. recurrentis A11(DQ000278)

. recurrentis Br12(GQ401266)
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. recurrentis Br7(GQ401278)
—— B. duttonii MA/18(DQ000281)
B. recurrentis SJC4(GQ401246)
B. duttonii Bd6(GQ401268)

B. duttonii Bd10(GQ401261)
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B. duttonii Ly(DQ000279)
B. duttonii TzBd4(GQ401257)
L B. duttonii TzBd14(GQ401262)
L— B. duttonii CR2A(GU350722)
— B. microti IR-1(JQ436580)
B. duttonii 1120K3(GU350721)
= B. duttonii WM(DQ000282)
B. duttonii Tzbd1(GQ401245)
B. duttonii BA9(GQ401244)
B. duttonii Bd11(GQ401243)

B. crocidurae Achema(GU350723)

0.005

Phylogenetic tree based on IGS region. The scale bar corresponds to a 0.005 distance. The details

of sequences used for construction of the tree are given in Table 2.



