Table S1. Geodermatophilaceae Isolates cultured from Sampled Stones. A total of 11 bacteria identified as members of the
Actinobacteria family Geodermatophilaceae were isolated from various sampled stones. Isolates were identified based on the full
consensus 16S rRNA sequence and BLAST results against the non-redundant database.

Percent

Sample ID Length (bp) Closest Identified Taxa Identity E-Value GenBank Accession Number
DF01-2 1,488 Geodermatophilus obscurus strain DSM 43160 98% 0.0 MK239636
TF02-6 1,442 Geodermatophilus obscurus strain DSM 43160 96% 0.0 MK239641
TF02-8 1,498 Blastococcus saxobsidens strain BC444 99% 0.0 MK239642
TF02-9 1,484 Blastococcus aggregatus strain DSM 4725 99% 0.0 MK239643

TBTO05-19 1,479 Blastococcus saxobsidens strain BC444 99% 0.0 MK239640

TF02A-26 1,478 Blastococcus saxobsidens strain BC444 99% 0.0 MK239644

TF02A-30 1,454 Blastococcus saxobsidens strain BC444 99% 0.0 MK239645

TF02A-35 1,470 Blastococcus saxobsidens strain BC444 99% 0.0 MK239646

GayMR16 1,450 Blastococcus colisei strain BMG 822 98% 0.0 MK239637

GayMR19 1,443 Blastococcus colisei strain BMG 822 98% 0.0 MK239638

GayMR20 1,444 Blastococcus saxobsidens strain BC444 98% 0.0 MK239639




Table S2. Blastococcus CDS classified into Cluster of orthologous Genes (COG)

B.
COG Description saxobsidens _
DD2 TF02-8 TF02A-30 TF02-9 TBT05-19 TF02A-26 TF02A-35 CT GayMR16 CT GayMR19 CT_GayMR20
Cellular Processes
D Cell cycle control, cell 46 34 38 42 34 45 39 47 43 47
division, chromosome ~ (1.02%)  (0.91%)  (0.97%) (1.09%)  (0.92%) (1.01%) (1.03%) (1.08%) (1.01%) (0.88%)
partitioning
M  Cell wall/membrane/ 176 186 158 173 169 181 161 160 152 210
envelope biogenesis (3.90%)  (4.99%) (4.02%) (4.49%)  (4.57%) (4.07%) (4.26%) (3.67%) (3.59%) (3.93%)
N  Cell motility 34 31 24 28 33 30 31 38 33 40
(0.75%)  0.83%) (0.61%) (0.73%)  (0.89%) (0.68%) (0.82%) (0.87%) (0.78%) (0.75%)
O Posttranslational 120 126 122 120 105 112 111 129 121 172
modification, protein (2.66%)  3.38%) (3.10%) (3.12%)  (2.84%) (2.52%) (2.94%) (2.96%) (2.86%) (3.22%)
turnover, chaperones
T  Signal transduction 310 262 298 309 301 346 273 305 336 397
mechanisms (6.86%)  7.03%) (7.58%) (8.02%)  (8.14%) (7.79%) (7.23%) (6.99%) (7.93%) (7.44%)
U Intracellular trafficking, 31 30 25 24 26 28 26 31 36 33
secretion, and vesicular  (0.69%)  0.80%) (0.64%) (0.62%)  (0.70%) (0.63%) (0.69%) (0.71%) (0.85%) (0.62%)
transport
V  Defense mechanisms 103 67 74 67 63 94 79 77 72 88
(2.28%)  (1.80%)  (1.88%) (1.74%)  (1.70%) (2.12%) (2.09%) (1.76%) (1.70%) (1.65%)
W  Extracellular structures 10 7 3 2 7 2 6 7 9 9
(0.22%)  (0.19%)  (0.08%) (0.05%)  (0.19%) (0.05%) (0.16%) (0.16%) (0.21%) (0.17%)
Y  Nuclear structure 0 0 0 0 0 0 0 0 0 0
Z  Cytoskeleton 0 0 0 0 0 0 0 0 0 0
X Mobilome: prophages, 26 7 10 19 6 25 10 8 7 11
transposons (0.58%)  (0.19%)  (0.25%) (0.49%)  (0.16%) (0.56%) (0.26%) (0.18%) (0.17%) (0.21%)
Information Storage and Processing
A RNA processing and 0 0 0 0 0 0 0 0 0 0
modification
B  Chromatin structure 0 0 0 0 0 0 0 0 0 0
and dynamics
L Replication, 133 112 122 114 114 117 105 125 113 143
recombination and (2.94%)  (3.01%) (3.10%) (2.96%)  (3.08%) (2.63%) (2.78%) (2.86%) (2.67%) (2.68%)
repair
K Transcription 295 239 283 253 234 358 255 315 301 391

(6.53%) (6.41%) (7.20%)  (657%) (6.32%)  (8.06%)  (6.75%)  (7.22%) (7.10%) (7.32%)



J  Translation, ribosomal
structure and
biogenesis

Metabolism

C  Energy production and
conversion

E  Amino acid transport
and metabolism

F  Nucleotide transport
and metabolism

G Carbohydrate transport
and metabolism

H Coenzyme transport
and metabolism

I Lipid transport and
metabolism

P Inorganic ion transport
and metabolism

Q Secondary metabolites

biosynthesis, transport
and catabolism

Poorly Characterized

S

R

Function unknown

General function
prediction only

Not in COGs

199
(4.40%)

241
(5.33%)
275
(6.09%)
88
(1.95%)
158
(3.50%)
235
(5.20%)
251
(5.56%)
186
(4.12%)
60
(1.33%)

53
(1.17%)
297

(6.57%)

1191
(26.36%)

194
(5.21%)

186
(4.99%)
215
(5.77%)
85
(2.28%)
141
(3.78%)
202
(5.42%)
191
(5.12%)
151
(4.05%)
52
(1.40%)

58
(1.56%)
239

(6.41%)

912
(24.47%)

195
(4.96%)

199
(5.06%)
238
(6.05%)
90
(2.29%)
168
(4.27%)
205
(5.21%)
201
(5.11%)
180
(4.58%)
53
(1.35%)

63
(1.60%)
247

(6.28%)

934
(23.76%)

187
(4.85%)

192
(4.98%)
237
(6.15%)
82
(2.13%)
141
(3.66%)
199
(5.17%)
207
(5.37%)
154
(4.00%)
47
(1.22%)

59
(1.53%)
257
(6.67%

939
(24.38%)

201
(5.43%)

168
(4.54%)
234
(6.32%)
91
(2.46%)
136
(3.68%)
200
(5.41%)
200
(5.41%)
138
(3.73%)
44
(1.19%)

51
(1.38%)
250

(6.76%)

894
(24.16%)

195
(4.39%)

219
(4.93%)
231
(5.20%)
99
(2.23%)
153
(3.44%)
214
(4.82%)
288
(6.48%)
175
(3.94%)
69
(1.55%)

60
(1.35%)
286

(6.44%)

1115
(25.10%)

204
(5.40%)

169
(4.47%)
238
(6.30%)
84
(2.22%)
151
(4.00%)
200
(5.29%)
201
(5.32%)
158
(4.18%)
48
(1.27%)

57
(1.51%)
224

(5.93%)

451
(11.94%)

195
(4.47%)

208
(4.77%)
238
(5.45%)
93
(2.13%)
138
(3.16%)
227
(5.20%)
262
(6.00%)
160
(3.67%)
57
(1.31%)

67
(1.53%)
302

(6.92%)

1176
(26.94%)

193
(4.56%)

235
(5.55%)
251
(5.91%)
103
(2.43%)
183
(4.32%)
218
(5.15%)
219
(5.17%)
151
(3.56%)
72
(1.70%)

81
(1.91%)
281

(6.63%)

1027
(24.24%)

222
(4.16%)

252
(4.75%)
303
(5.68%)
110
(2.06%)
205
(3.84%)
280
(5.25%)
296
(5.55%)
178
(3.33%)
79
(1.48%)

74
(1.39%)
354

(6.63%)

1444
(27.05%)




Table S3. Geodermatophilus CDS classified into Cluster of orthologous Genes (COG)

COG Description

Geodermatophilus Geodermatophilus Geodermatophilus

obscurus sp. DF01-2 sp. TF02-6
DSM 43160

Cellular Processes

D Cell cycle control, cell 46 (0.94%) 41 (1.01%) 40 (0.94%)
division, chromosome
partitioning

M Cell wall/membrane/envelope 205 (4.19%) 152 (3.74%) 160 (3.77%)
biogenesis

N Cell motility 35 (0.71%) 30 (0.74%) 36 (0.85%)

O Posttranslational 119 (2.43%) 108 (2.65%) 115 (2.71%)
modification, protein
turnover, chaperones

T Signal transduction 342 (6.99%) 288 (7.08%) 256 (6.03%)
mechanisms

U Intracellular trafficking, 27 (0.55%) 27 (0.66%) 23 (0.54%)
secretion, and vesicular
transport

\/ Defense mechanisms 100 (2.04%) 93 (2.29%) 105 (2.47%)

W Extracellular structures 7 (0.14%) 8 (0.20%) 4 (0.09%)

Y Nuclear structure 0 0 0

4 Cytoskeleton 0 0 0

X Mobilome: prophages, 36 (0.74%) 15 (0.37%) 18 (0.42%)
transposons

Information Storage and Processing

A RNA processing and 0 0 0
modification

B Chromatin structure and 0 0 0
dynamics

L Replication, recombination 126 (2.57%) 112 (2.75%) 114 (2.69%)
and repair

K Transcription 362 (7.39%) 256 (6.29%) 303 (7.14%)

J Translation, ribosomal 205 (4.19%) 191 (4.69%) 195 (4.59%)
structure and biogenesis

Metabolism

C Energy production and 251 (5.13%) 230 (5.65%) 252 (5.94%)
conversion

E Amino acid transport and 269 (5.49%) 241 (5.92%) 255 (6.01%)
metabolism

F Nucleotide transport and 89 (1.82%) 87 (2.14%) 82 (1.93%)
metabolism

G Carbohydrate transport and 213 (4.35%) 139 (3.42%) 194 (4.57%)
metabolism

H Coenzyme transport and 243 (4.96%) 215 (5.28%) 234 (5.51%)
metabolism

| Lipid transport and 227 (4.64%) 271 (6.66%) 277 (6.53%)

metabolism



P Inorganic ion transport and 149 (3.04%) 145 (3.56%) 131 (3.09%)
metabolism

Q Secondary metabolites 79 (1.61%) 55 (1.35%) 80 (1.89%)
biosynthesis, transport and
catabolism

Poorly Characterized

S Function unknown 71 (1.45%) 50 (1.23%) 64 (1.51%)
R General function prediction 360 (7.35%) 278 (6.83%) 285 (6.72%)
only

Not in COGs 1335 (27.27%) 1037 (25.49%) 1021 (24.06%)




Fig S1. Digital DNA:DNA hybridization (dDDH) values for Blastococcus strains
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Fig. S2. Digital DNA:DNA hybridization(dDDH) values for Geodermatophilus strains

Geodermatophilus strain DF01-2 TF02-6 B12T DSM 45419 DSM 44209 DSM 43160 DSM 45422 DSM 46839 DSM 46844 DSM 45317 DSM 45417T DSM 45421 DSM 45416 DSM 45423 DSM 43161
Geodermatophilus sp. DFO1 2 100 29.7 325 321 324 323 314 30.2 27.6 27.5 29.1 253 25.4 24.8 24.7
Geodermatophilus sp. TF02-6 29.7 100 29.1 28.9 28.5 28.5 28.3 27.9 27.7 27.5 24.9 255 25.4 25.1 247
Geodermatophilus chilensis B12T 325 29.1 100 42.4 37.8 37.4 38.7 31.6 27.4 27.1 25.3 25.7 25.8 25.3 25.2
Geodermatophilus siccatus DSM 45419 321 289 42.4 100 383 38.2 39.3 31.4 27.1 26.7 25 255 26.5 25.1 25
Geodermatophilus poikilotrophus DSM 44209 324 28.5 37.8 38.3 100 54.6 36.8 31.6 27 26.6 249 25.5 25.6 25.2 25
Geodermatophilus obscurus DSM 43160 323 285 37.4 38.2 54.6 100 36.3 315 27 26.8 249 255 255 25.2 25
Geodermatophilus africanus DSM 45422 314 28.3 38.7 39.3 36.8 36.3 100 31.1 26.7 26.4 25 25.3 25.4 24.9 24.9
Geodermatophilus pulveris DSM 46839 30.2 27.9 31.6 31.4 31.6 31.5 31.1 100 26 25.7 243 24.9 25 24.8 24.6
Geodermatophilus sabuli DSM 46844 27.6 27.7 27.4 27.1 27 27 26.7 26 100 27.3 24 243 24.4 243 24.1
Geodermatophilus ruber DSM 45317 27.5 275 27.1 26.7 26.6 26.8 26.4 25.7 273 100 25.1 245 245 244 245
Geodermatophilus normandii DSM 45417 29.1 249 253 25 249 24.9 25 243 24 25.1 100 29.6 29.8 29.9 29.6
Geodermatophilus telluris DSM 45421 25.3 255 25.7 25.5 255 25.5 25.3 24.9 24.3 24.5 29.6 100 44.1 29.8 44
Geodermatophilus tzadiensis DSM 45416 254 25.4 25.8 26.5 25.6 25.5 254 25 24.4 245 29.8 44.1 100 29.9 53
Geodermatophilus saharensis DSM 45423 24.8 25.1 253 25.1 25.2 25.2 249 24.8 243 24.4 29.9 29.8 29.9 100 29.8

Geodermatophilus dictyosporus DSM 43161 24.7 24.7 25.2 25 25 25 24.9 24.6 24.1 245 29.6 a4 53 29.8 100



Fig. S3. Average Nucleotide Identify (ANI) values for Blastococcus strains
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Blastococcus sp. CT_GayMR16
Blastococcus sp. CT_GayMR19
Blastococcus sp. CT_GayMR20
Blastococcus aggregatus DSM 4725
Blastococcus atacamensis P6
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81.5621
82.8802
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82.456
82.8103
83.5297
84.4805
83.1829
83.194
82.0665
83.4047
82.9212
83.1861
82.7591
86.5511
84.8997
85.9831
100
83.2404
82.0434

83.0669
83.4192
82.2177
83.5382
83.5696
83.5695
83.9724
83.6933
84.5523
83.424
83.1412
83.217
85.7971
81.8397
83.4091
86.4194
86.9603
85.2289
83.3446
83.3917
83.3509
83.2366
100
81.8584

DSM 44509 DSM 46842T DSM 46786 DSM 46790 URHDO0036

82.0635
82.1212
88.4595
82.3874
82.3786
82.2103
81.5993
81.6866
81.4987
82.0247
81.9532
81.9593
81.7424
86.0903
82.1674
81.5964
81.936
81.6006
81.9554
82.1942
82.1552
82.0393
81.8585
100



Fig. S4. Average Nucleotide Identify (ANI) values for Geodermatophilus strains.
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