clp37_cel
clp37_cbren
clp37_crem
clp37_cbrig
clp37_cjap
clp37_ctrop
clp37_csin
clp37_cdog
clp37_csp26
clp37_clat
clp37_csp28
clp37_csp29
clp37_ckam
clp37_cnor
tlpl7_cel
tlpl7_crem
tlpl7_cbrig
tlpl7_cjap
tlpl7_csin
t1lpl7_cdog
t1lpl7_csp40
tlpl7_csp26
tlpl7_clat
t1lpl7_csp34
tlpl7_csp29
t1pl7_ckam
tlpl7_csp28
t1lpl7_csp39
tlp2b_cel
tlp2b_cbren
tlp2b_crem
tlp2b_cbrig
tlp2b_csin
tlp2b_clat
tlp2b_csp29
tlp2b_cnor
tlp2b_csp28
tlp2b_csp39
cdpba_cel
cdpba_cdog
cd4pba_cbren
cdpbb_cel
cdpbb_cdog
cdpbb_cbren
cdpbb_ctrop
cdpbb_ckam
cdp6b_csin
cd4pbb_csp26
cdpéb_clat
cdpbb_crem
cdpbb_cbrig
cdpbb_csp32
cdpbb_cafra
m5p8_cel
m5p8_cbren
m5p8_ctrop
blp7a_cel

CSL site

AGAATAAGCGAGCAAGGGGCACGTTTTAGATTCCCACGGTCTGAAAAATTGATTTGATATTATTTAT
GAGAAGACGTGGGCAGGGTAGAGTTTCGGGTTCCCACGGTTTGAAAAAATTGATTTGGTATTATTTG
GGGCTAGGAATCTCATAGTTTCGTTTGTGGTTCCCACGCTTTGAAAATTGATTTGGTATTATTTATG
AGAACTAGGTAGAGAAATTTCGATTGGTGGTTCCCACGGTTTGAAAATTGATTTAGTATTATTTATG
TGTGTGTGTATGTGTGTGTGCAGCGGTTCTTTCCCACGACTTGAAAAACTGATTTGGTATTATTTAT
ACGTGGGCTAGGTAGAGGCAGAGTTTCTGGTTCCCACGGTTTGAAAAATTGATTTCGCTCTATTTAT
TGGGCTAGGTAGAGAGAGTTTCGTGTGTGGTTCCCACGGTGTGAAAATTGATTTGGTATTATTTATG
AGACGTTGGAGGCTAGGTAGAGTTTCGAGATTCCCACGGTTTGAAAAATTGATTTGGTATTATTCAT
TGGGCTAGGTAGGGAGAGTTTCGTGTGTGGTTCCCACGGTTTGGAARATTGATTTGGTATTATTTATG
GGGCTAGGAATCTCATAGTTTCGTTTGTGGTTCCCACGCTTTGAAAATTGATTTGGTATTATTTATG
CAGTGGGCCAGTCGAGCAGGACAGCGTTTCTTCCCACGGTTTGAAAAATTGATTTGGTATTATTTGT
CGAGAATCAGTGGGGCAGGGCAGCGTTTTCTTCCCACGGTTTGAAAATTGATTCGGTATTATTTATG
AATCGGTGCGGACAGCATTTGGTTTCTGGATTCCCACGGTTTGAAAAATTGATTTGGTATTATTTAT
CGAGAATCAGTGGGGCAAGACAGAGTTTTCTTCCCACGGTTTGAAAAATTGATTCGGTATTATTTAT
CCATCATCACAAGCCGTGGGCTCATTTATTCTCCCACGGAAACCATGACAGCAAAAATAAATAGAGT
TTCCCATCATCACAAGCGGCTCATTTATTTTTCCCACGGAAACCATGACAGCCGAAATAAATCGAGT
CTTCCCATCATCACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAATAAATCGAGT
ATGTGACAATGAGCTCTGAGCGTATTAATTTTCCCACGGAAACCATGACAGCCGACAAAATGAAAGC
ACTCCCATCATCACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAATAAATCGAGT
TTTCTCAACATCACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCAAAATAAATAGAGT
ATCTTTTCCATCACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAATARAATCGAGT
ATCTCTTCCATCACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAATARAATCGAGT
TTCCCATCATCACAAGCGGCTCATTTATTTTTCCCACGGAAACCATGACAGCCGAAATARATCGAGT
TCTTACCCCATTACAAGCGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGATGAAAATAGAGT
TCCCATCATCACACGCCTGGCTCATTTATTTTCCCACGGAAACCATGACAGCACGAGGAGAAGAAAT
ATCATCACAAGAGGCAGTGCCTCATTTATTTTCCCACGGAAACCATGACAGCCGAATTCAATATATC
CATCACAAGCTCCTTCCTGGCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAGGAAGAAATGA
CCATCATCACAAGCGACTGCCTCATTTATTTTCCCACGGAAACCATGACAGCCGAAGAGGGAAAGAC
AAATTCGAAATCTGACATCATTCTCATCTTTTCCCATCATCACAAGCCGTGGGCTCATTTATTCTCC
TCTCGTCTTCTCTTCAAAAAACTGACATCACTCCCATCTTTTCCCATCATCACAAGCGGCTCATTTA
TCTTCCAAACCTTGACATCATCTTCATCTTTTCCCATCATCACAAGCGGCTCATTTATTTTTCCCAC
TGACATCACTCTCATCTCCTCGCCTTTTTCTTCCCATCATCACAAGCGGCTCATTTATTTTCCCACG
TCAGAACTGACATCACCTCTCATCTCCTCACTCCCATCATCACAAGCGGCTCATTTATTTTCCCACG
TCTTCCAAACCTTGACATCATCTTCATCTTTTCCCATCATCACAAGCGGCTCATTTATTTTTCCCAC
ATCACTCTGCTCAGCTCCTGCTTATTCTTCTTCCCATCATCACACGCCTGGCTCATTTATTTTCCCA
ATCACTCTGCTCAGCTCTTTCTTATTCTTCTTCCCATCATCACACGCCTGGCTCATTTATTTTCTCA
CTGACATCATCCTCGGCTTCTGCTCATTTCTTCCCATCATCACAAGCTCCTTCCTGGCTCATTTATT
CTGCTCCTTCTTCTTATTCTTCTCATTTCCTTCCCATCATCACAAGCGACTGCCTCATTTATTTTCC
TCTAGTCGAATGGATAGACTTCATCATCTTTTCCCACTTATGTGAAAAAATGAGAAAAAAAGAATAA
TCGCCTACGCTTTCTCCATTTTCTCACATTTACCCATTCTCACAATCCTATATTTTCATATTTCAGA
TCTCTTGTCGCCTACGCGTTTCTTCGCATTTACCCACGTCTCAATCTCACCTTTTTCTTGCTCATTC
CGCCTACGCTTTCTCAGCTTTCTTAAGATTTACCCACGGCTCATTTTCAATATCACCTTATTTCACT
TCTAGTAGAATGGATAGACTTCTTCATCTTTTCCCACTTATGAGAAAAAAAGAAAGAATAAAAGAAT
TCTAGGAGAATGGATAGACTTCTTCATCTTTTCCCACTTATGTGAAAAAAAGAAAAAATAAGAGAAT
AGGAGAGAATGGGATAGACTTCTTCATCTTTTCCCACTTATGAGAAAAAAAAGAATAAGAGAATAGC
ATCAATCTGAGAAGGAATGGATAGACTCTTTTCCCACTTATGAGAAAAATAATAAGCAAAAATAGAA
AGAAAGGGAATGGATAGACTTCTTCATCTTTTCCCACTTATGAGAAAAAGGAATAAGAAGAAAAAAA
AGAAAGAAAATGGATAGACTTCTTCATCTTTTCCCACTTATGAGAAAAAAAGGAATAAGATCTAAGA
CAGAAAATGGATAGACTTCTTCTTCATCTTTTCCCACTTATGAGAAAAAGAAGAAAAAGAAAAAGAG
CAGAAAATGGATAGACTTCTTCTTCATCTTTTCCCACTTATGAGAAAAAAGAAGAAAAAAGAAAAAG
TCAGACCGAATGGATAGACTTCTTCATCTTATCCCACTCATGAGGGGGAAAAATAAAGGAAATAAGG
AAATGAATCAAGGAGAATGGATAGACTCCTTTCCCACTTATGGGAGAAAAAAATTGGAAAAAAAAGG
CAATCTCGGCCGAATGGATAGACTTCTTTTTTCCCACTTATGGGAGAAAGAAAATTGGAAAAAACGA
CCCCAAAAACCTAACCCAAATCAATGAATATTCCCACGCATGTTTTCCTTTTTTTCACTTCAATATA
CAACGAAATCACACCTCCTCCTCTTCGTAATTCCCACGCCTAGCCATGTTTTCTTCTAATCTCGAAG
AAAAATATGAAAAAAAGTTGGAATGACTGCGTGGGAATTCAGTAGACATGAGAAGGATCACGGAATA
TAGATGGATAGGTATCGGAAATGTGCTCGGTTCCCATAGCGAAATTATATTTCTTATTTTCTTATTT

blp7a_cbren GGATAGGTATCGGAAATGTGGAAGAGAAGGTTCCCATGACAAAAACGATTTTCTTCTTCTTTTTCTT

blp7a_crem

AGGTATCGGAAATGTGGGGGTCTTTGACGGTTCCCATAGCATTTTTCTCTTTTCTACATTCTCAATT

blp7a_cbrig TTCAGATGAATAGGTATCGGAAATGTGCGGTTCCCATAGTATTTCTCTTCTTCTTCTTCTCTTTTCC
blp7a_ctrop CAGATGGATAGGTATCGGAAATGTGGTCGGTTCCCATAGCAAGATGCATTTTCCGCTCTTTTCTCTT

blp7a_csin
blp7b_cel

TGTGGCCGACGAGCAGCAGCAGCAGTATGGTTCCCATAGCATTCTCGTATTCAACATTATTCCTTCT
ACAAAAATTGTAAAGCTGGAGCAAARAGATTTCCCACGATTGACAGAGATCGAAGGAGGTAGGAAAA

blp7b_cbren TAGAAATAGGGCCTTATAAGGAAAATTATTTTCCCACGATGTCTCCAGAAAATAATAAGAAAACAAG

blp7b_crem
blp7b_csin

bits

ACATAAACGAAATAATAAGAAAAAGATGTTTTCCCACGGATTTCCAAGACAACAAAATAAGAAGACG
AAAGACAGACTTGACTAACAAGAAAATATTTTCCCAGGATTTGGTTTCCCGGGCCAATACGAGAGCT
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Supplementary Figure 6



Supplementary Figure 6. De novo motif analysis of functional CSL binding
site flanking sequences.

A) Sequence alignments of all functionally tested C. elegans CSL binding sites
with other Caenorhabditis species identify 66 putative CSL binding motifs from
19 different species. Motif generated from these sequences does not reveal any
additional conserved motif at fixed distance and orientation from CSL site.

B) De novo motif discovery using sequences in A identifies two motifs in
addition to the CSL, these sites show some similarity to bHLH TF binding
matrixes.

C) hih-13(tm2279) mutant, C. elegans ortholog of mouse Ptf1a show normal
levels of fph-1 endogenous reporter expression. See S1 Data for numerical

values.



