










(a) (b)

(CVd-II)



(c)

200 bp

100 bp

600 bp
500 bp
400 bp
300 bp

~300 bp
200 bp

100 bp

600 bp
500 bp
400 bp
300 bp

(a)

~300 bp

6000 bp
5000 bp
4000 bp
3000 bp

200 bp

100 bp

(b)

~300 bp









10   20   30   40   50   60   70    80   90 100  110 120 130 140 150 160 170 180 190 200 210 220 230 240 250 260 270  280 290 300 310 320

Alignment position (residue number)

0.95

0.90

0.85

0.80

0.75

0.70

0.65

0.60

0.55

0.50

0.45

0.40

0.35

0.30

0.25

0.20

0.15

0.10

0.05

0.00

E
nt

ro
py

 (H
x)

Entropy (Hx) plot
Alignment: L:/sequence gummy bark analysis/HSVd-EG strain.fas
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