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5'UTR
gtcc-ggaca----- gacagacaggcagacagacgcacggacaagcaga
gtcctggaca----- gacagacggacagacagacgcacgaacaagcaga
gtcctggaca----- gacaga----cagacagacgcacggacaagcaga
gtcctggaca----- gacagacaggcagacagacgcacggacaagcaga
gtcctggacg----- gacaga----cagacggacgcacagagaagcaga
gtcctggacg----- gacaga----cagacggacgcacagagaagcaga
gtcctggaca----- e cggacagacgcatggacaagcaga
ggcctagact A== cagacggacgcacggacaggcaga
ttttaagaca aacaga----caaacgactgcacagccaagt-ga
ttccaagacagaaaggacaga----cagacgactgcacggccaagt-ga)
gtcccagact----- gaccaa----cagacagatagacc—-------- ca
gtcccagacc----- caagga----gagacggacagaca---—----— gal
CfeEEERgR——mme e === ca----gagacagacagaca-—--—-----— gal
G e e e e e agacagacagaca---—-----— ga|
CEEREAGRIEE————m————= R =———CRERE—=——= CRCA——=—m=e= ga
CEERERAGRR === ga----caggtggacgagca-------- ga
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Supplemental_Fig_S4. Distribution of putative Smad2/3 binding sites in 5 of the
mammalian Dand5 gene. Clustal alignment of the sequence surrounding the transcription start
site (+1) of the mammalian Dand5 gene. The two conserved Smad binding regions have been

predicted by the Contra V3 server (http://bioit2.irc.ugent.be/contra/v3/#/step/1) (Kreft et al., 2017).

The Smad3 binding sites CAGAC are highlighted in red.
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