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GiRaF_reports/ 

GiRaF [Nagarajan & Kingsford 2011] output used for prediction of reassortments.
sequences/


idtable.txt – Conversion table for internal strain ids


NA-clstr100.clstr – Output of CD-HID [Godzik 2006] clustering of identical NA sequences


*-clstr100.fas – Alignments of Influenza H3N2 gene sequences used in the study

trees/ 


*.tre – MrBayes consensus trees for influenza genes in FigTree format [http://tree.bio.ed.ac.uk/software/figtree/]. Branch lengths are scaled in dS units. Taxa that were reported as reassortant in [Holmes et al 2005] are shown in the same colors as in that paper; also see Table S20 in Neverov et al. 2013. Reassortment-carrying branches (RCBs) are in red. For each internal branch, the FigTree tag ‘Name’ contains the branch name, and the tag ‘sites’ contain the list of substitutions on this branch.
