germ-line
enriched
[CGT]TAC.GTA.
[AGT][ACT].CGCG[CG][CGT]
[CTI[ACG]TTCGA[AG][AGT]
[AGT][AC]CCTGCGI[ACT]

hypodermis
enriched

[ACG].CTGACC[CGT]
[CGT]A[CT][ACG][CG]GCA[AGT]
[AGT]A[AG]AGAG[AG][CGT]
[ACT]A[AG]GG[GT][CG]G.
GA[CT][AC]AGAT[AGT]

depleted

intestine

enriched
A[GT][ACT]GTCA[CT]
[AGT]TACA[CG][CG]C[CGT]
depleted

muscle
enriched
[CGT]CICGT][GT]CGT[AG][GT]
[ACG][AGT]GCG[AG]G[AG][CGT]
neurons

enriched
[ACT][GTJACGT[AC][AT][AGT]
[ACG]AA[ACG][AG]GG[GT]G
depleted

pharynx
enriched

[ACT]ATT[GT]CGA[AGT]
.[CGT].CGCTC[CGT]
[AG]AG[AG]AA[AC]G[ACT]
[AGT][CT]GCG[GT]AC[ACT]
AATGGAT[AGT]
[AGT][AC]TCAATA.
[CGT][CG]GTGCAC[AGT]

Table S2. All significant motifs. Top 500 predictions for each tissue were used do define
a cluster for FIRE motif analysis[1]. The regular expressions corresponding to
significantly enriched or depleted motifs are shown.
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