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stage alignment

A All worm-fly orthologs score '09610 P)
. s E
S 3 B
©
< 7 5
o
S .
=R 4
a7
o
Fly & ol A 3
S [ |
; J-;.-". 2
81
>
£ 1
W ]
IIII rTrTTrT 17T T 1T T T T TTrTTT ItS 0
Embryos Larvae
Worm
B
* s oy Sy, s WA - <=, : AR
Embryos (hrs) Larvae Pupae (hrs) Male Adults (hrs)  Female Adults (hrs)
0 2 4 6 8 10 12 14 16 18 20 22 24 L1 L2 L3 L3 puffstaqe 0 12 24 48 72 96 0 24 120 720 0 24 120 720
0 12 3-6
L4 Young  Adult
0, 11 22 33 44 55 66 77/ 887 99/ 10 10", 11 11/ 12 L1 L2 L3 L4 -
2 2 2 2 2 2 2 2 2 2 2 2 male adult spe 9
Embryos (hrs) Larvae Adults
;/ / L) AN A=y M T e N



Expression

ED Fig. 5

Correlated Anti-correlated

HOXB4 vs. hsa-mir-10a SGCB vs. TAR chr19:7698570-7701990

lin-39 vs. TAR chrlll:8871234-2613

A Lo
M

'\

Dfd vs. mir-10 Scgbeta vs. TAR chr2L:2969620-772
—_C T 7S " / s A \\-k R -
, v Y A b, — SR ST - =
Stage/Sample Stage/Sample
Ortholog — — = -ncRNA / TAR
Enhancers Total
oman I LT 55 nd 192,386
worn. U 18,320
R I|||||||||||||||||||||||:;:;:;:;:;:;:;:;:;:;:;:I;:;:;:;:;:;! 14,848
Distal HOT Regions
Human -_|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||1f1515151515151fifififififififif 31,974
worrn UL ONE RN R . 541
iy IINNERONOER OO DR R 55 52
|'.|';:|'E- 10% 20 L A5G S0% a4 FLby Bl 90%: 10034

Percentage overlap with supervised ncRNA predictions (lll) and TARs (111)



Worm Pol Il binding & H3K4me3 vs. expression
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