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Figure S3. ML-trees of known and environmental RT sequences. (A) ML-tree of known RT sequences with 124 RT-like

sequences identified in the metagenomic data.



Tork
/\ Mtanga /
[ X J [ J
° % s Hydra
% 2L | Pe20 o, e pCreta
s 03| 8 /% )0\ 1731
H > EN 7 < .)
CoDi-ll ) ° ° 8
. o s, CEC1
99
e o 5> 2 %, o Osser
[ ] o % © 2 < ]
100 Py &4 S
L] % % o <
<
o8
100
* 400
. 100 [ N
*
T * 78
y R _ P Oryco
. % % 5259 °
*—92 [ ]
[ ] [ ]
PYRE1G1 K g .
b 57 100
°
o 100 °
100 o1 ot £ %2 o © d
9
9% ® 700
°
b ® & oo ® )
° [ S R
N >
° ) A o [ )
...QQ A ° 2
o & = )
o e & ~ T S % NG °
'y 2 4 °
o0 ! R [}
° é 2 g & Ne\2
[ ) g °
[ ] 2 @
o0, 0 /0 Py o0 ° 2 O e® @ %
8 °
& ° . s\ 0 .
® g0 g.. [ ]
o ° . CEC3 °
. '
° iy
CEC4 _ CEC2
CoDi-6

Figure S3. ML-trees of known and environmental RT sequences. (B) ML-tree of known RT sequences with 100 Copia RT-
like sequences identified in the metagenomic data.
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Figure S3. ML-trees of known and environmental RT sequences. (C) ML-tree of known RT sequences with 100 longest
BEL RT-like sequences identified in the metagenomic data.
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