Supplementary Table S1. Accession-level annotations and clade classification of non-self

BLAST hits with >99.5% cox! percent identity to AB780998.1

Sigcelgteiltl;f Accri:s'sion Eieerrfz?; GeoLocName Clade Reference
Lower OR263180  99.5025  China: Xinjiang,Yili Asian SR1
MN387224  99.5025 USA: Vermont European SR2
0K330093 99.5025  Unknown European SR3
OR060940  99.5025 Poland: Podkarpacke Province European SR4
OK330092  99.5025 Unknown European SR3
OR060939  99.5025  Latvia: Pinupi European SR4
AB461412 99.5025  Austria European SRS
PV055283 99.5025  Poland: Warminsko-Mazurskie Voivodship European SR6
0Q874679 99.5025 Poland European SR7
PV055353 99.5025  Poland: Warminsko-Mazurskie Voivodship ~European SR6
0Q874675  99.5647  Poland European SR7
MW255910 99.5647 Poland European SR8
MW255909 99.5647 Poland European SR8
OR060936 99.5647  Czech Republic: Brezinka pod Bezdezem European SR4
OR060941 99.5647  Switzerland European SR4
AB461413 99.5647  France European SRS
AB777919 99.5647 Russia European SR9
KY205684  99.5647 Poland European SR10
KY205677  99.5647 Poland European SR10
OR060934 99.5647  Croatia: Krizevci European SR4
OR263183 99.5647  China: Xinjiang,Yili Asian SR1
MKS843309  99.5647 Canada European SR11
MW255894  99.5647  Poland European SR8
MKS843308  99.5647 Canada European SR11
KY205689 99.5647 Poland European SR10
0Q607803 99.5647 Poland: Pomerania European SR6
MW255901 99.5647 Poland European SR8
KY205682  99.5647 Poland European SR10
OR060928  99.5647  Austria European SR4
KY205690  99.5647 Poland European SR10
MW255900 99.5647 Poland European SR8
MW255908 99.5647 Poland European SR8
KY205683 99.5647  Poland European SR10
MW255911  99.5647 Poland European SR8
MW255899  99.5647  Poland European SR8
LC380931 99.6269  USA:Missouri European SR12
KY205691 99.6269  Poland European SR10
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OR263178 99.8756  China: Xinjiang,Yili Asian SR1

MN251849  99.8756  China: Sichuan Asian SR16
AB477011 99.8756  China:Sichuan Asian SRS
MH259766  99.8756  Unknown Asian SR14
OR263184 99.8756  China: Xinjiang,Yili Asian SR1
MH259767  99.8756  Unknown Asian SR14
AB477010 99.8756  China:Sichuan Asian SRS
PV055397 99.8756  Poland: Warminsko-Mazurskie Voivodship  Asian SR6
MH259773  99.8756  Unknown Asian SR14
MH259769  99.8756  Unknown Asian SR14
MH259774  99.8756  Unknown Asian SR14
MN251846  99.8756  China: Sichuan Asian SR16
AB385610 99.8756  Japan: Fukui Asian SR9
MT461409  99.8756 Canada Asian SR13
AB477012 99.8756  China:Sichuan Asian SRS
KY205685 99.9378  Poland Asian SR10
MW255914  99.9378  Poland Asian SR8
MW255912  99.9378  Poland Asian SR8
AB461417 99.9378  China:Sichuan Asian SRS
MW255907 99.9378  Poland Asian SR8
MW255895  99.9378  Poland Asian SR8
MW255898  99.9378  Poland Asian SR8
MW255896  99.9378  Poland Asian SR8
MW255903  99.9378  Poland Asian SR8
MH259768  99.9378  Unknown Asian SR14
MW255904 99.9378  Poland Asian SR8
MW255906  99.9378  Poland Asian SR8
MW255913  99.9378  Poland Asian SR8
MW255897  99.9378  Poland Asian SR8
MW255915  99.9378  Poland Asian SR8
MW255902  99.9378  Poland Asian SR8
MW255916  99.9378  Poland Asian SR8
MW255905 99.9378  Poland Asian SR8

acox] percent identity values are relative to AB780998.1. The lower and higher sequence identity bands
correspond to 99.5025%-99.6269% and 99.6891%-99.9378%, respectively. Source reference numbers
correspond to the Supplementary References listed below.
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