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Polinton-1_CI       1  MVE---------------DFYVTLPSNA--SLEYFPNNTLTNYVTRLPKEFHLQG--TWVVGLTEVAFPYSWYTIPQQAVTMKIRRGPDL---   71 
Polinton-1_XT       1  MDEG--------------SFYMTLPSNA--SSKIYPD------TTKLAKSVDLRG--PWEVALTEIQYPHTWNTFDPHEGNFVVGKQDD----   65 
Polinton-4_NV       1  MEQ--LLEKIARNTEPKKSFYILVSDKS------------TRIRTKFNPLLQLDKSKQYEMALVNLETYYSFPNIDSTNNNFRYSPDNGA---   76 
Polinton-3_TC       1  MY----------------KTFSLTGVES-------------TLSEHYEPPIDLEENSNYSIALIGFYTNNNIPNIEEGTNKFYYFAPNTT---   61 
Tlr                 1  MN------------------YIFIDSSK-INPSCFY-----NFQVQLNQKVRVT----KYIKLIKAVIPYDDYLINQYNNTSQINS-------   58 
9632100_PBCV-1      1  MDDIETIEKYGR-----DETYIFLADSAKRDTAAYPTA--AEYEVLFNAQFRNV----TKFELLEVNIPRTEYLIDSSENTFAYALNQPTNIN   82 
388548963_OlV3      1  M-----------------KVHTLDIDSSERDTNVYTYA--NNYTVTLKEPIYDV----TQIKLISCRIPTPQLTTCATNKTFSIHDSGAP---   67 
312599229_BpV2      1  M-----------------KVHTLDIDSGERDPVLYPNP--GDYVVHLKNPIYDV----TKISLISARIHNSQYLIHSRNNQFDING-------   63 
Consensus_ss:                            eeeeeee                 eeee    eee     eeeeeeeee     eee     eeeee         
 
Polinton-1_CI      72  --------GVIEADISPGYYNSPKELIESIVKLFTDV---------GYANNI-EVSYNDL----TGKVRVNVHK----KGWYLEFS-------  131 
Polinton-1_XT      66  --------LLKEYHIKSGYYNT----INEVVKAINARLD------SLKIPHE-HIKLRYD----DLERSVSVSE---SPIYTFAPG-------  125 
Polinton-4_NV      77  --------TWFNIDIPEGSYE-----ITDINDYVQRIMKDNGHYDS-ANDEY-YITIEPNNN--TLKSVVDISA---NYKVDSTTA-------  142 
Polinton-3_TC      62  --------EEKVITFPKGAYE-----IAAIEKYIQIILSGRSATDAQKQNTF-SLKANE------NTLKCEIFS---IYDINFAHE-------  124 
Tlr                59  ----------KTYSIPIGIYD-----VPSLINQIKSLVT-------PDLSSF-LVQFSS------LTYRITFSA---STNFTMSFN-------  112 
9632100_PBCV-1     83  TWQQEIEGNIRIATITPGDYN-----LPQLIDEMNNVLQQTA---NTYGDSV-ILQVSPVTNPSEISNKIRITA---SGPFTLLGST------  157 
388548963_OlV3     68  -------DDIIEVTLDETNYAD----GAALASDLDTKMQ-------PPLTCIDSVVFDS------DTQALTFSNTIASNTFTFKFFDGTNGYL  136 
312599229_BpV2     64  ----------KTVTIPIGNYS-----GDDLAQAVATVSS-------DIT----SAVFDK------ETNAITFTG---SAQFTFEFYGGANGYA  121 
Consensus_ss:                   eeeeee           hhhhhhhhhhh             ee eeee         eeeeeee      eeeeee         
 
Polinton-1_CI     132  ------DVLSRMLGYDK---KRLRRGSHE----AERVCDISL----------DMSLLYFYSDIVQG---------------RSVGDTLA----  182 
Polinton-1_XT     126  ------EKLAHILGMDG---YIAPYGTSL-PKVKKIYADIKA----------GFYTMFVYSDIIQH---------------QLVGDSYV----  179 
Polinton-4_NV     143  ------NSIRTVLGFNS---QVYSEGYNESENIVN-ILS--------------VNSLRVTSDVIAS---------------SYTNGGTE----  192 
Polinton-3_TC     125  ------DSIGKLLGFSK---RKLKARQLH---ESD--LPVNII---------KVNTIRIECNIVRG---------------SFYKNKES----  175 
Tlr               113  ------QSLANILGFQQ---TQFQSNSS--YTTTK-TPSINS----------PQTILINIKDIPDS----------QIIQAQNYDVD------  167 
9632100_PBCV-1    158  ------GTIGNTIGFGDPVNTSVASTTGY-YSTVP-GYSVNYP–--(71)--GFVVNYSIIKVSDS---------STIATGSLISTNDDLVPS  233 
388548963_OlV3    137  SNTS-TTTPHQVMGFSS---KNPES-----GDTVI-SGAINLE---------GPNSLIIRMTSGSDEFTKTVYSATPFYTGHILLNGTDYMNY  210 
312599229_BpV2    122  TGTNGYTTPYDILGLPA---SNVSSTTSS-PYTLE-TGSINLQ---------GADAIIVKLSSGSDEFNKTVFSETPFYTGRILLCG-DVINF  199 
Consensus_ss:                   hh                     ee                   eeeeeeeee                e  eee          
 
Polinton-1_CI     183  ----PLLAIVP-VKGRP--------------REAVYQRFDYPCYHPIQN-KVFHTIEVDIRDSLGK---KILFQRGRVCVTLHFKRVNKA---  249 
Polinton-1_XT     180  ----QLLRTVE-ISGKN--------------NEIITQRYTRPDYIPVCK-QHFDSVAISIYSDQCK---PVKFKYGKCLVRLHFRPRKELSY-  248 
Polinton-4_NV     193  ----NIIYSFFPSVGPGY--------------KIVQEPL-NLIYLPITL-GTISQMETKLVDQNGK---LINLRGEELSIRLHIREA------  256 
Polinton-3_TC     176  ----HTLYETA-LSVSP--------------AEQIFVEPLNPIYLPIINRSNIPNLTIDIVDQDHC---PIDFNGQTINIRLALKKEA-----  241 
Tlr               168  ----FSFMILN-ISNRG--------------QNIQYENRSDENTIEIT--GDIRQISVQLYKNDGQ---FFMINSG---IQLSFQYE------  227 
9632100_PBCV-1    234  VSSPSVVSANF-IQGQQYYIQFTPGSSGSSAGNCTALWYSFPNLPPVS--GAYAAINGTLVFPGQY---FCTDVSA---ETYIQTRTS-----  312 
388548963_OlV3    211  HHADDPLTHEF-YRGAQ---------------------------------KYIKDIKLEFFYMSHGRLIPYDFRNQDHILKFEITCST-(62)  326 
312599229_BpV2    200  SGVDDTVEHNF-DSGSQ---------------------------------KTISSLRVQFYYSSNNRLIPYDFRNANHILKLAVTCST-(57)  310 
Consensus_ss:               eeeeee e                    eeee      eee      eeeeeeeeee       eeee    eeeeeeeee       
 
 

Multiple sequence alignment of the putative penton proteins of polintoviruses with uncharacterized proteins of 
phycodnaviruses. The last line in each block (Consensus_ss) shows consensus predicted secondary structures: 
alpha-helix: h; beta-strand: e. The protein sequences are colored according to predicted secondary structures 
(red: alpha-helix, blue: beta-strand). Numbers in parenthesis indicate the length of insertions at the indicated 
positions. CI, Ciona intestinalis; XT, Xenopus tropicalis; NV, Nematostella vectensis; TC, Tribolium castaneum; 
PBCV-1, Paramecium bursaria Chlorella virus 1; OlV3, Ostreococcus lucimarinus virus OlV3; BpV2, Bathycoccus sp. 
RCC1105 virus BpV2.  
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