CIV-VAB     ATGTCGATATTACTTAAAATTTTATTTAAATTGTTGTTATTGATCTTATCTATTACATTTGTAATAACAGATTGTTTGCCTAGAAGCTGTGCTTCTTTTG   100 
CrIV-var    ................................AC........................C.........-------.........................    93 
  
CIV-VAB   GTTGTTGTTCTGGAAATTGTGCAACCTGGTGTGATCAATGCGATATTAAATATTCATGTTAA                                            162 
CrIV-var  .........................T....................................AACTTCTTCTATGTCTCCCTTTTTATACAGGAAGATAAGGTAA 198 


CIV-VAB   MSILLKILFKLLLLILSITFVITDCLPR--------SCASFGCCSGNCATWCDQCDIK---YSC    53 
CrIV-var  ...................S...-..EAVLLLVVVLEIVQL.VINAILNIHVKTSSMSPFL.RKIR  65
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[bookmark: _GoBack]Seuppl. Fig. S2. SimPlot analysis of the VAB homologue gene and its flanking region from our IIV isolates. The corresponding region of IIV6 along with two partially homologeous sections of IIV9 were included in the alignment. Gene homologs with the highest BLAST values are drawn under the diagram. The third ORF (910 nt) shows a suspected recombination site. Alignment of the IIV6-VAB with that of these isolates is shown above the graph. 

