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Flybase name Symbol Source Identifier
Argonaute 2 AGO2 SRA SRP002788
absent, small, or homeotic discs, C-ter domain 1 Ash1C GEO GSE30820 [1]
absent, small, or homeotic discs, N-ter domain 1 AshlN GEO GSE30820 [1]
Boundary element-associated factor of 32 kDa BEAF modENCODE modENCODE_274
blanks CG10630 modENCODE modENCODE _4176
Chromator Chro modENCODE modENCODE _278
Centrosomal protein of 190 kDa CP190 modENCODE modENCODE_925
CCCTC-binding factor CTCF modENCODE modENCODE_283
dMi-2 dMi-2 modENCODE modENCODE_3676
Sex combs extra dRING modENCODE modENCODE_928
Scm-related gene containing four mbt domains dSFMBT modENCODE modENCODE_3751
Utx dUTX SRA SRR585048 [5]
Su(Tpl) ELL SRA SRR345566 [6]
Enhancer of Zeste E(2) modENCODE modENCODE_2988
female sterile (1) homeotic L FshL GEO GSE30820 [1]
female sterile (1) homeotic SL FshSL GEO GSE30820 [1]
FK506-binding protein 2 fkbp in-house f
Suppressor of variegation 205 HP1a modENCODE modENCODE_2668
Heterochromatin Protein 1b HP1b modENCODE modENCODE_941
Heterochromatin Protein 1c HP1c modENCODE modENCODE_943
rhino HP1d modENCODE modENCODE _4187
Heterochromatin Protein 2 HP2 modENCODE modENCODE _944
Heterochromatin Protein 4 HP4 modENCODE modENCODE_3948
Heat shock factor HSF SRA SRX018631 [7]
Heat shock protein 83 Hsp90 GEO GSE31226 [2]
Imitation SWI ISWI modENCODE modENCODE_3032
Interacts with the C terminus of ELL 1 Teel SRA SRR345567 [6]
Suppressor of variegation 3-1 JIL-1 modENCODE modENCODE_945
Lysine (K)-specific demethylase 2 Kdm?2 modENCODE modENCODE_3033
Histone demethylase 4A Kdm4A modENCODE modENCODE_3784
lilliputian Lilli SRA SRR345568 [6]
lost PHD finger of Trr LPT SRA SRR585049 [5]
MBD-R2 MBD-R2 modENCODE modENCODE _946
Minichromosome maintenance complex component 2-7 MCM SRA SRP006146
maleless MLE modENCODE modENCODE_3788
modifier of mdg4 MOD2.2 modENCODE modENCODE_2674
males absent on the first MOF SRA SRR495372, SRR495373 [§]
MRG15 MRG15  modENCODE modENCODE_3047
male-specific lethal 1 MSL1 modENCODE modENCODE_3293
male-specific lethal 2 MSL2 SRA SRR495368, SRR495369 [8]
male-specific lethal 3 MSL3 SRA SRR495370, SRR495371 [8]
Enhancer of bithorax NURF modENCODE modENCODE_947
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Flybase name Symbol Source Identifier
Origin Recognition Complex subunit 2 ORC2 SRA SRP002091
Polycomb Pc GEO GSE24521 [3]
Polycomblike PCL modENCODE modENCODE_3049
Polyhomeotic Ph GEO GSE24521 [3]
pleiohomeotic Pho modENCODE modENCODE_3894
Painting of fourth POF modENCODE modENCODE_3294
RNA polymerase II 215kD subunit IT PollICC*  modENCODE modENCODE _329
Rrp6 Rrp6 SRA SRR610262, SRR610263 [9]
Rrp40 Rrp40 SRA SRR610264, SRR610265 [9]
PR-Set7 PR-Set7  modENCODE modENCODE_3054
Posterior sex combs Psc GEO GSE24521 [3]
RPD3 RPD3 modENCODE modENCODE_3057
dred SPT16 modENCODE modENCODE_3058
Suppressor of Hairy wing Su(Hw) modENCODE modENCODE_330
Suppressor of variegation 3-3 Su(var)3-3 modENCODE modENCODE_3949
Suppressor of variegation 3-7 Su(var)3-7 modENCODE modENCODE_2672
Suppressor of variegation 3-9 Su(var)3-9 modENCODE modENCODE_2673
Topoisomerase 11 Topoll modENCODE modENCODE_3945
Trithorax-like Trl modENCODE modENCODE_285
Trithorax-related Trr SRA SRR585047 [5]
Trithorax Trx GEO GSE24521 [3]
will die slowly WDS modENCODE modENCODE_953
deformed wings ZW5 modENCODE modENCODE_3804

T: unpublished data (manuscript in preparation).
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