Tissues

Wing
compartments

Developmental stages

Tissues
Flantenna

eye
M genitalia_female
M genitalia_male
Blieg
Elwing
Compartments
M anterior

dorsal

posterior
Bl ventral

Developmental
stages
stage 1: larva 3
stage 2: white pupa
stage 3: late pupa
e stage 1: larva 3
A stage 2: white pupa
W stage 3: late pupa

" @ C
@ Antenna early stages - - ]
Eye early stages Tissue: eye ] Stage 1: larva 3
50 17 11
0- 0+
-1 =14
LP - all tissues —2-
Tissue: leg Stage 2: white pupa
Wing L3 24
257 § 1- 14 tissue
o i | —eye
|8 0 2 —leg
1 —wing
_2 -
Tissue: wing Stage 3: late pupa
O T 24
1- 14
Leg early stages 0- 04
-1 -14
T T T 24 T T T
_925 4 & @ @ &) @ @
25 Wing WP \\\'Zr Q\)Q \)Q R \)Q Q\)Q
& @ @ R @ @
o N \&\‘ N\ N RS &
Genitalia early stages & Q- o & Q o
A\ XS
°© § & @ s &
& 2 & >
_50 -
T T T T
-25 0 25 50

Fig. 1 Transcriptional profiling of Drosophila imaginal dics. (a) Overview of sequenced tissues and wing compartments and
respective developmental stages. (b) t-distributed stochastic neighbor embedding (t-SNE) based on the expression of 10045
genes in 5 tissues, 4 wing compartments and 3 developmental stages. The samples show a predominant clustering by the late
stage followed by the clusters of neural tissues and genitalia in the early stages. Selected genes show expression levels of at
least 5 TPMs in at least 2 samples. Gene expression is computed as log10-normalized TPM with pseudocount of 0.01. Pearson’s
correlation was computed for each pair of samples. (¢) control genes described in literature (see Supplemental Fig. SX for more
details).



