Supplementary Data 2
[image: A screenshot of a computer

AI-generated content may be incorrect.]


References
1	Pei, J., Kim, B. H. & Grishin, N. V. PROMALS3D: a tool for multiple protein sequence and structure alignments. Nucleic Acids Res 36, 2295-2300 (2008). https://doi.org:10.1093/nar/gkn072
2	Klompe, S. E., Jaber, N., Beh, L. Y., Mohabir, J. T., Bernheim, A. & Sternberg, S. H. Evolutionary and mechanistic diversity of Type I-F CRISPR-associated transposons. Mol Cell 82, 616-628.e615 (2022). https://doi.org:10.1016/j.molcel.2021.12.021
image1.png
Tn7016 1
Tne677 1
Tn6900 1
Tn7000 1
Tn7001 1
Tn7002 1
Tn7003 1
Tn7004 1
Tn7005 1
Tn7006 1
Tn7008 1
Tn7011 1
Tn7012 1
Tn7013 1
Tn7014 1
Tn7015 1
Tn7017 1

Consensus aa:
Consensus ss:

Tn7016 51
Tne677 70
Tn6900 50
Tn7000 70
Tn7001 70
Tn7002 50
Tn7003 50
Tn7004 50
Tn7005 50
Tn7006 50
Tn7008 50
Tn7011 50
Tn7012 50
Tn7013 51
Tn7014 51
Tn7015 51
Tn7017 56

Consensus aa:
Consensus ss:

Tn7016 120
Tne677 139
Tn6900 119
Tn7000 139
Tn7001 140
Tn7002 119
Tn7003 119
Tn7004 120
Tn7005 120
Tn7006 120
Tn7008 119
Tn7011 119
Tn7012 119
Tn7013 120
Tn7014 120
Tn7015 120
Tn7017 125

Consensus aa:
Consensus ss:

Tn7016 185
Tne677 204
Tn6900 184
Tn7000 204
Tn7001 204
Tn7002 184
Tn7003 184
Tn7004 185
Tn7005 185
Tn7006 185
Tn7008 184
Tn7011 184
Tn7012 184
Tn7013 185
Tn7014 185
Tn7015 185
Tn7017 195

Consensus aa:
Consensus ss:

I
———————————————————— MYIRNLRKPSﬁNKNVFKFASTKVSSVVMCESSL.FDACFIIEYNDLIESF
MTSLPTPSAITTSALEYAFHTPARNLT-KSRGKNIHRYVSVKMSKRITVESTLECDACYHFDFEPSIVRE
———————————————————— MYRRHLK-HSRVKNLFKEFVSAKMNTVEFTVESALEFDTCFHLEYSPSVKEY
MSALPSPSTTTLIALESAFVTPARNLT-KSRGKNIHRYVSAKMGKRVTVESFLECVACYHFDFEPSIVRE
MOPSPATTYQTDSPLEFAFTQPARKLT-KSRGKNIHRYVSIKMNTIISVESTLEFDACFHFDENKNISRE
———————————————————— MKKRILR-NSSVKNISRFVSLKTNSIHTVESDLEFDACFHFEFSPOITITE
———————————————————— MKKRITK-NSKVKNISREVSLKTDSVOQTTESDLEFDACFHFEFASHVKSE
———————————————————— MEFDQTKK-SSHVHNICKFMSLKNDAVVRTLSILEFDFCFHLEYNADIKTE
———————————————————— MEFDQTKK-SSHVHNICKFMSLKNDAVVRTLSILEFDFCFHLEYNPNIKSE
———————————————————— MYDQTKK-SSAVHNICKFMSLKNDSVVRTMSMLEYDFCFHAEYNPQIVRY
———————————————————— MYVRTLK-QSQVKNISKFMSLKNDSIIRTESMLEFDMCFHLEYSPDVVSE
———————————————————— MYRRKLK-HSRVKNLHKFASQKNKSTCLVESSLEFDACFHFEFSPSTAAFE
———————————————————— MYRRNPK-SSRVKHQFKFASQKSKNTCFAESALEFDACFHFEYSSATVAFE
———————————————————— MYVRNLRKPSATKNVYKFASSKNRSVILCESSLERDCCYHLEYSKDVESE
———————————————————— MYVRNLRKPSANKNVYKEFVSVKNGCNIMCESSLEYDCCYYLEYSDDVVRY
———————————————————— MYTIRNLRKPSPNKNVFKFASAKVSETIMCESTLEFDACFHHEYNETIETE
MTPL-—-=——————— LSQY--VGSRKLT---PGRHRYKYPSRKMEAHVITESPNECNFCEFLEFDSRVKGY
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GSQPEGFKYEFMGKSLPYTPBALISYTDKTQKYHEYRPYSKIASPLFRAEFAAKRAASLK-LGIDLVLVI

CAQPIRFLYYLNGQSHSYVPDFLVQFDTNEFVLYEVKSAYAKNKPDFDVEWEAKVKAATE-LGLELELVE
EAQPEGFYYEFAGRQCPYTPDFRLVDONDSVSFLEIKPSDKVADPDFLHRFPLKQQRATE-LSSPLKLVT
CSQPIRFSYGLNGKTHTYVPDFLVQFDTGEFKLYEVKSDMESSKEEFQCEWEAKVQGAFE-LGLELELVT
CSQPIRYSYVIDGIIRTYVPDFLCEFYCGEMVLYEVKAPNAVNSKREFTKEFEAKRQYARKLFDVDLELIE
EAQPIGFEYFIEGKVHRYTPDFLVTYKDSYQSFYEIKPKHIAEKDEFKEKFRAQKEQALG-DGKDLHVLT
ETQPLGFEYRLNGRLRRYTPDMLCYFNDGYATYYEVKPKWVTERDEFKKKEDAQKQOATA-NGYDLLVLT
TSQPFGFHYQFNNRKCRYTPDFLATDHDEHSTFFEVKHSSQILKPDFRERFKEKQRVAFNEFNRRLVLVT
TSQPFGFHYLENNRKCRYTPDFLAIGHNEQSTFFEVKHSSQIPKPDFRERFEEKQRVALSEFNRRLVLVT
ESQPHGFEYYEFNGRYCRYTPDFQLEFDSIDTPSLIEVKHSSQILKPDFRARFKEKQLVAQAEYGKKLILVT
ESQPQGFHYEYQGKRLPYTPDFLITHSSGQOQLLEVKPLSKTQRPDFQSKEFIQKQQAAQK-LNLSLILIT
EAQPLGYEYEFDNRICRYTPDFLLTHTDGTQKFIEVKPQSKIADEDFRARFIEKQTIAKQ-DGRDLILVT
ETQPLGFKYDFEGRTCPYTPDFLLTHSDGTQKYIEIKPVKELAKDEFRQRFEQKQLASKQ-LGIELILVT
OSQPEGEFYYSSGNKRCPYTPDFLVRNQDGSEYYLEVKPLAKTFSEDFKRSFALKRIAAQH-QGKPLVLVT
OSQPKGYRFPYQGKEHPYTPDFLVHKKDGTSYLLEVKPLSKTEFSSEFQDVFROKQIMASE-LGAPLLLVT
GSQPKGFYYCFEGKRLPYTPDALLHYIDGTTKFHEYKPYSKTFDPIFRAKFVAKKEAAQA-LGTELILVT
ISQPKTIIYDLYQCGHDYTADFEFVDLYLSKPAFYEIKPKDYEKSEEEEDKFYEVEKVEYD-MGENFYLVT
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DRQIRVNPILNNLKLLHRYSGVYGISGIQKELLSFIHKSGVI---—-— KLNDISSQVGIPIGETRSFLFGL
ESDIRDTVVLNNLKRMHRYASKDELNNVHNSLLKITKYNGAQ-—-—— SARCLGEQLGLKGRTVLPILCDL
EKQIRIAPILGNLKLLHRYSGFQSFTPLHMOLLGLVQKLGRV-—~—~— SLLRLSDSIDAPPEEVLASALSL
EEEILDEVIFSNLKLLHRYASRDNLNHFHQTLLATFKLNGTQ-—-—~ TAKSLGHHLGLNGRKILPFLCDL
EHDIRHIPLLKNLKRMHRYASHSELTYEQTTILKYLNKHGST---—~ KLETIIDHFSNS-KNIIPMIYDL
DDDIQIYPLLDNLRITHRYACDERLNSIQRNILNLFKKYGEL--~-~~ RIEQVVQYSSVHSSQLLPSLYDL
EDDIQTYPLLDNLKIIHRYACSDSLDNVQVRILKLFQONYGEM-—-—~— RISQVINASQGQSASILPALYDL
EKQIRMGPTLDNFKLLHRYSGLRTVTEFQKLVLAFIQRKOMV -~~~ KLOQEVSLYFGLSEQDTLISTLPW
EKQIRMGPTLDNFKLLHRYSGLRTVTEFQKRVLAFTIQRKOMV——~—~— KLOQEVSLYFGLSEQDTLISTLPW
EKQIRTGFLLSNLKLLHGYSGIRTITDIQKHVLQFVQANRSV-—-—~— TLHYLSHQLKISPDETLTAALCW
EKQIRTGHLLNNFKLLHRYSGLHSISVTQKAITHLIQKVNKI-—-—— QOINQIANSLNISNGEALTGVLSW
DKQIRVYPTLNNLKLLHRYSGFQSLTELQASVLELVKQYGSI—-~--~ KVGQLVNFLKVTAGELLATVLRL
DKQIRVFPVLDNLKLLHRYSGFQVLTELHTVVVGLVKSTGLV -~~~ KVAQLVNYLKVSAGEVLSIVARL
DKQIRNGVYLENLNLIHRYSGLVDFSLSSTKIVEELSTAGRM--—-~~— CIRSLADNLKLSIGEVIAVVFRL
DRQIRNDVHLNNLKLVHRYSGCIGNSSHLESVWSAVNQSSSI—-—-~— CIKALSAILNLTIGEVFASVLRL
DKQIRVNPILNNLKLLHRYSGIYGVTDIQRELLQLIRHSGKI-~—-~~ OLDDVADEYELSVGETRSFLYSL
GDYIEKGNRLINFKKLRRFVGSLPERKIREFIERLVFESNEGISFGDLIAKLRNQLDVEERDAFQNIYQC
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