel_CG8430 1.053 1631817 _a_at
Metabolism metabolism Cysteinyl-tRNA synthetase Aats-cys 1.041 625878 at
Glutamate oxaloacetate transaminase 2 Gor2 dme:Dmel CG4233 0.846 1629055 a_at
Xenobiotics tafazzin tafazzin dme:Dmel CG8766 1.05 1626481 a_at
Biodegradation ; . Rab escort protein Rep dme:Dmel_CGB432 0.862 631388 at
l::rnd Etnibenzens degradsiion | dme00642 4 Tasp rasp dme:Dmel_CG11495 0385 630808 _at
Metabolism GDP dissociation inhibitor Gdi dme:Dmel_CG4422 0.84 641129 at
Glyean Tused lobes 2 dme:Dmel_CG8824 1.045 1635714_s_at
Biosynthesis : 1 inidase 2 Hexo2 dme:Dmel_CG1787 0.971 1640957 at
and Globgmismamiplien) | Ws00603 4 Hevosaminidase 1 Hexol dme-Dmel_CGI318 0.787 32188_at
Metabolism H. inidase | Hexol dme:Dmel_CGI318 0.77 1637510 s at
Aldehyde 2 Aldh Dmel_CG3752 1.02 34096_at
Histidine dme00340 4 - Histidyl-tRNA synthetase Aats-his dme:Dmel_CG6335 0.876 1631877 a_at
metabolism & Arginine ferase | Artd e:Dmel_CG6554 0.84 32383 _at
Aldehyde dehydrogenase type 111 Aldh-111 dme;:Dmel_CG11140 0.796 1627861 s at
Phenylalanine, Glutamate oxal transaminase 1 Gotl dme:Dmel CG8430 1.053 1631817 a_at
tyrosine and dme00400 4 Tyrosyl-tRNA synthelase Aaistyr dme:Dmel CG4361 1.03 632234 at
tryptophan Phenylalanyl-tRNA synthetase Aats-phe dme:Dmel CG13348 0.931 636872 at
Amino Acid biosynthesis Glutamate oxal Got2 dme:Dmel_CG4233 0.846 1629055 a_at
Metabolism _ " ValyI-(RNA synthetase Aats-val dme:Dmel_CG4062 1.012 1638259 _s_at
Valine, leucine Tsoleucyl-tRNA synthelase Aats-ile dme:Dmel CG11471 0919 1631106 s at
and isoleucine dme00290 4 - =
Hiosynthesis Leucyl-tRNA synthetase Aats-leu dme:Dmel CG7479 0.851 623460 _at
3 Tethal (1) G0334 1(1)G0334 dme:Dmel_CG7010 0.848 1635253 _a_at
. " HMG Coenzyme A synthase Hmgs dme:Dmel_CG4311 1156 1634072_s_at
Yalinezlsosine ‘Aldehyde dehydrogenase Aldh dme:Dmel_CG3752 102 63409 at
and isoleucine dme00280 4 - - -
degradation yippee interacting protein 2 vip2 dme:Dmel_CG4600 0.924 636180 _at
scully seu dme:Dmel CG7113 0.781 634433 at
Linid Bissgtithiasia Famesyl pyrophosphate synthase Fpps dme:Dmel CG12389 1.082 1628428 at
Mela&]m m.s);‘:wi e dme00100 3 TIMG Coenzyme A reduclase Tmger dme:Dmel_CG10367 1011 1628990 at
” quemao qm dme:Dmel_CG8593 0.884 635967 at
Metabolism —— Spase [2-subunit Spasel2 dme:Dmel_CG11500 0.843 632479 _at
of Cofactors Sl dme00780 3 Spase 25-subunit Spase25 dme:Dmel_CG1751 0.808 637839 at
and Vitamins = Spase 22/23-subunit Spase22-23 dme:Dmel_CG3677 0.781 641646_at
Metabolism Crantatmiioaci Peptidoglycan recognition protein LB PGRP-LB dme:Dmel_CG14704 0.826 1630741 s at
of Other Y dchition dme00460 3 Nitrilase and fragile histidine triad fusion protein NitFhit dme:Dmel_CG7067 0813 1626557 at
Amino Acids SP2637 SP2637 dme:Dmel_CG5473 0.742 1638485 _s_at
Lipid Fatty acid PalmitoyI-protein thioesterase | Ppil dmeDimel CGI2108 1136 637608 at
Serabalia elongation in dme00062 3 Vippee interacting protein 2 vip2 dme:Dmel CG4600 0.924 636180 at
mitochondria scully scu dme:Dmel CG7113 0.781 634433 _at
. adenosine 3 ade3 dme:Dmel_CG31628 0.912 1637037 at
Mtabol: One carbon NAD-depend
of Cofactors i dme00670 3 : y Nmdme dme:Dmel_CG18466 0.801 1640775_a_at
5d Vitatfiing pool by folate dehydrogenase
Dihydrofolate reductase Dhfr dme:Dmel_CG14887 0.789 1639972 _at
Fo}ding, Protein Signal rccognili‘on Paniclc pr otein 54k Srp54k dme:Dmel CGMfS‘) 0.903_ 1633329 at
Sorting and ST dme03060 3 GTP-binding protein Gip-bp dme:Dmel_CG2522 0.805 1639135 _at
Degradation o Signal recognition particle protein 19 Sipl9 dme:Dmel_CG4457 0.775 1638272_at
Biosynthesis Terpenoid Famesyl p synthase Fpps dme:Dmel CG12389 1.082 1628428 at
of Secondary Hoaputhedis dme00900 3 I Hmu dme:Dmel_CG3373 0.971 635740 at
Metabolites 2 quemao qm dme:Dmel_CG8593 0.884 635967 at
Lipid Arachidonic acid dme00590 5 sniffer sni dme:Dmel_CG10964 0.834 627015_at
Metabolism metabolism = GXIVsPLA2 GXIVsPLA2 dme:Dmel_CG17035 0.834 1625027 a_at
Carbohydrate Ascorbate and 00053 " ‘Aldehyde dehydrogenase Aldh dme:Dmel_CG3752 1.02 634096_at
Metabolism aldarate metabolism = sugarless sgl dme:Dmel_CG10072 0.853 629352 at
Glycan peptide O-xylosy oxt dme:Dmel_CG32300 0.931 637482_at
Biosynthesis Chondroitin sulfate dme00532 ;
and biosynthesis beta-4-galactosyltransferase 7 betaiGalT7 dme:Dmel_CG11780 0.696 1632917 _at
Metabolism
it D—Glj:::minc Glutamate dehydrogenase Gdir dme:Dmel_CG5320 0.967 1640835 _a_at
Anzf Other D-glutamate Ametord 2 110 extended memory nemy dme:Dmel_CG8772 0.964 1634638 a_at
no Acids 3
metabolism
Glycan Glycan structures dme01031 5 UDP-glucose-glycoprotein glucosyl Ugt dme:Dmel CG6850 0.882 624465 at
Biosynthesi: - biosynthesis 2 - vegetable veg dme:Dmel CG6657 0.822 1628922 s at
and Heparan sulfate dme00534 5 tout-velu v dme:Dmel CG10117 1012 637442 at
Metabolism biosynthesis = brother of tout-velu botv dme:Dmel CGIS110 0.907 636990_at
Biosynthesis S Glutamate oxaloacetate transaminase | Gotl dme:Dmel CG8430 1.053 1631817 a_at
of Secondary Hovcbiotn dme00401 2
ST biosynthesis - Glutamate oxaloacetate transaminase 2 Gor2 dme:Dmel_CG4233 0.846 1629055_a_at
Carbohydrate Nucleotide sugars 00550 9 sugarless sgl dme:Dmel CG10072 0.853 1629352 at
Metabolism metabolism 2 UGP UGP dme:Dmel_CG4347 0.852 1633218 _a_at
Metabolism : 3 Acid phosphatase 1 Acph-1 dme:Dmel_CG7899 1.033 1640265 a_at
of Cofactors R.\lmllu\.m dme00740 2 E 3 Y
i r ey metabolism Diphenol oxidase A3 Dox-A3 dme:Dmel_CG2952 0.865 1628298 _at
N p " Phosphogluconate mutase Pem dme:Dmel_CG5165 1205 1633803 at
e e reptomyci ame00521 2 Hexokinase A Tex-1 dme-Dmel CG3001 1118 1625638 2 al
Metabolites. biosynthesis 400785 2 Lipoic acid synthase Las dme:Dmel_CG5231 1151 1623470 _at
Lipoic acid synthase Las dme:Dmel_CG5231 0.969 1632225 a_at
Bi’i:::?:i:&ci:n Bezgae i ) )
o  degradation dme00362 1 yippee interacting protein 2 yip2 dme:Dmel_CG4600 0.924 1636180_at
Nstabolisg via hydroxylation
Glycan Glycosyl
Byt phosphatidylnositolGpy | 4meo063 I vegetable veg dme:Dmel_CG6657 0822 16289225 at
i -anchor bi i
Biosynthesis Indole and
of Secondary ipecac alkaloid dme00901 1 Hemomucin Humu dme:Dmel_CG3373 0.971 1635740_at
Metabolites biosynthesis
Carbohydrate Inositol dme00031 1 Triose phosphate isomerase Tpi dme:Dmel_CG2171 1.103 1637816_s_at
- Lipid Lincleio acid dme00591 1 GXIVSPLA2 GXIVsPLA2 dme:Dmel_CG17035 0834 1625027 a_at
fetabolism metabolism ~=:
Xenobiotics
Hiodeensiation dc';f-‘:dc::o“ dme00643 1 Peptidoglycan recognition protein LB PGRP-LB dme:Dmel CG14704 0.826 1630741_s_at
| Energy Sulfur dme00920 1 PAPS synthetase Paps dme:Dmel_CG8363 1.233 1634522 s _at
metabolism =
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Lipid Synthesis and
1pie degradation of dme00072 1 HMG Coenzyme A synthase Hmgs dme:Dmel_CG4311 1.156 1634072_s_at
Metabolism K = ) A X
etone bodies
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