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verwendete Fliegenstämme 
UAS-mib1;+/+;C5-Gal4 (Modifier Stamm) hergestellt von Soya Kim 
UAS-mib1;UAS-Dcr2/+;C5-Gal4 hergestellt in dieser Arbeit 
Bloomington Deficiency Kit  
(Stand 25.02.2011) 

Bloomington Drosophila Stock 
Center (Kap. 9.1.1, Tab. 9.1) 

Verkleinerte Defizienzen  Bloomington Drosophila Stock 
Center (Kap. 9.1.2, Tab. 9.2) 

Allele (Kandidatengenen)  Bloomington Drosophila Stock 
Center (Kap. 9.1.3, Tab. 9.3) 

RNAi-Linien (Kandidatengenen)  VDRC (Kap. 9.1.4, Tab. 9.4) 
w1118 (w-) Stammsammlung AG Klein 
w;If/CyOwg-lacZ/MKRS/TM6b (MB) Frank Sprenger,  

CyOwg-lacZ: (Kassis et al. 1992) 
w;Tkv-YFP/CyOwg-lacZ.MKRS/TM6b Tobias Troost, 

Tkv-YFP: Kyoto Stock Center 
w;lgdd7FRT40A/CyOwg-lacZ;MKRS/TM6b (Jaekel und Klein 2006) 
w;lgdd7,Tkv-YFP/CyOwg-lacZ,MKRS/TM6b (Masterarbeit Morawa 2012)  
hsFlp1.22;His-RFP FRT40A/CyOwg-

lacZ,MKRS/TM6b 
Stammsammlung AG Klein 

hsFlp1.22;His-RFP FRT40A/CyOwg-lacZ;dad-
lacZ/TM6b 

(Masterarbeit Morawa 2012) 

N-YFP;If/CyOwg-lacZ;MKRS/TM6b Stammsammlung AG Klein 
w;lgdd7FRT40A/CyOwg-lacZ;Dlrev1082B/TM6b Stammsammlung AG Klein 
hsFlp1.22;His-RFP FRT40A/CyOwg-lacZ,GFP 
FRT82B/TM6b 

Stammsammlung AG Klein 

N-YFP;lgdd7FRT40A/CyOwg-lacZ;MKRS/TM6b Stammsammlung AG Klein 
w;shrub4-1FRTG13/CyOwg-lacZ;MKRS/TM6b (Sweeney et al. 2006) 
w;shrub4-1FRTG13/CyOwg-lacZ;dad-lacZ/TM6b Stammsammlung AG Klein 
w;shrub4-1FRTG13,lgdd7FRT40A/CyOwg- Nadja Ohlenhard 



lacZ;MKRS/TM6b 
w;shrub4-1FRTG13,lgdd7FRT40A/CyOwg-

lacZ;Dad-lacZ/TM6b 
hergestellt in dieser Arbeit 

w;If/CyOwg-lacZ;dad-lacZ/TM6b (Casanueva und Ferguson 2004) 
w;If/CyOwg-lacZ;Bam-GFP/TM6b zur Verfügung gestellt von Masahiko 

Takemura (Department of Biology, 
Graduate School of Science, Kobe, 
Japan) 

w;lgdd7FRT40A/CyOwg-lacZ;Bam-GFP/TM6b hergestellt in dieser Arbeit 
fu1/+;If/CyOwg-lacZ;MKRS/TM6b (Nüsslein-Volhard und Wieschaus 

1980) 
w;tkva12FRT40A/CyOwg-lacZ;Bam-GFP/TM6b (Terracol und Lengyel 1994) 
fu1/+;lgdd7FRT40A/CyOwg-lacZ;MKRS/TM6b hergestellt in dieser Arbeit 
w;lgdRSK83aFRT40A/CyOwg-lacZ;MKRS/TM6b (Jaekel und Klein 2006) 
w;lgdd7FRT40A/CyOwg-lacZ;lgdPlgd-RFP/TM6b (Troost et al. 2012) 
w;Dmon1mut4FRT40A/CyOwg-lacZ;dad-lacZ/TM6b hergestellt in dieser Arbeit 

(Dmon1mut4 aus Yousefian et al. 
2013) 
 

w; Dmon1mut4,lgdd7FRT40A/CyOwg-lacZ;dad-
lacZ/TM6b 

hergestellt in dieser Arbeit 
 

w;dppd10/CyOwg-lacZ;MKRS/TM6b zur Verfügung gestellt von Hugo 
Bellen; (Segal und Gelbart 1985) 

w;dppd12/CyOwg-lacZ;MKRS/TM6b zur Verfügung gestellt von Hugo 
Bellen; (Segal und Gelbart 1985) 

dxENU/+;If/CyOwg-lacZ;MKRS/TM6b Stammsammlung AG Klein 
w;aph-1D35/CyOwg-lacZ;MKRS/TM6b Stammsammlung AG Klein 
w;kuzES24/CyOwg-lacZ;MKRS/TM6b Stammsammlung AG Klein 
w;If/CyOwg-lacZ;mib12/TM6b Stammsammlung AG Klein 

(Lai et al. 2005) 
w;If/CyOwg-lacZ;Dlrev10/TM6b (Micchelli et al. 1997) 
w;If/CyOwg-lacZ;HE31/TM6b Stammsammlung AG Klein 
w;If/CyOwg-lacZ;SerRx106/TM6b Stammsammlung AG Klein 
w;If/CyOwg-lacZ;CG1171415/TM6b hergestellt in dieser Arbeit 
SkpA1;+/+;+/+ (Phuong Thao et al. 2006) 



Datenbank Link 
NCBI Pubmed pubmed.com (Stand 05.01.2015) 
Flybase flybase.org (Stand 05.01.2015) 
Bloomington Drosophila Stock Center flystocks.bio.indiana.edu  

(Stand 05.01.2015) 
Vienna Drosophila Resource Center (VDRC) stockcenter.vdrc.at  

(Stand 05.01.2015) 
BioGRID thebiogrid.org (Stand 05.01.2015) 
DPiM interfly.med.harvard.edu  

(Stand 05.01.2015) 
DroID droidb.org (Stand 05.01.2015) 
InterlogFinder interologfinder.org   

(Stand 05.01.2015) 
SignaLink signalink.org (Stand 05.01.2015) 
Esemble ensembl.org (Stand 05.01.2015) 



Drosophila melanogaster 



Drosophila melanogaster



primäre Antikörper (in 5 % NGS) 
anti-CycA Maus 1:5 DSHB 
anti-Spec Maus 1:20 DSHB 
anti-Hnt Maus 1:50 DSHB 
anti-Nextra Maus 1:100 DSHB 
anti-Dl Maus 1:100 DSHB 
anti-Tkv Kaninchen 1:500 zur Verfügung gestellt 

von A. Nakamura 
anti-Rab7 Kaninchen 1:500 abcam 
anti- -Gal Kaninchen 1:1500 Cappel  

sekundäre Antikörper (in 5 % NGS) 
A488 Ziege 1:500 Invitrogen 
A568 Ziege 1:500 Invitrogen 
A647 Ziege 1:500 Invitrogen 
A488 Ziege 1:500 Invitrogen 
A568 Ziege 1:500 Invitrogen 
A647 Ziege 1:500 Invitrogen 
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single fly

PCR-Ansatz 

genomische DNA 1 μl 

forward Primer 1 μl 

reverse Primer 1 μl 

dNTPs 0,5 μl 

One Taq Polymerase (NEB) 0,5 μl 

One Taq Puffer (NEB) 10 μl 

dH2O 36 μl 

PCR-Programm 

heat lid 110 °C  

Initiale Denaturierung 94 °C 3 min 

35 Zyklen 

Denaturierung 94 °C 30 s 

Anlagerung 55 °C 30 s 

Verlängerung 68 °C 2:15 min (1 min pro kb) 

Finale Verlängerung 68 °C 2 min 

Primer (Oligonukleotide) 
CG11714 forward 1 cgccaagaactgcgttacggccaaagatg 

CG11714 reverse 1 gctgactgtgatgcgaccgcctcgc 

CG11714 forward 2 gaggcagatcgtttccgtctgctg 

CG11714 reverse 2 cttcgcaatccagagtacgtccaattc 

CG11714 forward 3 gatactctgattcgcctctgtgagtttg 

CG11714 reverse 3 cgagatatagtcagtaagtgagtctgatc 

CG11714 forward 4 cgtcgggaaaaactggatcgccttg 

CG11714 reverse 4 ggcgctccgaggagttcatcgc 
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Stamm + 
Kategorie 

Identifizert
es Gen Zytologie Funktion Lokalisation Humane Homologe Gruppe 

1546 
SkpA 1B14 SCF-Komplex, E3-

Ub-Ligase 
Zentrosom, 

Spindel SKP1 Ubiquitinierun
g, Transport 

9053 

1546 
sdk 1C2-1C3 Immunoglobulin Plasmamembran SDK1, SDK2 Zelladhesion 

9053 

901 sc 1A8 bHLH-Protein Nukleus ASCL1, ASCL2 Transkriptions
faktor 

8031 ??? - - - - - 

9348 ??? - - - - - 

8948 CG2701 3B3 UBA-like Zytoplasma ASCC2 Ubiquitinierun
g, Transport 

9169 Ilp7 3E2 Insulin-like extrazellulärer 
Raum - Signalweg 



8956 
Bteb2 4D1 Zink-Finger-

Integrase Nukleus KLF15 Transkriptions
faktor 

944 

7708 ??? - - - - - 

8949 
CG6048 

(RNAi) 
5C10 Endopeptidase Synapse 

PRSS57, ELANE, CTRB1, 
KLK14, CTRL, CTRB2, 
PRTN3, CFD, PRSS55 

Andere 5281 

8947 

5281 deltex 6B1-6B2 E3-Ub-Ligase Zytoplasma DTX1, DTX2, DTX4 Ubiquitinierun
g, Transport 

5281 MCTS1 
(RNAi) 5D2 Translation - MCTS1 Zellmaschineri

e 
8947 

3196 CG4617 6F5 - - HMGXB4 Andere 

8955 ??? - - - - - 

6698 Ubc-E2H 
(RNAi) 7D6 E2-Ub-Konjugase - UBE2H Ubiquitinierun

g, Transport 

6698 
sn 7D1-7D2 Actinbindung Zytoplasma FSCN1, FSCN2, FSCN3 Zytoskelett 

949 

26564 btd 8F10 C2H2-Zinkfinger Nukleus SP3, SP5, SP1 Transkriptions
faktor 

26564 nej 8F7-8F9 Acetyltransferase Nukleus CREBBP, EP300 Transkriptions
faktor 

9153 
CG15296 9D3 - - - Andere 

26853 

9153 
Hmr 9D3 DNA-Bindung Polytenchromoso

m - Zellmaschineri
e 

26853 

26853 CG32676 9E1-9E2 Ub-like - MIDN Ubiquitinierun
g, Transport 

26853 
Imp 9F1-9F4 RNA-Splicing Axon IGF2BP1, IGF2BP2, IGF2BP3 Zellmaschineri

e 
25068 

25068 feo 9F5 Mikrotubuli-Bindung Zytoplasma PRP1 Zytoskelett 

930 sisA 
(RNAi) 10B2 DNA-Bindung Nukleus - Transkriptions

faktor 
23672 

930 
PGRP-SA 10C6 Peptidoglycan-

Bindung 
extrazellulärer 

Raum 
PGLYRP1, PGLYRP2, 
PGLYRP3, PGLYRP4 Signalweg 

26574 

930 
CG11695 10C7 C2H2-Zinkfinger Nukleus 

ZNF852, ZNF30, ZNF630, 
ZNF585A, ZBTB16, ZFP69B, 

BCL6, ZNF7, ZNF549, ZFP90, 
ZNF44, ZKSCAN5, ZNF664 

Transkriptions
faktor 

26574 



930 
nod 10C7-10C8 Kinesin Kinesin-Komplex KIF2C, KIF 9, KIF6 Zytoskelett 

26574 

930 
rho-4 10C10 Peptidase Plasmamembran RHBDL2 Signalweg 

26574 

930 
CG2540 11B5-11B6 Butirosin-

Biosynthese - CHAC1, CHAC2 Metabolismus 
9217 

9171 dy (RNAi) 10E2 Cutikula Plasmamembran - Zytoskelett 

9171 SelG 
(RNAi) 10F4 Selenoprotein Golgi Apparat - Metabolismus 

8898 sno 11E3 Hydrolase, Notch-
Signalweg Nukleus SBNO1, SBNO2 Signalweg 

26864 CG15743 11B9 Insositol-
Monophosphatase Zytoplasma IMPAD1, UBE2W Metabolismus 

8952 garnet 12B4 Coatomer AP-3-Komplex AP3D1 Ubiquitinierun
g, Transport 

24146 Clic 12C5-12C6 Clorid-Kanal - CLIC1, CLIC2, CLIC3, CLIC4, 
CLIC5,CLIC6 Andere 

9352 
NetA 12F1-12F2 Netrin Extrazelluläre 

Matrix 

LAMA1, LAMC2, NTN3, 
LAMA2, LAMC3, NTN1, 

LAMC1 
Zelladhesion

9218 

9352 
NetB 12F2 Netrin Extrazelluläre 

Matrix

LAMA1, LAMC2, NTN3, 
LAMA2, LAMC3, NTN1, 

LAMC1 
Zelladhesion 

9218 

29732 ??? - - - - - 

9219 CG6340 13C5 - - RSRC2 Andere 

26869 mei-41 14C3 Kinase Nukleus ATR Zytoskelett 

26869 

AnxB11 14C4 Annexin - 

ANXA6, ANXA8L1, ANXA7, 
ANXA2, ANXA11, ANXA5, 
ANXA4, ANXA10, ANXA1, 

ANXA9, ANXA3, ANXA8L1, 
ANXA13 

Zelladhesion 
23295 

23295 rngo 14C6 Proteolyse, Ub-like 
Proteosom, 
Zytoplasma, 

Nukleus 
DDl1, DDl2 Ubiquitinierun

g, Transport 

23295 eIF-  14C6 Translation Translation-
Initiation-Komplex EIF2S1 Zellmaschineri

e 

23295 
para 14D1-16A2 Calcium-Kanal Plasmamembran 

SCN1A, SCN2A, SCN7A, 
SCN4A, SCN11A, SCN10A, 
SCN3A, SCN9A, SCN5A, 

Andere 
26858 

1158 spheroide 15A1-15A2 Protease extrazellulärer 
Raum - Andere 

1158 
Axs 15A1 

Anoctamin; Ca-
aktivierbarer Cl-

Kanal 
Spindel, ER ANO8, ANO10 Andere 

8954 



1158 TwdlZ 
(RNAi) 15A3 Cutikula Extrazelluläre 

Matrix - Andere 
8954 

8954 CG4829 15A10-15A11 Glutathione-
Metabolismus - GGT5, GGT2, GGTLC1, 

GGT1, GGTLC2, GGTLC3 Metabolismus 

8954 RSG7 
(RNAi) 15B1 Rho-

Signaltransduktor Zytoplasma RGS11, RGS7, RGS9, RGS6 Signalweg 

8954 CG4880 
(RNAi) 15B4 Hydrolase - - Transkriptions

faktor 

8954 CG8949 
(RNAi) 15E1 - - WAC Andere 

33829 

8954 
CG4955 15E1 - - - Andere 

33829 

33829 xmas-1 15E7 - - - Andere 

24429 Vps4 
(RNAi) 16F1-16F2 ATPase Endosom VPS4A, VPS4B Ubiquitinierun

g, Transport 

29733 

Frq1 16F7-17A1 Recoverin Synapse 

NCALD, NCS1, RCVRN, 
VSNL1, KCNIP4, KCNIP3, 

KCNIP1, HPCAL4, KCNIP2, 
HPCA 

ubiquitinierun
g, Transport 

24376 

26568 CG6470 
(RNAi) 17C1 C2H2-Zinkfinger - - Transkriptions

faktor 

7768 pcm 18C7 Exoribonuklease Zytoplasma XRN1, XRN2 Zellmaschineri
e 

29994 e(y)3 18D8-18D11 FYVE/PHD-
Zinkfinger Nukleus PHF10 Transkriptions

faktor 

29994  18D11-18D12 Protein-Transporter 
Sec61 

Translocon-
Komplex 

SEC61G Ubiquitinierun
g, Transport 

24626 Zir 21B1-21B2 Rho-
Signaltransduktor - DOCK6, DOCK7, DOCK8 Signalweg 

3084 
lea (robo2) 22A1 Immunoglobulin Axon ROBO1, ROBO2, ROBO3, 

ROBO4, MYOM1 Zelladhesion 
24118 

3084 
lwr (RNAi) 21E2 E2-Ub-Konjugase Nukleus UBE2I Ubiquitinierun

g, Transport 
24118 

90 aph-1 23A5 -Secretase-
Komplex Membran APH1A, APH1B Signalweg 

23680 
morgue 24F2 E2-Ub-Konjugase SCF-Komplex PUBC1, UBE2E2, UBE2E3, 

UBE2D3, UBE2E1, UBE2D1 
Ubiquitinierun
g, Transport 

744 

1164 Ir25a 25A8 NMDA-Rezeptor Membran GRID2 Signalweg 

7497 CG14034 
(RNAi) 25D1 Lipase extrazellulärer 

Raum PLA1A, LIPH, LIPI Metabolismus 



9341 frj 26D5 Acyltransferase Membran MBOAT7 Metabolismus 

9615 CG34345 26F3 Oxidoreduktase ER P4HA3, P4HA1, P4HA2 Metabolismus 

9615 homer 27A1 Pleckstrin Dendrit, ER HOMER1, HOMER3 Zytoskelett 

9615 Oatp6F 26F3 Anionen-Transporter Membran SLCO6A1, SLCO5A1, 
SLCO4A1, SLCO4C1 Andere 

1469 lgd 32D3-32D4 endosomaler 
Transport Zytoplasma CC2D1A, CC2D1B Ubiquitinierun

g, Transport 

32256 (RNAi) 34B9 Coatomer Vesikel COPB2 Ubiquitinierun
g, Transport 

32256 CG7099 34B9-34B10 Transkription TFIIIC-Komplex CTF3C1 Transkriptions
faktor 

32256 CG31730 34B3 Acetyltransferase - NAA20, NAA11 Metabolismus 

9594 kuz 34C4-34C6 Metalloprotease Membran ADAM10 Signalweg 

27353 CG42817 35F1 - - CACNA2D4, CACNA2D3 Andere 

27353 CG42818 35F1 - - - Andere 

3180  36D Vesikeltransport Plasmamembran SYT17, SYT6, SYT10, SYT9, 
SYT3 

Ubiquitinierun
g, Transport 

3180 CG15145 
(RNAi) 36C11 - - MAATS1 Andere 

8935 mib2 37B10-37B11 E3-Ub-Ligase Zytoplasma MIB1, MIB2 Ubiquitinierun
g, Transport 

25705 laccase2 41F1 Mehrfach-Kupfer-
Oxidase - CP, HEPHL1, HEPH Metabolismus 

23665 shrub 45A12-45E ESCRT-III MVB CHMP4A, CHMP4B, CHMP4C Ubiquitinierun
g, Transport 

23666 CG12909 47A1 C2H2-Zinkfinger Nukleolus LYAR Transkriptions
faktor 

23666 CG33474 
(RNAi) 47A7 Peroxisom-Fission Peroxisommembr

an PEX11G Metabolismus 

23666 CG42732 47A1-47A7 Potassium-Kanal Membran KCNT2, KCNT1 Andere 

25428 luna 47D1-47D4 C2H2-Zinkfinger Nukleus KLF6, KLF1, KLF7, KLF5, 
KLF12, KLF3 

Transkriptions
faktor 

25428 CG7220 
(RNAi) 47B7-47B9 E2-Ub-Konjugase - IMPAD1, UBE2W Ubiquitinierun

g, Transport 

442 mir-184 50A1 microRNA - - Andere 

7546 CG5267 
(RNAi) 53D6 Trypsin-Inhibitor-like extrazellulärer 

Raum 

OTOG, VWF, MUC5AC, 
MUC6, MUC2, OTOGL, 

MUC5B, MUC19 
Andere 

8918 ??? - - - - - 

25430 
Vps20 58F1-58F2 ESCRT-III MVB CHMP6 Ubiquitinierun

g, Transport 
282 



26513  59E4 Integrin Integrin-Komplex ITGA9, ITGA4, ITGA1, ITGA2, 
ITGA3, ITGA6, ITGA7 Zelladhesion 

27352 slbo 60C6 Leucin-Zipper Nukleus CEBPE, CEBPG, CEBPB, 
CEBPD, CEBPA 

Transkriptions
faktor 

27352 nvy   
(RNAi) 60C5-60C6 MYND-Zinkfinger Nukleus RUNX1T1, CBFA2T25, 

CBFA2T37 
Transkriptions

faktor 

27352 CG13578 60C7 - - - Andere 

9701 vein 64E12-64F2 Egfr-Ligand extrazellulärer 
Raum MYOT, NRG2, FLT1 Signalweg 

24399 lqf 66A4-66A5 Epsin Plasmamembran EPN3, ENTHD1, ENSG, 
EPN2 

Ubiquitinierun
g, Transport 

7591 tut    
(RNAi) 66B13-66C1 RNA-Bindung Zytoplasma RBM46 Zellmaschineri

e 

7591 Cpr66Ca 
(RNAi) 66C7 Cutikula Extrazelluläre 

Matrix - Andere 

997 scramb1 67D11 Scramblase - PLSCR1, PLSCR4, PLSCR3, 
PLSCR5 Metabolismus 

997 
Ilp4 67C8 Insulin-like extrazellulärer 

Raum - Signalweg 
24416 

997 
CG8108 67C11-67D1 C2H2-Zinkfinger - CI21 Transkriptions

faktor 
24416 

8068 CG11714 68C12 BTB/POZ - - Ubiquitinierun
g, Transport 

27346 mib1 72C2 E3-Ub-Ligase Zytoplasma MIB1, MIB2 Ubiquitinierun
g, Transport 

2597 Tim17b - Translocase Mitochondrium TIMM17B, TIMM17A Andere 

25077 Rga 83B5-83B6 Protein-Bindung CCR4-NOT CNOT2 Zellmaschineri
e 

26533 Osi9 83E2 - Plasmamembran - Andere 

24973 Lk6 86E18 Kinase Zytoplasma MKNK2, MKNK1 Signalweg 

24973 Sbf 86F8 Pleckstrin Recycling-
Endosom SBF1, SBF2 Ubiquitinierun

g, Transport 

23714 eff 88D2 E2-Ub-Konjugase Mikrotubuli PUBC1, UBE2E2, UBE2E3, 
UBE2D3, UBE2E1, UBE2D1 

Ubiquitinierun
g, Transport 

9152 CG42726 88F1 C2H2-Zinkfinger - ZNF44, ZNF710, ZNF366, 
ZNF384 

Transkriptions
faktor 

9152 CG6136 
(RNAi) 88F2 Kupfer-Homeostase - CUTC Metabolismus 

9152 Act88F 
(RNAi) 88F5 Actin Actinfilament ACTA1, PS1TP5BP1, ACTC1, 

ACTBL2, ACTA2 Zytoskelett 

24139 Delta 92A1-92A2 Notch-Ligand Plasmamembran DLL1, DLL4 Signalweg 



8964 CG4362 
(RNAi) 92E2 Chitin Viruscapsid - Andere 

25021 
Hairless 92F3 Notch-Co-Repressor Nukleus - Signalweg 

9501 

8684 CG7031 
(RNAi) 94C8 - - - Andere 

6367 
prt 95A7-95A8 

Hydrogen-
Aminosäuren-

Antiporter 

Membran, 
synaptische 

Vesikel 
SLC18A2, SLC18A1 Ubiquitinierun

g, Transport 
24993 

24993 SdhD 95B1 Dehydrogenase 
innere 

Mitochondrienme
mbran 

SDHD Metabolismus 

24993 CG10214 95B1 Exoribonuklease Mitochondrium, 
Nukleus REXO2 Zellmaschineri

e 

9210 
Ser 97E6-97E8 Notch-Ligand Plasmamembran JAG2, JAG1 Signalweg 

25001

29997 CG11842 98F6 Endopeptidase - - Andere 

29997 
Atg14 98F10 Autophagie - ATG14 Ubiquitinierun

g, Transport 
25005 

29997 
Slbp 98F13 mRNA-Bindung Zytoplasma SLBP Zellmaschineri

e 
25005 

25005 stg 99A5 Phosphatase Nukleus CDC25A, CDC25B, CDC25C Metabolismus 

2352 ??? - - - - - 

2234 CG1607 100C2-100C3 Aminosäuren/Polya
min-Transporter Membran SLC7A7, SLC7A5, SLC7A11, 

SLC7A9, SLC7A10, SLC7A6 Andere 

2234  100C6 Coatomer Vesikel COPG2, COPG Ubiquitinierun
g, Transport 

2234 CG1890 100D2 Tubulin-Bindung Mikrotubuli TBCA Zytoskelett 

2234 CG2118 100D2 Leucin-
Metabolismus 

mitochondriale 
Matrix PCCA, MCCC1 Metabolismus 

2234  100D2 Translation Zytoplasma EEP1A2, EEF1A1 Zellmaschineri
e 

2234 nyo 100C4-100C6 apicale Konstriktion Membran CUTL-28, CUTL-17, NOAH-1, 
CUTL-18, C3OH6.5 Andere 

2234 CycG 100C7 Cyclin Polytenchromoso
m 

CCNG1, CCNG2, CCNI, 
CCNI2 

Zellmaschineri
e 

2234 Med 100C7-100D1 DNA-Bindung, DPP-
Signalweg 

Nukleus, 
Zytoplasma SMAD4 Transkriptions

faktor 

2234 CstF-50 100D1 mRNA-Schnitt mRNA ENS6 Zellmaschineri
e 

2234 awd 100D2 Mikrotubuli-Bindung Mikrotubuli NME4, NME1-NME2, NME3, Zytoskelett 



NME2, NME1 

2234 Acf1 100D2 PHD-Zinkfinger ACF-Komplex, 
Nukleus BA21A Transkriptions

faktor 

4055 
pan 102A3-102A4 DNA-Bindung Nukleus, 

Mikrotubuli 
TCF7L2, LEF1, TCF7L1, 

TCF7 
Transkriptions

faktor 
9433 

4055 CG1909 102C6 Acetylcholin-
Rezeptorbindung 

postsynaptische 
Membran RAPSN Andere 

In silico
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Drosophila

Name Spezies Score E-Wert %ID 

Btbd6 Maus 51,5 4e-8 27,84 

Btbd3 Maus 47,4 1e-6 30,58 

BTBD6 Mensch 52,1 2e-8 23,82 

BTBD3 Mensch 49,1 4e-7 31,40 
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SkpA SkpA 2H, yeast, human predicted
SkpA nej 2H predicted
SkpA Med TF predicted
SkpA stg human predicted
SkpA Dl pp predicted
SkpA Imp DPiM predicted
SkpA CycG human predicted
SkpA CG2118 yeast predicted
SkpA morgue DPiM, 2H, Co-IP, AC-MS known
rpr SkpA Suppression
morgue rpr Suppression
SkpA eIF-2 DPiM predicted
SkpA InR DPiM, 2H, yeast, human Enhancement
SkpA InR Suppression
Ilp4 InR pp known
Ilp7 InR pp known
Ilp4 Ilp7 pp known
InR N Suppression
sdk sdk pp predicted
sdk Med TF predicted
sc Imp DPiM predicted
sc sc 2H, human predicted
e(y)3 sc Suppression
sc Med TF predicted
sc sisA Suppression
nvy sc Suppression
sc nej human predicted
sc H Suppression
CG2701
Ilp7 Ilp7 pp known
Bteb2 Med TF predicted
Vap-33A CG6048 Suppression
Vap-33A Med TF predicted
Vap-33A Dl 2H, pp known
Vap-33A mei-41 dosage rescue predicted
Vap-33A Axs yeast predicted
Vap-33A cct2 AC-MS known
Vap-33A Imp DPiM predicted
Vap-33A Vap-33A human predicted
Vap-33A Ubc-E2H pp predicted
MCTS1 MCTS1 pp predicted
MCTS1 Med TF predicted
dx Med TF predicted
dx N Enhancement
dx Frq1 2H, human predicted
dx nej human, pp predicted
dx H Suppression
dx eff human predicted
dx CG4617 2H known
dx CycG 2H known
dx dx pp, 2H predicted
dx scramb1 2H predicted
CG4617 Imp DPiM predicted
CG4617 homer DPiM predicted
CG4617 CG4617 2H known
sn sn DPiM predicted
sn ph-p Suppression
eff ph-p Enhancement
ph-p eff Enhancement
WASp sn Enhancement
H WASp Suppression
N WASp Suppression
N WASp Enhancement
sn Med TF predicted
sc sn Enhancement
sn sc Suppression
sc e(y)3 Enhancement
e(y)3 sc Enhancement
lwr sc Suppression
Ubc-E2H Med TF predicted
Ubc-E2H Ubc-E2H pp predicted
nej mei-41 Suppression
nej Lk6 pp predicted
nej luna human predicted
nej Dl AC-Western, pp, 2H predicted
nej slbo pp predicted
morgue nej Enhancement, predicted
nej stg human predicted
eff nej Enhancement, predicted
nej H Enhancement
nej H Suppression
nej N human predicted
nej Med TF, pp predicted
nej Sbf WB, pull-down, massfingerprint known
nej lwr human, pp predicted
nej scramb1 human predicted
nej pan pp known
nej nej human, pp, 2H, Dosage Rescue, Growth D predicted
btd Imp indirect predicted, directed
btd Med TF predicted
btd N indirect predicted, directed
btd H indirect predicted, directed
btd CG4617 indirect predicted, directed
Hmr Med TF predicted
Hmr Su(var)205 Co-IP, WB, massfingerprint known
Su(var)205 RpL15 Enhancement
RpL15 N Enhancement
N Su(var)205 Enhancement
Su(var)205 CG8108 Co-IP, massfingerprint known



CG15296
CG32676 Med TF predicted
CG32676 hrs pp Enhancement
Imp H Suppression
Imp Med TF predicted
Imp lwr DPiM predicted
Imp AnxB11 DPiM predicted
Imp slbo DPiM predicted
Imp CycG DPiM predicted
Imp PGRP-SA DPiM predicted
Imp CG1607 DPiM predicted
Imp CG2118 DPiM predicted
Imp CG12909 human predicted
feo Med TF predicted
nod feo Lethality Enhancement, predicted
sisA Med TF predicted
sisA Vps20 2H Enhancement
sisA sisA pp known
PGRP-SA PGRP-SA DPiM predicted
CG11695
mei-41 nod Enhancement, predicted
lwr nod Suppression
CG1890 nod Enhancement, predicted
nod Med TF predicted
nod CG7220 Growth Defect predicted
pcm nod Enhancement, predicted
feo nod Enhancement, predicted
nod nod AC-Western, 2H predicted
rho-4 Su(var)205 2H known
rho-4 Med TF predicted
rho-4 rho-4 DPiM predicted
dy
SelG Med TF predicted
CG2540 awd DPiM predicted
CG2540 CG2540 DPiM predicted
CG2540 Uba1 2H known
sno Ser Suppression
sno Dl Suppression
Dl sno Suppression
H sno Suppression
sno H Suppression
sno N Suppression
sno N Enhancement
N sno Enhancement
sno Med TF predicted
CG15743 Med TF predicted
g g pp predicted
Clic Med TF predicted
Clic Clic DPiM predicted
NetA Med TF predicted
fra NetA Suppression
fra N Enhancement
NetA hid Suppression
morgue hid Suppression
Imp hid Suppression
NetB hid Suppression
NetB hid Enhancement
NetA NetB predicted
NetB Med TF predicted
fra NetB Suppression
CG6340 Med TF predicted
CG6340 cct2 AC-MS known
mei-41 CycG Suppression
nod mei-41 Enhancement, predicted
mei-41 shrb yeast predicted
mei-41 Lk6 yeast predicted
mei-41 lwr Dosage Rescue, Lethality predicted
mei-41 mei-41 pp, human predicted
AnxB11 scramb1 human predicted
AnxB11 hrs 2H known
AnxB11 Ef1 100E human predicted
AnxB11 Zir human predicted
AnxB11 Med TF predicted
AnxB11 AnxB11 DPiM predicted
Egfr AnxB11 Enhancement, predicted
eIF-2 Med TF predicted
eIF-2 eIF-2 pp predicted
para sesB Suppression
awd sesB Enhancement
chn para Enhancement
chn N Enhancement
chn sc Suppression
para Mhc Suppression
Mhc Act88F Suppression
Axs Axs yeast predicted
lwr Axs Suppression
TwdlZ
CG4829
RSG7 RSG7 DPiM predicted
CG4880 CG4880 DPiM predicted
CG4880 Med TF predicted
CG8949 Med TF predicted
CG4955 CG4955 DPiM predicted
xmas-1
Vps4 shrb DPiM, AC-MS known
Vps4 Vps20 yeast, 2H, reconstituted complex predicted
Vps4 Vps4 yeast, human predicted
Frq1 Frq1 yeast, pp predicted
CG6470 CG6470 DPiM predicted
pcm lwr yeast predicted



pcm Med TF predicted
pcm CG1890 Enhancement, predicted
pcm pcm yeast, AC-MS predicted
pcm CG7220 Growth Defect predicted
e(y)3 Med TF predicted
Sec61 Med TF predicted
Zir Zir human predicted
lwr Med 2H known
lwr shrb 2H, human,DPiM predicted
lwr Dl 2H known
lwr lwr yeast, human, worm, pp, 2H known
lwr slbo human, 2H predicted
lea (robo2) Med TF predicted
lea (robo2) eIF-2 pp predicted
lea (robo2) lea (robo2) pp predicted
aph-1 Med TF predicted
N aph-1 Suppression
aph-1 aph-1 human predicted
Dl N Enhancement
Ser N Enhancement
lgd N Enhancement
lgd N Suppression
N lgd Suppression
N lgd Enhancement
morgue morgue DPiM predicted
morgue Med TF predicted
morgue hid Suppression
CG7220 morgue Enhancement, predicted
CG8108 morgue Suppression, predicted
nej morgue Enhancement
Rga morgue Enhancement
eff morgue AC-MS, AC-Western, Groth Defect, LethalitEnhancement
Ir25a
CG14034 HIP-R DPiM known
HIP-R Clic known
HIP-R pan known
frj Med TF predicted
CG34345
Oatp26F
homer Med TF predicted
homer slbo pp predicted
homer nvy human predicted
homer homer pp predicted
lgd shrb 2H Enhancement
lgd shrb 2H Suppression
lgd Ser Suppression
lgd Med TF predicted
kuz Dl Enhancement
kuz Med TF predicted
robo1 lea (robo2) Enhancement
robo1 lea (robo2) Suppression
lea (robo2) robo1 Enhancement
robo1 kuz Enhancement
N kuz Enhancement
N kuz Suppression
kuz N Suppression
kuz N Enhancement
H kuz Suppression
kuz H Suppression
H N Suppression
H N Enhancement
N H Enhancement
N H Suppression
kuz Ser Enhancement
H Ser Suppression
Ser H Suppression
Ser H Enhancement
CG42817
CG42818
CG15145
Syt shrb 2H predicted
mib2 Ser human predicted
mib2 shrb DPiM predicted
mib2 Dl pp, 2H known
mib2 InR DPiM predicted
mib2 Med TF predicted
mib2 mib2 DPiM predicted
laccase2 laccase2 yeast predicted
shrb rho Suppression
rho H Suppression
vn rho Suppression
vn rho Enhancement
rho vn Suppression
shrb Vps20 yeast, human, 2H known
Vps20 rho Suppression
shrb Syt 2H predicted
shrb slbo DPiM predicted
InR shrb Enhancement, predicted
shrb Med TF predicted
shrb shrb yeast, human, 2H known
N rho Suppression
CG12909 eIF-2a human predicted
CG12909 Med TF predicted
CG12909 awd DPiM predicted
CG33474 Med TF predicted
CG7220 mib1 human predicted
CG7220 awd DPiM predicted
eff CG7220 Enhancement
CG7220 CG7220 AC-Western, human predicted
luna Med TF predicted



luna ago human predicted
awd ago Enhancement
ago N known
CG5267
Vps20 InR Enhancement, predicted
Vps20 rho Suppression
rho H Suppression
N rho Suppression
vn rho Suppression
vn rho Enhancement
rho vn Suppression
Itg PS5 Med TF predicted
Itg PS5 Dl Enhancement, predicted
Itg PS5 Ser Enhancement, predicted
Itg PS5 Itg PS5 pp, 2H predicted
nvy N Enhancement
Dl N Enhancement
Dl N Suppression
N Dl Suppression
nvy Med TF predicted
nvy nvy AC-MS, AC-Western, human, pp predicted
slbo slbo pp, 2H predicted
slbo Dl pp predicted
slbo Med pp predicted
AP-2 slbo Suppression
CG13578
vn H Suppression
vn N Suppression
vn Med TF predicted
vn Egfr Enhancement
vn Egfr Suppression
Egfr vn Suppression
Egfr vn Enhancement
lqf Med TF predicted
lqf Dl human Enhancement
Dl lqf human Enhancement
AP-2 lqf human Enhancement
lqf N human Enhancement
N lqf human Enhancement
eff lqf Suppression
Ser lqf Enhancement
lqf lqf yeast predicted
eff neur Suppression
neur lqf Enhancement
N AP-2 Suppression
Dl AP-2 Suppression
tut
Cpr66Ca
Ilp4 Ilp4 pp known
Ilp4 Med TF predicted
CG8108 Su(var)205 DPiM known
CG8108 eff Suppression
CG8108 CG7220 Lethality predicted
CG8108 Med TF predicted
scramb1 scramb1 2H predicted
CG11714 SkpA this Screen predicted
mib1 Med TF predicted
mib1 eff human predicted
mib1 CG7220 human predicted
mib1 Ser human Suppression
mib1 Ser human Enhancement
N mib1 2H Suppression
mib1 Dl human Enhancement
mib1 mib1 human predicted
Rga Med TF predicted
Rga H Enhancement
Rga eff Enhancement, predicted
Rga w Suppression
nej w Enhancement
e(y)3 w Enhancement
Su(var)205 w Suppression
g w Suppression
g w Enhancement
Rga Rga 2H, DPiM, worm predicted
Osi9 Osi9 DPiM predicted
Lk6 N Suppression
Lk6 Lk6 yeast, pp, 2H, AC-MS predicted
Lk6 eff yeast predicted
Lk6 Med TF predicted
Lk6 Act88F yeast predicted
Lk6 neur directed predicted
Lk6 Egfr directed predicted
Lk6 Su(dx) directed predicted
Sbf Med TF predicted
Pi3K68D N Enhancement
Egfr Pi3K68D Enhancement
Pi3K68D Sbf Suppression
eff neur Suppression
eff lqf Suppression
eff Rga Enhancement, predicted
eff Lk6 yeast predicted
eff CG7220 Enhancement, predicted
eff Med TF predicted
eff Mhc Dosage Rescue predicted
eff Su(dx) Enhancement, predicted
eff CG8108 Suppression, predicted
eff eff yeast predicted
CG42726
CG6136 Med TF predicted
CG6136 CG2701 human, 2H predicted



CG6136 CG6136 human, worm, 2H predicted
Act88F Dl pp predicted
Act88F neur directed known
Act88F Egfr directed known
Act88F Su(dx) directed, AC-Western known
Act88F Lk6 yeast predicted
Act88F awd yeast predicted
Act88F Ef1a100E pp, Dosage Rescue predicted
Act88F para 2H predicted
para Mhc Suppression
Act88F Mhc yeast, AC-MS Suppression
Mhc Act88F yeast, AC-MS Suppression
Act88F Act88F yeast, 2H predicted
Dl Ser Suppression
Ser Dl Suppression
Ser Dl Enhancement
Dl N human Suppression
Dl N human Enhancement
N Dl human Enhancement
N Dl human Suppression
Dl AP-2 Suppression
mib1 Dl human Enhancement
neur Dl Enhancement
Dl neur Enhancement
Su(dx) Dl Enhancement
Su(dx) Dl Suppression
H Dl Enhancement
Dl dx Enhancement
Dl lqf Enhancement
lqf Dl Enhancement
nvy Dl Enhancement
pan Dl Enhancement, predicted
Egfr Dl Suppression
Dl Egfr Suppression
shrb Dl Enhancement, predicted
Dl Med TF predicted
CG4362
H Dl Enhancement
H Dl Suppression
kuz H Suppression
Rga H Enhancement
Sec61 H Enhancement
vn H Suppression
H Med TF predicted
Ser H Suppression
Ser H Enhancement
H Ser Suppression
N H Suppression
N H Enhancement
H N Enhancement
H N Suppression
CG7031
prt
CG10214 CG10214 DPiM predicted
CG10214 Med TF predicted
SdhD (CG102SdhD (CG10219) pp predicted
Med Ser TF, directed predicted
rho Ser Suppression
lqf Ser Enhancement
neur Ser human Enhancement
Dl Ser Suppression
Ser Dl Suppression
Ser Dl Enhancement
neur Dl Enhancement
Dl neur Enhancement
Ser H Suppression
Ser H Enhancement
H Ser Suppression
N Ser Suppression
Ser N Enhancement
shrb Ser Enhancement, predicted
Itg PS5 Ser Enhancement, predicted
pan Ser Enhancement
stg Ser Enhancement
mib1 Ser human Suppression
mib1 Ser human Enhancement
Ser Ser pp Enhancement, predicted
CG11842 CG11842 DPiM predicted
Atg14 Atg14 human predicted
Atg14 Ald DPiM known
Act88F Ald DPiM known
awd Ald DPiM known
Mhc Ald DPiM known
Slbp Slbp pp predicted
Slbp Med TF predicted
stg N Suppression
stg Dl Enhancement, predicted
stg Ser Enhancement, predicted
stg InR predicted
stg mei-41 pp predicted
stg Ef1 100E human predicted
stg Med TF predicted
stg stg pp predicted
CG1607 CG1607 yeast predicted
CG1890 CG1890 Co-crystal structure predicted
nod CG1890 Enhancement, predicted
CG1890 Med TF predicted
nyo
COP COP pp predicted

CycG CycG DPiM predicted



CycG pan 2H known
CycG neur directed predicted
CycG Egfr directed predicted
CycG Med TF predicted
Med Med TF predicted
Cst-50 Cst-50 AC-MS, AC-Western, Co-IP, pp, 2H, reconspredicted
Cst-50 Med TF predicted
Cst-50 pcm Co-purification predicted
Cst-50 Ef1 100E Co-purification, pp predicted
CG2118 CG2118 yeast, pp predicted
CG2118 Med TF predicted
Ef1 100E Med TF, AC-MS predicted
Ef1 100E Dl pp predicted
Ef1 100E stg human predicted
Ef1 100E Act88F Dosage Rescue, pp predicted
Ef1 100E lea (robo2) pp predicted
Ef1 100E Cst-50 Co-purification, pp predicted
Ef1 100E Ef1 100E pp, Lethality predicted
Acf1 Acf1 DPiM predicted
Acf1 Iswi pp Enhancement
eff Iswi Suppression
Acf1 Med TF predicted
Acf1 Su(dx) pp predicted
Acf1 CG8108 AC-MS,pp, 2H, reconstituted complex Enhancement, predicted
awd awd yeast, human, worm, pp, 2H predicted
awd CG7220 DPiM predicted
awd Act88F yeast predicted
awd Med TF predicted
awd sesB Enhancement
para sesB Suppression
awd ago Enhancement
awd shi human Enhancement
shi lqf Enhancement
pan Med TF predicted
pan InR Enhancement, predicted
pan pan DPiM predicted
pan CycG 2H known
pan Ser TF Enhancement, predicted
pan Dl Enhancement, predicted
CG1909 CG1909 DPiM predicted
CG1909 N worm predicted






