14 -

g and v
L]

0. 00 ﬁ ' ' '

PCG123

0.0005  0.1107  0.2200  0.3211
GTR distance

s and v
fan)
[

. :
0. 00 §é§§ St I |

0, 4413

0. 5515

PCG12

0. 6618

"0.0000  0.0802  0.1604 0. 2406
GTR distance

0. 3208

0. 4010

0. 4312

Mo

s and v

27

.23

.18

.14

09

L

.00

PCGrRNA

0. 0000

0. 1207

0.2415  0.3622
GTR distance

0. 4529

0. 6037

0, 7244

H.og

Fig. S4 Saturation analyses of 13 protein-coding genes (PCGs) and 2 tRNA genesinthe 51 leech species, with GTR distance as

abscissa and Transition (s) and Transversion (v) as ordinate.
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