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CP024333 B. miyamotoi strain Yekat-1, Russia: Yekaterinburg
CP004217 B. miyamotoi strain FR64b, Japan
CP024371 B. miyamotoi strain 1zh-14, Russia: Izhevsk
CP024205 B. miyamotoi strain 1zh-5, Russia: Izhevsk
CP024316 B. miyamotoi strain Yekat-6, Russia: Yekaterinburg
CP024390 B. miyamotoij strain 1zh-4, Russia: Izhevsk
CP024351 B. miyamotoi strain 1zh-16, Russia: Izhevsk
CP036557 B. miyamotoi strain Yekat-76, Russia: Yekaterinburg
CP036726 B. miyamotoi strain Yekat-31, Russia: Yekaterinburg
CP037058 B. miyamotoi strain Yekat-19, Russia: Yekaterinburg
93] CP036914 B. miyamotoi strain Yekat-21, Russia: Yekaterinburg
CP037471 B. miyamotoi strain Yekat-18, Russia: Yekaterinburg
CP037215 B. miyamotoi strain Yekat-17, Russia: Yekaterinburg
CP046388 B. miyamotoi strain CZ-F190E, Czech
CP046389 B. miyamotoi strain CZ-F1E, Czech
100 | CP044783 B. miyamotoi strain NL-IR-1, Netherlands
CP044625 B. miyamotoi strain NL-IR-2, Netherlands
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g7 This study, B. miyamotoi from 14 Ixodes pacific ticks, USA

CP017126 B. miyamotoi strain CT13-2396, USA

CP010308 B. miyamotoi strain CT14D4, USA
go| CP006647 B. miyamotoi strain LB-2001, USA

This study, B. miyamotoi from 452 Ixodes scapularis ticks, USA
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Appendix Figure 1. Phylogenetic tree of Borrelia miyamotoi 16S rDNA (16S), flagellin (fla), and
glycerophosphodiester phosphodiesterase (g/pQ) genes constructed by maximum likelihood method of
MEGA software version 10 (http://www.megasoftware.net). Of 594 B. miyamotoi—positive Ixodes
scapularis ticks, we successfully sequenced a 1,545bp long fragment of 3 concatenated genes from 452
ticks. We selected Hasegawa-Kishino-Yano with invariable site as the best model based on Bayesian
information criterion scores. Numbers on the branches represent bootstrap support with 500 bootstrap

replicates. Scale bar represents nucleotide substitutions per site.
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Appendix Figure 2. Alignment of Borrelia miyamotoi fla gene segment.
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