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Supplementary Figure 1:  Neighbour joining tree rooted on C/Taylor/1233/1947 for 29 

segment 6 (M1/CM2), annotated with clades derived from Gatherer 1 and confirmed by 30 

BEAST analysis (see Supplementary Data Pack), demonstrating the closer relationship of 31 

C/Lancaster/1/2015 (red) to M1/CM2 segments of the C/Sapporo/71 clade from the 1980s 32 

than to recent isolates.  Scale: substitutions per site. 33 
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Supplementary Figure 2:  Neighbour joining tree rooted on C/Taylor/1233/1947 for 36 

segment 1 (PB2), annotated with clades derived from Gatherer 1 and confirmed by BEAST 37 

analysis (see Supplementary Data Pack), demonstrating the closer relationship of 38 

C/Lancaster/1/2015 (red) to PB2 segments of the C/Sapporo/71 clade from the 1970s and 39 

1980s than to recent isolates.  Scale: substitutions per site. 40 
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Supplementary Figure 3:  Root-to-tip distance in a neighbour joining tree for segment 5 43 

(NP) of the influenza C genome.  96 full-length or near full-length genome segments (1809 44 

bases) are used plus the 397 discontinuous bases of segment 5 derived from deep 45 

sequencing.  C/Lancaster/1/2015 is less divergent from the root than it should be given its 46 

known sampling date, consistent with a perturbation of molecular clock-like behaviour in its 47 

lineage. 48 
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Supplementary Figure 4:  Root-to-tip distance in a neighbour joining tree for segment 7 52 

(NS1/NS2) segment of the influenza C genome.  134 full-length or near full-length genome 53 

segments (935 bases) are used plus the 288 discontinuous bases of segment 7 derived from 54 

deep sequencing.  C/Lancaster/1/2015 has a degree of divergence from the root consistent 55 

with molecular clock-like behaviour in its lineage.  56 
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