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& FlyAtias Anatomy Microarray

FlyAtlas Anatomical Expression Data
(FlyAtlas-RNA.adult)
(FlyAtlas-RNA larva)
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gene Max expression
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High level expression bin max
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[l Very high expression (>999.939)

FlyAtlas Organ/Tissue Expression, larval vs. adult

Larval Expression Level Tissue Adult Expression Level
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NA Brain 1.2
1.7] Central Nervous System NA
NA  ThoracicAbdominal Ganglion |2.2
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1.2 Midgut [3.1
0.7 Hindgut 1.1
0.9 Malpighian Tubules |22
153 Fat Body |4
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NA Heart |1.425
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NA VirginFemale Spermathecs |23
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3.075| Carcass | 49

1. melléklet A CG31528 gén expresszidjdnak Osszehasonlitdsa kiillonbozd szovetekben
Drosophila larvakban és adult allatokban.
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2. melléklet Egy pGEX-4T-1 vektortérkép. (http://www.snapgene.com/resources/plasmid_files/
pgex_vectors %28ge_healthcare%29/pGEX-4T-1/)
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