Supplement 1. Sources of DNA Sequences:

Sources include GenBank files for either genome or gene sequences. Information has been retrieved
for information on four genes: (1) the 56-kD TSA gene, (2) the 56-kD TSA gene, (3) the GroEL gene, and
(4) 16S rRNA gene.

For all four gene comparisons, the genome sequences are as follows:
(a) Karp strain: WGS files LYMAO2 [1], NZ_LANMO00000000 [2], NZ_LS398548 [1], and the SRA files
of genome project SRX1761260 [3];
(b) Gilliam strain: WGS files LS398551 [1], NZ_LANOO00000000 [2] and from the SRA files of genome
project SRX477935 [3];
Note that the 47kDa (htrA) gene sequence is “missing” in one of the three deposited
WGS sequence for the Gilliam strain (NZ_LANO01000000), but could be retrieved from
the SRA files associated with that genome study.
(c) Kato strain: WGS files NZ_L.5398550 [1], NZ_LANNO00000000 [2], and the SRA files of genome
project SRX1761385 [3].

For gene sequences, the sources are as follows:
(a) For the 56-kD TSA gene:
(i) Gilliam strain: two pre-genome sequences, GenBank accession #'s M33267 [4] and
DQ485289 [5]
(ii) Karp strain: three pre-genome sequences, M33004 [6], AY956315 [7] and AY283180 [8]
(iii) Kato strain: two pre-genome sequences M63382 [9] and AY836148 for Kato [109]

(b) For 47kDa (htrA) gene:
(i) Gilliam strain: one pre-genome sequences, GenBank accession # 1L.31934 [11]

(if) Karp strain: one pre-genome sequences, L31933 [11]

(iii) Kato strain: three pre-genome sequences L11697 [12], and HM595492 and HM595493 [13].

(c) For the GroEL gene:
(i) Gilliam strain: the sequences of only a portion of one version of the gene (546 nucleotides
out of 1668) were determined, accession # AY191585 [14]
(ii) Karp strain: one pre-genome sequences, M31887 [15]
(iii) Kato strain: two pre-genome sequences, JX188393 [16], and only a portion of one version of
the gene (546 nucleotides out of 1668) AY191586 [14].

(d) For the 16S rRNA gene:
(i) Gilliam strain: three pre-genome sequences, U17256 [17], D38622 [18] and L36222 [197].
(if) Karp strain: two pre-genome sequences, U17257 [17] and D38623 [18],
(iif) Kato strain: two pre-genome sequences, U17258 [17] and D38624 [18]

The pre-genome sequences for the 165 rRNA gene for all three prototype strains, and the 56kD TSA
gene from Gilliam are particularly noteworthy because they represent samples of the isolates that have
presumably been separated from each other, or from genome sequences since the mid-1950's, one sample
representing laboratory passages in the United States (primarily at NMRC and its previous incarnations)
and the second representing laboratory passages at the JNIH in Tokyo and subsequent culturing at
Niigata University.
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