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H.sapMT1  MDCSCATGGSCTCTGSCKCKECKCTSCKKSCCSCCPMSCAKCAQGCICKGASEKCSCCA 
H.sapMT2  MDCSCAAGDSCTCAGSCKCKECKCTSCKKSCCSCCPVGCAKCAQGCICKGASDKCSCCA 
H.sapMT3  MDCPCPSGGSCTCADSCKCEGCKCTSCKKSCCSCCPAECEKCAKDCVCKGGEAKCSCCQ 
H.sapMT4  MDCVCMSGGICMCGDNCKCTTCNCKTCRKSCCPCCPPGCAKCARGCICKGGSDKCSCCP 
B.tauMT1  MDCSCPTGGSCSCAGSCTCKACRCPSCKKSCCSCCPVGCAKCAQGCVCKGASDKCSCCA 
B.tauMT2  MDCSCTAGESCTCAGSCKCKDCKCASCKKSCCSCCPVGCAKCAQGCVCKGASDKCSCCA 
B.tauMT3  MDCPCPTGGSCTCSDPCKCEGCTCASSKKSCCSCCPAECEKCAKDCVCKGGEGKCSCCQ 
B.tauMT4  MDCTCMSGGTCACGDNCKCTTCSCKTCRKSCCPCCPPGCAKCARGCICKGASDKCSCCP 
C.lupMT2  MDCSCAAGGSCTCAGSCKCKECRCTSCKKSCCSCCPVGCAKCAQGCICKGASDKCSCCA 
C.lupMT1  MDCSCSTGGSCTCAGSCKCKECKCTSCKKSCCSCCPVGCAKCAQGCICKGASDKCSCCA 
C.lupMT3  MDCPCPTGGSCTCDGSCKCEGCKCTSCKKSCCSCCPAECEKCAKDCVCKGGEGKCSCCQ 
C.lupMT4  MDCTCMSGGICICGDNCKCTTCNCKTCRKSCCPCCPPGCAKCAQGCICKGGSDKCSCCA 
R.norMT1  MDCSCSTGGSCTCSSSCGCKNCKCTSCKKSCCSCCPVGCSKCAQGCVCKGASDKCTCCA 
R.norMT2  MDCSCATDGSCSCAGSCKCKQCKCTSCKKSCCSCCPVGCAKCSQGCICKEASDKCSCCA 
R.norMT3  MDCPCPTGGSCTCSDKCKCKGCKCTNCKKSCCSCCPAGCEKCAKDCVCKGEEGKCSCCQ 
R.norMT4  MDCTCMSGGICICGDNCKCTTCSCKTCRKSCCPCCPPGCAKCARGCICKGGSDKCSCCP 
G.galMT1  MDCPCATGGTCTCGDNCKCKNCKCTSCKKGCCSCCPAGCAKCAQGCVCKGPPSKCSCCK 
G.galMT2  MDCTCAAGDSCSCAGSCKCKNCRCRSCRKSCCSCCPAGCNNCAKGCVCKEPASKCSCCH 
P.carMT1  MDCPCATGGTCTCGDNCKCKNCKCTSCKKGCCSCCPAGCAKCAQGCVCKGPPSKCSCCK 
P.carMT2  MDCTCAAGDSCSCAGSCKCKNCRCRSCRKSCCSCCPASCSNCAKGCVCKEPASKCSCCH 
A.plaMT2  MDCTCAAGDSCSCAGSCKCKNCRCRSCRKSCCSCCPAGCNNCAKGCVCKEPASKCSCCH 
A.plaMT1  MDCPCATGGTCTCGDNCKCKNCKCTSCKKGCCSCCPAGCAKCAQGCVCKGPPSKCSCCK 
C.chaMT   MDCSCNTGGTCTCAGSCKCKNCKCTSCKKSCCSCCPAGCDNCAKGCVCKEPLSKCSCCH 
F.parMT   MDCGCATGGSCSCAGSCKCKNCKCTSCKKTCCSCCPASCDNCAKGCVCKEPSSKCSCCH 
A.fraMT   MDCTCAAGGSCSCAGSCKCKNCKCTSCKKSCCSCCPASCNHCAKGCICKEPSSKCSCCH 
P.barMT   MDCPCATGGTCSCAGSCKCKNCKCTSCQKSCCSCCPAGCTNCAKGCVCKEPLSKCSCCS 
E.quaMT   MDCGCATGSSCSCNGSCKCKNCKCTSCKKSCCSCCPASCDNCAKGCVCKDPSLKCSCCP 
P.sicMT   MDCACATGGSCTCAGSCKCKNCKCTSCKKSCCSCCPAGCAKCAKSCVCKEPLSKCSCCT 
X.laeMT   MDCKCETGASCSCGTTCSCSNCKCTSCKKSCCSCCPAECSKCSQGCHCEKGSKKCSCCN 
X.troMT   MDCNCETGASCSCANKCVCSNCKCTSCKKSCCSCCPAECSKCSKGCHCEKESKKCSCCN 
A.mexMT   MDCACATGGSCSCAGSCKCENCKCTSCKKSCCSCCPSECEKCGQGCVCKGGSSKCSCCN 
T.carMT   MDCGCASGGSCSCAGSCKCENCKCTSCKKSCCSCCPAGCDKCGQGCVCKGGSTKCSCCT 
R.escMT   MDCGCAAGGSCSCGDSCKCKDCKCKGCKKSCCSCCPTDCTKCSQGCECAKGSDTCSCCK 
D.rerMT1  MDCECAKTGACNCGATCKCTNCQCTTCKKSCCSCCPSGCSKCASGCVCKGNSCGTSCCQ 
D.rerMT2  MDCECAKTGTCNCGATCKCTNCQCTTCKKSCCSCCPSGCSKCASGCVCKGNSCGSSCCQ 
C.hamMT1  MDCDCSKSGTCNCGGSCTCTNCSCKSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
C.hamMT2  MDCDCSKSGTCNCGGSCTCTNCSCTSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
T.berMT1  MDCQCSKSGTCNCGGSCTCTNCSCKSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
T.berMT2  MDCECSKSGTCNCGGSCTCTNCSCTSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
G.acuMT1  MDCDCSKSGTCNCGGSCTCTNCSCKSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
G.acuMT2  MDCDCSKSGTCNCGGSCTCTNCSCTSCKKSCCPCCPSGCTKCASGCVCKGKTCDTSCCQ 
 
Supplementary Figure 1. Alignment of the amino acid sequences of the vertebrates MTs used to inferred 
the phylogenetic tree shown in Figure 1. The alignment was obtained using the program MUSCLE v3.8 
and refined manually by the program Se-AL v20a11. Columns containing gaps were removed. 
 


