


Fig. S2. Transgenic end point coordinates, sequences, and summary of expression. Columns A and O:
names of constructs. slp1-lacZ and slp2-lacZ indicate which promoter region was used for in vivo analysis
of the construct. Columns B - C: coordinates relative to either the slp1 or sipZ (bold and underlined)
TSS. Columns D - E: restriction enzymes used to create end points (if applicable). Columns F - G:
Flybase sequence coordinates. Columns H - 1I: 5’ and 3’ end point sequences. Columns J - N: Synopses
of expression patterns in various tissues.
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Fig. S3, Fuuoka and Jaynes, 2012

Fig. S3. Eye disc and braln eXDressmn drlven by slp CRMs.

A-E, K-N: PBgal expression from u8766-lacZ in eye discs from different independent insertion lines. F-]J:
patterned eye color in each of the lines shown in A-E, respectively. Note the expression in dorsal and
ventral sections of eye discs in A-E, which correlates roughly with the eye color patterns in F-]. These
transgenes contain mini-white, which produces the eye color. Thus, u8766 may contain an eye disc
enhancer that activates both lacZ and mini-white expression. In lines K-N, lacZ expression posterior to
the morphogenetic furrow is relatively strong and uniform, and these lines do not have a patterned eye
color (they have uniform eye colors ranging from dark orange to red, not shown). We note also that our
transgenic vector contains Glass activator binding sites just upstream of the mini-white gene, to allow us
to identify transformants with regulatory elements that tend to repress mini-white, such as Polycomb
response elements, and the results might be influenced by these sites. 0-Q: Pgal expression in the 3d
instar larval CNS from i1530-lacZ, i2330-lacZ, and i2339-lacZ, respectively. Comparison with slp staining
in Fig. 3 suggests that these CRMs may drive expression in cells that normally express sip, although we
did not clearly detect slp expression in precisely these patterns. R,S: fgal expression of i4060-lacZ. The
pattern suggests that these may be eye disc glial cells (Campbell et al., 1994; Xiong et al., 1994).
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Fig. S4A, Fujioka and Jaynes, 2012
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Fig. S4. Arrangements of sequences similar to D. melanogaster slp CRMs in 8 other

drosophilids. BLAST searches (see Materials and Methods) were used to identify sequences
similar to each D. melanogaster slp CRM shown on the left, in a representative subset of the
11 other available drosophilid genomes. Colored bars represent the extent of homologous
sequences identified, relative to the beginning of the slp7 coding region in each species.
Black bars represent the sip7 and slp2 coding regions in the same species, in the order in

which they are listed in the inset key. The length of each bar does not indicate the degree of
homology, but only the distance over which homologous sequences were identified. That is,
the ends of a long bar are defined by short similarities at those positions, rather than by
extensive similarity between the ends. Sequence similarities identified in reverse orientation
are indicated by arrows (or arrowheads for short sequences). A: Map of the locations of
sequence similarities among the 5 most closely related species tested. Note that both the
order and orientations of these similarities are the same in all these species, except for an
inversion of u4734. The fact that this region is inverted in the melanogaster group of species,
which includes D. ananassae and D. erecta, relative to all the other drosophilids (see also B)
suggests that the inverted orientation was present in their common ancestor.
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Fig. S4B, Fujioka and Jaynes, 2012
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B: Map of the locations of sequence similarities between D. melanogaster and 4 drosophilid species more diverged from it. Note that
the relative orientations of similarities suggests multiple inversion events involving either individual CRMs (or parts of them), or more
than one of them (where both the orientation and relative position of adjacent elements are inverted) during drosophilid divergence.
The details of these sequence similarities are available on request.
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