Figure S3. Clustering analysis of the genomic sequences corresponding to virus
clones isolated from L2 at transfer number 15

PhyML In(L)=-6046.5 4200 sites GTR 4 rate classes
(]
0.80

C3

0.88 0.81

c9

0.76

C1

0.00

C10

0.75

Cc4

C14

0.91

0.80
Cc7
0.88

Cc6

C11

C13

C12

Mutations present in the sequence of each virus clone are shown in Table 3 (mutations
repeated in more than one genome) and in Supplementary Table S2 (mutations present
in single virus clones).



