
ENV 2014 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2058 GroupII RefSeqAssembly GCF 002553185.1 ASM255318v1 genomic

ENV 2018 NA USA NCBItropicus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 007676425.1 ASM767642v1 genomic

ENV 2014 NA USA NCBIcereus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 002563095.1 ASM256309v1 genomic

ENV 2014 NA USA NCBIcereus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 002568505.1 ASM256850v1 genomic

ENV 2018 NA USA NCBItropicus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 007672275.1 ASM767227v1 genomic

FOO 2012 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST1086 GroupII RefSeqAssembly GCF 001583925.1 ASM158392v1 genomic

ANI 2016 AS China NCBIcereus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 002117465.1 ASM211746v1 genomic

XXX XXXX XX XXXXX NCBItropicus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 016027575.1 ASM1602757v1 genomic

HUM 2004 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 000832805.1 ASM83280v1 genomic

HUM 2020 NA UnitedStates GTDBtropicus GSBmosaicus ST78 GroupII BacLA2020b

HUM 2020 NA UnitedStates GTDBtropicus GSBmosaicus ST78 GroupII BacLA2020a

HUM 2003 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 000789315.1 ASM78931v1 genomic

HUM 2007 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 002007005.1 ASM200700v1 genomic

HUM 2013 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST78 GroupII RefSeqAssembly GCF 000688755.1 CLC 6.0.4 of Bacillus cereus BcFL2013 genomic

XXX XXXX XX XXXXX NCBIcereus GTDBtropicus GSBmosaicus ST2001 GroupII RefSeqAssembly GCF 000832525.1 ASM83252v1 genomic

XXX XXXX XX XXXXX NCBItropicus GTDBtropicus GSBmosaicus ST2001 GroupII RefSeqAssembly GCF 016026855.1 ASM1602685v1 genomic

HUM 2016 AS China NCBIcereus GTDBtropicus GSBmosaicus ST104 GroupII RefSeqAssembly GCF 002811445.1 ASM281144v1 genomic

ANI 2018 AS VietNam NCBItropicus GTDBtropicus GSBmosaicus ST104 GroupII RefSeqAssembly GCF 006349625.1 ASM634962v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST104 GroupII RefSeqAssembly GCF 002003645.1 ASM200364v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2099 GroupII RefSeqAssembly GCF 001913375.1 ASM191337v1 genomic

XXX 2016 AS China NCBItropicus GTDBtropicus GSBmosaicus ST1712 GroupII RefSeqAssembly GCF 010994445.1 ASM1099444v1 genomic

ENV 2018 AS VietNam NCBItropicus GTDBtropicus GSBmosaicus ST1874 GroupII RefSeqAssembly GCF 006349645.1 ASM634964v1 genomic

ENV 2008 AS China NCBIcereus GTDBtropicus GSBmosaicus ST463 GroupII RefSeqAssembly GCF 001880305.1 ASM188030v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2098 GroupII RefSeqAssembly GCF 001913385.1 ASM191338v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2059 GroupII RefSeqAssembly GCF 001913395.1 ASM191339v1 genomic

COS 2016 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2093 GroupII RefSeqAssembly GCF 002201705.1 ASM220170v1 genomic

FBO 2010 nonBt food EU France 10CEB81 SAMN12217391 SRR9644924 GTDBtropicus GSBmosaicus ST2188 GroupII Bonis2021

XXX 2016 AS China NCBItropicus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 010994525.1 ASM1099452v1 genomic

ENV 2016 AF SouthAfrica NCBItropicus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 011040455.1 ASM1104045v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST1533 GroupII RefSeqAssembly GCF 001901925.1 ASM190192v1 genomic

XXX XXXX NA USA NCBItropicus GTDBtropicus GSBmosaicus ST38 GroupII RefSeqAssembly GCF 013331815.1 ASM1333181v1 genomic

XXX XXXX XX XXXXX NCBIcereus GTDBtropicus GSBmosaicus ST38 GroupII RefSeqAssembly GCF 000746865.1 BDY genomic

FOO XXXX XX XXXXX NCBIcereus GTDBtropicus GSBmosaicus ST38 GroupII RefSeqAssembly GCF 000832845.1 ASM83284v1 genomic

XXX XXXX XX XXXXX NCBIcereus GTDBtropicus GSBmosaicus ST38 GroupII RefSeqAssembly GCF 000161015.1 ASM16101v1 genomic

FOO 2012 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST1085 GroupII RefSeqAssembly GCF 001583975.1 ASM158397v1 genomic

ENV 2011 NA USA NCBItropicus GTDBtropicus GSBmosaicus ST219 GroupII RefSeqAssembly GCF 015846035.1 ASM1584603v1 genomic

ENV 2011 EU UnitedKingdom NCBItropicus GTDBtropicus GSBmosaicus ST394 GroupII RefSeqAssembly GCF 015845405.1 ASM1584540v1 genomic

XXX 2011 NA USA NCBItropicus GTDBtropicus GSBmosaicus ST394 GroupII RefSeqAssembly GCF 015844815.1 ASM1584481v1 genomic

XXX 2011 NA USA NCBItropicus GTDBtropicus GSBmosaicus ST394 GroupII RefSeqAssembly GCF 015844725.1 ASM1584472v1 genomic

ENV 2011 NA USA NCBImycoides GTDBtropicus GSBmosaicus ST394 GroupII RefSeqAssembly GCF 016491655.1 ASM1649165v1 genomic

ANI XXXX AF Madagascar NCBIthuringiensis GTDBtropicus GSBmosaicus ST1571 GroupII RefSeqAssembly GCF 000500585.1 Bacillus thuringiensis strain LM1212 genomic

ANI 2013 EU France NCBIthuringiensis GTDBtropicus GSBmosaicus ST1571 GroupII RefSeqAssembly GCF 003546665.1 ASM354666v1 genomic

ENV 2014 NA USA NCBIcereus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 002558205.1 ASM255820v1 genomic

ENV 2002 AS China NCBItropicus GTDBtropicus GSBmosaicus ST771 GroupII RefSeqAssembly GCF 001884035.1 ASM188403v1 genomic

COS 2016 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2090 GroupII RefSeqAssembly GCF 002199645.1 ASM219964v1 genomic

FOO 1997 EU Sweden NCBIcereus GTDBtropicus GSBmosaicus ST1986 GroupII RefSeqAssembly GCF 001044905.1 ASM104490v1 genomic

FOO 2015 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST1994 GroupII RefSeqAssembly GCF 001913315.1 ASM191331v1 genomic

ENV 2018 NA USA NCBItropicus GTDBtropicus GSBmosaicus STUnknown GroupII RefSeqAssembly GCF 007682405.1 ASM768240v1 genomic

ANI 2013 EU UnitedKingdom NCBIthuringiensis GTDBtropicus GSBmosaicus ST369 GroupII RefSeqAssembly GCF 002911875.1 ASM291187v1 genomic

XXX XXXX SA Argentina NCBIthuringiensis GTDBtropicus GSBmosaicus ST2008 GroupII RefSeqAssembly GCF 002146705.1 ASM214670v1 genomic

ENV 2011 NA USA NCBIthuringiensis GTDBtropicus GSBmosaicus ST2008 GroupII RefSeqAssembly GCF 015912755.1 ASM1591275v1 genomic

FOO 2016 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2044 GroupII RefSeqAssembly GCF 002530795.1 ASM253079v1 genomic

FOO 2016 NA USA NCBIcereus GTDBtropicus GSBmosaicus ST2044 GroupII RefSeqAssembly GCF 002200185.1 ASM220018v1 genomic

XXX 1994 AS SouthKorea NCBIthuringiensis GTDBtropicus GSBmosaicus ST211 GroupII RefSeqAssembly GCF 002148025.1 ASM214802v1 genomic

ENV 2019 AS VietNam NCBIpacificus GTDBtropicus GSBmosaicus ST2008 GroupII RefSeqAssembly GCF 013284485.1 ASM1328448v1 genomic
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Supplementary Figure S3. Maximum likelihood phylogeny constructed using core SNPs detected among 55 genomes assigned to the Genome Taxonomy
Database (GTDB) B. tropicus species, plus GTDB B. paranthracis outgroup genome B. cereus s.l. strain AH187 (NCBI RefSeq Assembly Accession
GCF_000021225.1; omitted for readability). Tree edge and node colors correspond to the posterior probability (PP) of anthrax toxin gene absence (i.e., “Non-
Anthrax”), obtained using an empirical Bayes approach, in which a continuous-time reversible Markov model was fitted, followed by 1,000 simulations of
stochastic character histories using the fitted model and tree tip states. Root node prior probabilities for “Anthrax” and “Non-Anthrax” states were (A) equal
(i.e., 0.5 each) or (B) estimated using the make.simmap function in the phytools package in R. Trees are rooted using the outgroup genome, and branch
lengths are reported in substitutions per site.
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