Web Figure 2. Results of AlignACE analysis of the search results. The 34
elements found in the search were searched using AlignACE for over-
represented subsequences. Of the 755 motifs found, 25 are perfectly
conserved between D. melanogaster and D. virilis in either the Eve MHE or
the Hbr DME. The 25 motifs cluster into 14 groups at a 0.8 correlation
coefficient level. Segence logos for each of the 25 motifs are shown below.

Cluster A (corresponds to "motif A" in text)

4

motifs 487, 743;

Cluster B (corresponds to dTCF)

2 .
= motifs 1, 247
motif 208
motif 448
motif 494
=2 if 694
= motif 69
motif 207

Cluster D (corresponds to Tin)

motifs 239, 465

motif 745

bits

(0]

Cluster E (final 6 bp correspond to Twi)

motif 729

bits

Cluster F

motif 221

motif 450

bits

Cluster G

291 I

motif 230

11l I
motif 750
(0 o —

Cluster H

1 motifs 476, 731

Cluster |

bits
|

bits
|

bits

motif 707

bits

Cluster J

2

1 motif 479
A

o -~ -—

Cluster K

2
1 1 ‘ I !l !l !l " motif 742
O— ~—

Cluster L
2_

bits

bits

1 motif 721

bits

g—
— g—

Cluster M

2_

1_

bits

motif 460
—

Cluster N

2
1— I ‘ ‘. !. ‘ ‘. ‘l motif 744
O ~— ~—

-— - —r—

bits




