Table 2. The complete list of the 103 gene probes

Transcript Control* HU* Control/HUt Pz Functional category
CG4842 0.62120366 0.08597007 7.225813123 0.041903717 Metabolic enzyme
CG13244 0.88593566 0.12602329 7.029935975 0.026534949 Unknown function
CG13297 0.8580723 0.13925481 6.161886257 0.019176568 Unknown function
CG32473 1.116919 0.1985642 5.624976708 0.000945086 Proteolysis and peptidolysis
Rab10 0.9745181 0.18009323 5.41118675 0.002215184 Other function
CG12866 1.069942 0.21671154 493717132 0.001438827 Channel and transporter
CG5476 0.6407198 0.13052787 4.908681954 0.03582609 Unknown function
CG18266 0.7340551 0.16247323 4.518006443 0.018687103 Unknown function
Kif3C (CG17461) 0.642304 0.14294009 4.493518928 0.027082064 Cytoskeletal component
CG13312 0.7033072 0.16542795 4.251441186 0.004251386 Unknown function
CG2070 0.78866506 0.1883391 4.18747387 0.004086318 Metabolic enzyme
CG2196 0.5167162 0.12433376 4.155880109 0.043902138 Channel and transporter
CG13350 1.6129706 0.40935668 3.940257186 0.004890306 DNA/RNA binding
CG11164 0.54253936 0.13870656 3.911418177 0.027800502 Unknown function
CG14313 1.2044793 0.3086713 3.902142182 0.031750815 Unknown function
CG13566 1.0102236 0.26260048 3.846998299 0.003480984 Unknown function
CG32676 0.6017328 0.15967444 3.768497951 0.014603726 Metabolic enzyme
Hr46 0.7447138 0.21342456 3.489353803 0.022341466 Transcription
Dhod 1.2143683 0.34879887 3.481571772 0.047043204 Metabolic enzyme
CG14446 1.5227469 0.4586867 3.319797369 0.014390305 Unknown function
CG2267 0.6127484 0.19564371 3.131960644 0.004936265 Unknown function
CG3994 0.92971987 0.2980912 3.118910823 0.043875327 Channel and transporter
CG15185 1.032592 0.34153596 3.023377099 0.032572662 Unknown function
CG14350 0.97661704 0.3237962 3.016147317 0.047763205 Existence-uncertain gene
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PHDP 1.2285808 0.8130407 1.511093848 0.022832258 Transcription
CG12252 1.2362815 0.8186447 1.51015636 0.0095676 Transcription
CG9248 1.166326 0.7727544 1.509310073 0.045361564 Metabolic enzyme

Sara 1.1719639 0.78052014 1.50151654 0.041912054 Signaling

The microarray probes that exhibited Control/HU fold change > 1.5 with p < 0.05 by Welch t test are listed on the
descending order of the Control/HU value. Note that Kif3C is represented twice by two independent oligonucleotide

probes on the microarray. The existence of CG14351 and CG16803 are uncertain and eliminated in the recent genome

annotation.

*Microarray signals of the non-ablated control and HU-treated samples after MAS 5.0 normalization.

tRatios of the Control signal to the HU signal.

iWelch t test.



