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Supplementary Figure 1: New prokaryotic species per year from 1980 to 2017
New species are counted excluding both emendations and new combinations. The total number
is further differentiated by the number of new descriptions in (i) new genera (dark blue) and (ii)
existing genera (light blue). Data taken from DSMZ nomenclature database.

2



0.02

Mycobacterium arosiense (EF054881)

'Mycobacterium tuberculosis BTB09-184' (NZ_JKER00000000)

Mycobacterium shottsii (AY005147)

'Mycobacterium colombiense' (NZ_LZSX00000000)

'Mycobacterium avium subsp. hominissuis' (NZ_BDOP00000000)

Mycobacterium intracellulare subsp. chimaera (AJ548480)

Mycobacterium avium (AJ536037)

Mycobacterium houstonense (AY457067)

'Mycobacterium intracellulare' (NZ_LZIO00000000)

Mycobacterium wolinskyi (AY457083)

'Mycobacterium kansasii' (NZ_PQOU00000000)

'Mycobacterium colombiense' (NZ_MBEO00000000)

'Mycobacterium kansasii' (NZ_LWCL00000000)

Mycobacterium vulneris (EU834055)

Mycobacterium septicum (AY457070)

'Mycobacterium tuberculosis' (NZ_FPVV00000000)

'Mycobacterium intracellulare ATCC 13950' (NC_016946)

Mycobacterium syngnathidarum (MG015886)

Mycobacterium intracellulare subsp. yongonense (JF738056)

Mycobacterium seoulense (DQ536403)

Mycobacterium monacense (AF107039)

Mycobacterium farcinogenes (AY457084)

Mycobacterium gastri (AF480602)

Mycobacterium lutetiense (KP676904)

Mycobacterium vaccae (AF480591)

Mycobacterium marseillense (EU266632)

Mycobacterium nebraskense (AY368456)

'Mycobacterium sp. 455mf' (NZ_FOOB00000000)

'Mycobacterium sp. GA-1199' (NZ_LQIX00000000)

'Mycobacterium chimaera' (NZ_MNAM00000000)

Mycobacterium timonense (JX976611)

Mycobacterium mageritense (AJ699399)

Mycobacterium gilvum (X81996)

Mycobacterium peregrinum (AY457069)

Mycobacterium tokaiense (AF480590)

Mycobacterium colombiense (AM062764)

Mycobacterium bovis (AF547903)

Mycobacterium neworleansense (AY457068)

Mycobacterium paraseoulense (DQ536404)

'Mycobacterium tuberculosis' (NZ_MMLR00000000)

Mycobacterium porcinum (AY457077)

Mycobacterium alvei (AF023664)

Mycobacterium fortuitum subsp. acetamidolyticum (FR733720)

Mycobacterium senegalense (AY457081)

Mycobacterium boenickei (AY012573)

Mycobacterium setense (EF138818)

'Mycobacterium intracellulare subsp. yongonense' (NZ_PSQD00000000)

Mycobacterium lacus (AF406783)

'Mycobacterium sp. djl-10' (NZ_CP016640)

'Mycobacterium avium subsp. paratuberculosis JTC 1285' (NZ_AGAL00000000)

'Mycobacterium marinum E11' (NZ_HG917972)

Mycobacterium pseudoshottsii (AY570988)

Mycobacterium holsaticum (AJ310467)

Mycobacterium parafortuitum (X93183)

Mycobacterium fortuitum (AY457066)

Mycobacterium riyadhense (EU274642)

Mycobacterium angelicum (AM884328)

Mycobacterium novocastrense (U96747)

Mycobacterium africanum (AF480605)

Mycobacterium lehmannii (KY933300)

'Mycobacterium colombiense' (NZ_LZLH00000000)

Mycobacterium canariasense (AY255478)

Mycobacterium arcueilense (KP644745)

Mycobacterium decipiens (KF683289)

Mycobacterium szulgai (X52926)

Mycobacterium intracellulare (GQ153276)

Mycobacterium pinnipedii (AF502574)

Mycobacterium bohemicum (U84502)

Mycobacterium tuberculosis (FJ468345)

'Mycobacterium marinum' (NZ_CP025779)
Mycobacterium marinum (AF456240)

Mycobacterium aichiense (X55598)

Mycobacterium haemophilum (HE862232)

'Mycobacterium chimaera' (NZ_CP012885)

Mycobacterium paraintracellulare (KP670329)

Mycobacterium caprae (AJ131120)

Mycobacterium kansasii (AJ536035)

'Mycobacterium avium subsp. hominissuis' (NZ_BDOB00000000)

Mycobacterium ulcerans (AB548725)

Mycobacterium neumannii (KY933299)

'Mycobacterium marinum' (NZ_PQBM00000000)

Mycobacterium bouchedurhonense (EF591053)

Mycobacterium microti (AF480584)

Mycobacterium persicum (KX987140)

'Mycobacterium kansasii' (NZ_NKRE00000000)

6 6 / -

9 8 / 1 0 0

1 0 0 / 1 0 0

1 0 0 / 1 0 0

7 0 / -

7 2 / -

7 5 / 1 0 0

8 7 / 1 0 0

9 9 / 1 0 0

- / 1 0 0

1 0 0 / 1 0 0

8 0 / 1 0 0

8 9 / 1 0 0

1 0 0 / 1 0 0

9 8 / -

1 0 0 / 1 0 0

7 6 / -

9 1 / -

- / 1 0 0

6 6 / -

9 9 / 1 0 0

9 5 / -

1 0 0 / 1 0 0

6 8 / -

7 6 / -

1 0 0 / 7 9

7 2 / -

6 9 / -

7 9 / 6 6

9 5 / 6 8

8 6 / -

9 7 / 6 8

9 2 / 1 0 0

7 7 / 1 0 0

9 3 / -

1 0 0 / 9 9

9 7 / 1 0 0

9 7 / 1 0 0

8 4 / -

7 0 / -

Supplementary Figure 2: ML tree of the Mycobacterium dataset inferred under the GTR+CAT
model
The tree is rooted at the midpoint and branches are scaled in terms of the expected number of sub-
stitutions per site. The numbers above the branches are support values when larger than 60% from
ML (left) and MP (right) bootstrapping. The tree was inferred through TYGS via the DSMZ gene
phylogeny pipeline available under https://ggdc.dsmz.de/phylogeny-service.php.
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Supplementary Figure 3: ML tree of the Salmonella dataset inferred under the GTR+CAT model
The tree is rooted at the midpoint and branches are scaled in terms of the expected number of sub-
stitutions per site. The numbers above the branches are support values when larger than 60% from
ML (left) and MP (right) bootstrapping. The tree was inferred through TYGS via the DSMZ gene
phylogeny pipeline available under https://ggdc.dsmz.de/phylogeny-service.php.
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Supplementary Figure 4: Digital DDH distribution within and between Salmonella enterica
species clusters
The intra-species cluster distribution (above dotted red line) comprises groups of strains with a high
similarity throughout (dDDH values > 80 %), whereas the inter-species cluster distribution (below
red line) reveals a clear separation between the hitherto subspecies (pairwise dDDH values below
70 % throughout). The dotted blue line indicates the 70 % DDH species delineation threshold. Error
bars extending horizontally from the boxes (whiskers) indicate the variability outside the upper and
lower quartiles. The underlying data is contained in Supplementary Table 3.
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