H1N1 2000-2008 (SEM)

| | | | | | | 50
M - 1.8
NA — - 1.6
NP _ I~ 1.4
1.2

HA
1.0
PA 0.8
PB1 — 0.6
T T T T T T T 0.2

PB1 PA HA NP NA M NS

Figure 4 - figure supplement 1. The standard
error of the mean (SEM) of replicate Robin-
son-Foulds distances. The SEM of all pairwise
Robinson-Foulds distances (RF) was determined
for HIN1 viruses from 2000-2008 (corresponding to
the mean tree distances from Figure 4A).



