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Codon substitution ESE Strength Splice site strength
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Supplementary figure 1

Comparative genomic alignment of ALPP orthologues along with reconstructed ancestral nodes (see Supplementary figure 2). 3’ splice site strength is colour coded
acording to the splice site strength (the stronger the splice site the darker the colour). ESEfinder motif with more than 90% consensus are highlighted in green. The intensi-
ty of the shade of green reflects the strength of the score of the motifs. Reconstructed ancestral sequences (hypothetical taxonomy unit nodes) are named N1-N21 while
the genomic sequence names follows the UCSC convention (http://genome.ucsc.edu/FAQ/FAQreleases.html).
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Supplementary figure 2

Phylogenetic tree of the ALPP orthologues and reconstructed ancestral sequences. Boxes represent the presence/absence of an ESE

in investigated positions relative to the strength of 3’ splice site.

zweL{ued

Gwoquow [T}

greoreb [T

!/:]'3\
Np6

l Nf7
_ H
N 3
> E 3
%)

5 S

o 2

9] o

S (@)

2 g

2

NJ9
I:l NP1
NRO
[5) =
s N H
QS
N Q
o
>
Q
<
=y

zie1fio [T}

gieyuep [}



	Supplementary_figure_1_final_revised
	Supplementary_figure_2_final_revised

