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Desaturase gene diversity among seven newly sequenced ant species
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'"HVDWXUDYVH Gene e The number of  desaturase genes in ants

varies between species, with L. humile and
S. Invicta showing much higher levels of
possible pseudogenes (Figure 2).
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d : 2 b - - seven ant species (in bold color): H. saltator (Hsal), L. humile (Lhum), C. floridanus (Cflo), P. barbatus (Pbar), (a.l.) and Pogonomyrmex barbatus (b.i.) relative to the more dispersed arrangement of Linepithema humile A‘
was reconstructe uSing RAXML Vv/7.2.6, 0 talnlng S. invicta (Sinv), A. echinatior (Aech), A. cephalotes (Acep), and seven other insects (in black): N. vitripennis (Nvit), (c.i-iv) and Drosophila melanogaster G GHVDWXUDVHV QRWBI mdiebdgasted3enél UHQFHYV L % S l NIVE RSITY
nOd a| Support ValueS by a rapid bootstrap an aIySiS Of A. mellifera (Amel), A. pisum (Acpi), T. castaneam (Tcas), D. melanogaster (Dmel), and A. gambiae (Agam). Gene names are included directly below the gene box indicating its scaffold region, and are color
labels reflect homology to respectively named D. melanogaster JHQHY 6XSSRUW YDOXHYV ! D U toH&NMdHGatBQhe phylogenetic clade to which it belongs (Figure 2).

500 re p| icates (Flg : 3) : rapid bootstrap replicates and shown at the nodes of the tree.




