Figure S3 — Exon/Intron junctions and MaxEntScan scores of fru genes
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Splicing Site Name
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Pl-m L'ss g,89 10,55 9,79 TAGgtaagoct CAGgtacot oo ARCgtatgtty
Pl-f E's= 11,37 —E,34 10,85 GCGgtaactga TACHE coooto CTGgtaagtac

Cl 3'ss 58,28 7.EE 1z,0%9 a-ttatact ctatattacagTA oot ohh Coacc g gascagRLA ttgototthtottb bt gragRil
1-Z E'ss 9,49 4,08 9,72 AACgtgogtoc AbAotanatge ARAotaact &t

1-2 3'=s 8,79 7,00 9,91 toatattcattotattgoagzoT ok ot gt tgotatt goacagFLA ogtttoctacttot cogtagFol
2-3 E'ss 6,99 10,51 9.72 CAGgt gt gty ARGgtaaggyy Ablhgtaagttc

2-3 3'ss 6,79 10,50 1z,10 ghtattt gygacttttocagEIG tbtoctgooatttgttacagGTA catactttoooctattttagtTa
3-4 E'ss 9,60 10,12 =11, 54 |CAGHCgagoac CAGgtac ooy EEEE

3-4 3'ss E.2¢ 11,11 —1E5,88 |agtactcaacttgotbgoagzOl cotogocoogtooottt cagFiC £ gttt aggan £ ga gt
4-5 E'ss 10,91 10,28 10,91 |CCGgtaagbot CAGgtargtat CCBgtaagt ga

4-5 3'ss -0,51 4,92 9,86 sttt chh gotge aaccaaaqhGs chtt oyttt gyctacagtCA actttb bbb tottoctboagto G
E-& E'ss 11,45 2,27 9,89 |ACCgrgagrag ATGgtgagogs JRe e —

E-6 3'ss 7.81 11,11 9,34 thbotogthtotoyascogoagzil chtt oot gtogottgcagzG0 tgtt ootok gt byttt goagFEC

A) Coding sequences are shown in upper case letters and non-coding regions in lower case letters. The 5’ss consensus sequence is
MAG/GTRAGT and the 3'ss consensus is Y.NYAG (Mount et al. 1992). The number of pyrimidines (N° of Y) in the 12 bp preceding the

3'ss (NYAGQG) is indicated for each 3’ss. The consensus number of pyrimidines for Ae. aegypti (8,02+2,15) is derived from the tabulation

of 4688 Ae. aegypti splice-acceptor sites (Salvemini et al., 2011). M= A or C. R=A or G nucleotide. Y=T or C or nucleotide. N=any

nucleotide. B) Schematic representation of fru-P1 gene. Shaded in grey negative MaxEntScan scores.



