
Sequences used in Multipipmaker analysis 

Species Chr/Scaff. GenBank Acc # Sequence Start  Sequence End Ensembl Assembly Version 
Medaka Chromosome 5 N/A 27,010,810 bp 27,015,469 bp HdrR 
Pundamilia pundamilia N/A AB448597 N/A N/A N/A 
Fugu Scaffold_79 N/A 746,180 bp 748,856 bp FUGU 4.0 
Tetraodon Chromosome 11 N/A 10,120,482 bp 10,122,886 bp TETRAODON 8.0 
Stickleback groupXVII N/A 10,619,138 bp 10,627,091 bp BROAD S1 
Zebrafish Chromosome 11 N/A 25,240,722 bp 25,242,976 bp Zv8 
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