cp orf607 petD-87 KX595275 Uco7
cp orf607 petD-87 MW353781 Uco3
cp orf522 petD-87 MW344287 Uco2
cp orf547 petD-87 MT179350 Ugi
mt orf781 cox2-424 AP018695 Uoh
mt orf701 cox2-424 KX530816 Uaul
mt orf748 cox2-424 MH013469 Ucol
mt cox2-424 (6)
100 | mtorf540 cox2-424 KY626327 Uco3 Group 1A
mt orf540 cox2-424 KX595276 Uco4
mt orf540 cox2-424 MK069586 Uco5
mt orf609 cox1-199 KU189740 Uli
100 ™ mtorf601 cox1-199 MK069586 Uco5
mtorf711 cox1-643 MH013469 Ucol | mtcox1-643 (1)
mt orf697 cox1-760 KX530816 Uaul | mtcox1-760 (1)
mtorf802 atp1-990 AP018695 Uoh | mtatp1-990 (1)
88 cporf572 atpB-696 MT179351 Ult
cp orf578 atpB-696 MT179350 Ugi
100 cp orf574 atpB-696 MT179353 Uro
cp orf581 atpB-696 AP018696 Uoh cp atpB-696 (7)
80 |\ cporf571 atpB-696 KX579943 Ufl
90 | cporf571 atpB-696 MW548841 Ucol
90 ' cp orf522 atpB-696 MK069584 Uco4
cp orf577 pshC-496 MK069584 Uco4 cp pshC-496 (1)
100 mtorf582 cox2-751 MH093740 Uco2
mt orf582 cox2-751 KY626327 Uco3
mt orf582 cox2-751 KX595276 Uco4
4| mtorfs82 cox2-751 MK069586 Uco5
mt orf568 nad3-216 KT428794 Uprl
mt orf568 nad3-216 KU161104 Upr2
mt orf329 nad3-216 KU189740 Uli
94 mt orf294 nad3-216 MH013469 Ucol
mtorf573 nad3-216 KU182748 Ulal mt nad3-216 (9)
mtorf573 nad3-216 KT364296 Ula2
88 00 mtorf573 nad3-216 MH763013 Ula3
mt orf568 nad3-216 MK069586 Uco5
98 mtorfl60 nad3-216 AP018695 Uoh
cp orf569 petB-23 MT179353 Uro cp petB-23 (1)
cp orf568 petB-169 MT179353 Uro cp petB-169 (1)
cp orf564 petB-277 MT179353 Uro | cp petB-277 (1)
100 mt orf558 rnl-1963 KX530816 Uaul
mt orf558 rnl-1963 KX530817 Uau2
mt orf577 rns-780 KP720617 Usp mt rns-780 (1)
cp orf529 atpB-627 MT916929 Uco6
cp orf529 atpB-627 KX595275 Uco7
100 | cporf529 atpB-627 MW353781 Uco3
cp orf529 atpB-627 MW344287 Uco2
cp orf429 atpB-627 MN853875 Uaul
cp orf529 atpB-627 KX579943 Ufl
80 cp orf527 atpB-627 AP018696 Uoh
cporf474 atpB-627 MT179350 Ugi
100 - cporf521 atpB-627 MT179353 Uro
100 cp orf536 atpB-627 MT179349 Ufe
cp orf524 atpB-627 MK069584 Uco4
96 ' cporf524 atpB-627 MW548841 Ucol
100 cp orf519 petB-69 MK069584 Uco4
cp orf519 petB-69 MW548841 Ucol
94 100 cp orf467 petB-69 MT179348 Uau3
cp orf467 petB-69 LC507117 Uau2
84 1100, cp orf519 petB-69 KX595275 Uco7
cp orf519 petB-69 MW353781 Uco3
cp orf491 petB-69 MT179351 Ult
cp orf398 petB-69 MT916929 Ucob
cp orf519 petB-69 AP018696 Uoh
cp orf475 petB-69 KP720616 Usp
cp orf460 petB-69 KT882614 Ulal
100 ' cporf203/199 petB-69 MH730972 Ula2
100 cp orf464 atpl-256 MT179350 Ugi cp atpl-256 (1)
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Supplementary Fig. S2 Phylogenetic tree based on Maximum Likelihood (ML) analysis
of amino acid (aa) sequences of 67 reverse transcriptase (RT) domains (40 in coDNAs
and 27 in mtDNAs) from group IIA and II1B introns. The ML analysis was conducted with
1,000 bootstrap replicates using MEGA 7.0. The bootstrap support values greater than
80% were displayed at branches. Branch lengths were proportional to the amount of
sequence change, which were indicated by the scale bar below the trees.



