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SFLSILLAGVPQYGVVANPQKVVVNEFQGSEGGGAFPDIRVL---PPHCLEPWCGLLLDTR

NLIVQLONCANNNGFMFNDQKITTNFQFPQEDYNLEHFKIS—--—--VONECQOWIGKSIDMN
SFYHRLKHGFKDYNCFMNETKFCINFEDKEEH-RCSSNRMEVGDNGVPEVRWTGLLINSR
NIKKLAMGGFQKYNAKANRDKILAVSSQS——-—-—-—————————--— DDDTVIQFCAMHIFVK
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FINIYKIFLLQAYRFHACVIQL---PFN-------- QGVRK-NPSFFLSVISDMAPCCYS 1261
CTNIYKILLLQAYRFHACVLQL---PFH-------- QOQVWK-NPTFFLRVISDTASLCYS 1045
CINIYKIFLLQAYRFHACVIQL---PFD-------- QRVRK-NLTFFLGIISSQASCCYA 1038
FINIYKIFLLQAYRFHACVLQL---PFN-------- QQVRK-NPCFFLRIISDTASCCYS 1267
CINIYKILLLQAYRFHACVLQL---PFN-------- QKIKS-NPRFFLKIISDTASCCFS 1244
CINTYKIFLLQAYRFHACVVQL---PFG-------~- QRVMN-NPPFFLTVISDMAPCFYT 1104
YRSLYKLILLQALRFHACVRSL---PLG-----—-~- QSVNR-NPSFFLKMIWRMTRVTINK 1012
YKNIHKLVLLQACRFHVCVQSL---PFA----——-~- QTVAK-NPTYFQOMIWDMAHYANA 1003
CRQLYHHSKATVMKFY PFMTKLFQIDLKKSKQYSVQYGKENTNENFLKDILYYTVEDVCK 1002
RLNIYQIFLLAAMKFHCYVYEV---SRF---———-— WKL---HPQTLFKFITISVRYMFR 1037
LMQIDHVVKNISECYKSAFKDL—---SIN---———-- VTONMQFHSFLORIIEMTVSGCP- 827
ILKSKNIGIALGTKD-ACNTFPFEAAQWLSYHAFIVKLTCHKA---VYKCLLKPLONCKV 1317
ILKAKNAGMSLGAKG-AAGPLPSEAVQWLCHQAFLLKLTRHRV---TYVPLLGSLRTAQT 1101
ILKVKNPGMTLKAS - - --GSFPPEAAHWLCYQAFLLKLAAHSV---IYKCLLGPLRTAQK 1091
ILKTKNTGIALGTKG-ASGLFPSEAAEWLCYHAFIIKLTNHKV---VYKCLLRFLKICEL 1323
VLKTKNKDVSFTSTG-TSVVLTYEVVQWLTYHAFVIKLTNHKV---IYKCLLAPLKHCKK 1300
TFKAKNKDLTRGYKD-VSCQFNFEAVQWLSYQAFLTKLHNHKV---LYKCLIGPLONCKM 1160
LLTHINKGLPVCSVD-SGGVLQSEAVQLLFCLAFETLFRRFRS ---VYHCLIPALHKRKR 1068
LIRRSNTGLVLGDGA-QKGSVQYEAVELLFCLAFLRVLSKHRP---VYKDLLPRLHKWKR 1059
ILCYLQFEDEINSNI---KEIFKNLYSWIMWDIIVSYLKKKKQFKGYLNKLLQKIRKSRF 1059
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Figure S1. Multiple Sequence Alignment (MSA) of TERT proteins of

representative species: AmexTERT, Ambystoma mexicanum; hTERT, Homo sapiens;
mTERT, Mus musculus; TmtTERT, Terrapene mexicana triunguis; PvTERT, Pogona
vitticeps; XTERT, Xenopus laevis; ZfTERT, Danio rerio; OlaTERT, Oryzias latipes;
Sc_Est2p, Saccharomyces cerevisiae; TtTERT, Tetrahymena thermophila; AtTERT,
Arabidopsis thaliana; HIV-1 RT.



