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Supplementary Figure 1. Elbow plot showing the total within sum of squares values for
Anura.
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Supplementary Figure 2. Histogram of sequence similarity values for putative baramins in

Anura.
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Supplementary Figure 3. Elbow plot showing the total within sum of squares values for
Caudata.



cluster 1 cluster 2

skew: 1.157 dip: 0.062 p-value: 0 skew: 3.004 dip: 0.01 p-value: 0
0 2
oy oy
g 2 5 °
o o
& L
[T H L
. b - .
[ T T I I T 1 | I T | T T 1
060 070 080  0.90 045 055 065 075
X X
cluster 3 cluster 4
skew: 2.065 dip: 0.04 p-value: 0 skew: 3.164 dip: 0.042 p-value: 0
3 o
(el
g R &
[ Q
3 3
g g
T 2 r o
n n
o o
T 1T 1 I T T T T T 1
06 07 08 09 065 075 085 095
X X
cluster 5 cluster 6
skew: 1.014 dip: 0.108 p-value: 0 skew: 2.847 dip: 0.071 p-value: 0.054
o
o
© =
oy 3 ©
g © b5
=] 3 ©o
g « g
I C <
™ o~
. [T . [1  —
I T T T 1 I T T T T T 1
065 070 075 0.80 0.85 04 05 06 07 08 09 10
X X
cluster 7
skew: 0.14 dip: 0.18 p-value: 0
=
©
)
5 ©
3
g «
=

. []
[ [ T 1
0.65 0.70 0.75 0.80

Supplementary Figure 4. Histogram of sequence similarity values for putative baramins in
Caudata.
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Supplementary Figure 5. Elbow plot showing the total within sum of squares values for
Gymnophiona.
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Supplementary Figure 6. Histogram of sequence similarity values for putative baramins in

Gymnophiona.



