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Abbreviations:
eul = Trematomus eulepidotus 
lar = Lepidonotothen larseni 
nud = L. nudifrons
sqa = L. squamifrons
kem = L. kempi
gun = Patagonotothen guntheri 
ram = P. ramsayi
wil = P. wiltoni
can = P. canina
tri = P. trigramma
tes = P. tessellata
sim = P. sima
jor = P. jordani
cor = P. cornucola
cfcor = P. cf. cornucola
ele = P. elegans.

Additional file 3. Maximum-likelihood tree based on 18,485 SNPs from 2,914 RAD loci. Distant outgroups (E. maclovinus, 
H. harpagifer and N. coriiceps) were excluded in order to maximize the recovered number of loci and SNPs. Node labels represent 
bootstrap support values as obtained with RAxML. 


