2 O(Post-translational modification, protein turnover and chaperones)

48 1 P(Inorganic ion transport and metabolism)
5 U(intracellular trafficking, secretion and vesicular transport)

0 F(Nucleotide transport and metabolism)
26 5 G(Carbohydrate transport and metabolism)
17 2 H(Coenzyme transport and metabolism)

9 M(Cell wall/membrane/envelope biogenesis)

0 B(Chromatin structure and dynamics)
46 2 I(Lipid transport and metabolism)

74 0 C(Energy production and conversion)

- 0 A(RNA processing and modification)
0 52 Q(Secondary metabolites biosynthesis, transport and catabolism)

0 15 D(Cell cycle control, cell division, chromosome partitioning)
99 0 E(Amino acid transport and metabolism)
79 0 J(Translation, ribosomal structure and biogenesis)

0 118 L(Replication, recombination and repair)

0 124 T(Signal transduction mechanisms)
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9 Proteins with TTA codon SSSE8 S38283
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L 8B 3 8 8 & 8 8 8 8 B8 B, 50 ~ comooTooo oo
S. flavovariabilis/hawaiiensis/variegatus C85 1189 B
. . P S. iakyrus/qaidamensis/violaceochromogenes C96 197
COG category enrichment in . ° S. massasporeus/tuirus C80 1126 |
proteins with TTA codon Streptomyces sp. MG62 c20 1220 II
(LOGZ Scale fold change) S. chartreusis C31 |212
0 Streptomyces sp. HP-A2021 C71 |252 ]|
> 2 100" %0 S. bellus/coeruleorubidus C72 |245 B
Streptomyces sp. Go-475 C69 1200 B
| S. tendae Cl1i6 | |72 BB
2 PP ope Streptomyces sp. WAC 01438 C118 145
. ’ S. fungicidicus C3 123 B B
1.5 S. calvus C101 101 B
1 S. viridosporus C92 138 B
1 10 S. prasinus C122 |177 B H B
Streptomyces sp. V17-9 C13 109
fop . S. coelicoflavus C109 89 B
0.5 - S. coelicolor/lividans C9 113 B B
5 S. olivaceus Cl4 115 | |
0 S. parvulus c108[ 72 H
1 S. ambofaciens C37 101
0.5 b | [0 | S. pactum C102 117 B B
104 S S. geysiriensis/plicatus/vinaceusdrappus C21 104
1 S. cyaneogriseus/leeuwenhoekii C35 122
) S. chromofuscus C81 91
100 S. gossypiisoli/spinoverrucosus C82 1175
-1.5 ° S. cadmiisoli C105 172
10 Streptomyces sp. JB150 C88 136
-2 100 S. glaucescens C107 102
S. tricolor C38 156
<.2 . 80 S. cinerochromogenes C103 1183
S. cyanogenus Co98 |211
S. canarius/corchorusii/hygroscopicus/olivaceoviridis Cc22 |224
10 S. spinosus C104 90
S. musisoli Cl12 158
1op opoLE S. achromogenes/eurythermus/lavenduligriseus/rubradiris  C117 |242
3 S. dangxiongensis Cl14 |155
Conservation of TTA codon S. pluripotens €40 199
. S. collinus/incarnatus C115 1134
in each Orthogroup 10p 1o S. lavendulae Cil21 |174
- 0 S. griseofuscus/murinus/rochei C15 |183
Uncoserved codon - S. misionensis C127 138
100 S. incarnatus/puniciscabiei Ca1 1132
.Absence of proteins 0| | S. fod’”ef gﬁ’g |21|§41
. . S. roseochromogenus
in this O rthog roup S. seoulensis C119 100
100 S. bauhiniae/seoulensis C1l24 100
. Conserved codon ' S. collinus C19 |113
S. griseochromogenes Cc87 |281
Streptomyces sp. SAT1 Cli1 92
S. actuosus/griseosporeus Ca0 135
‘E S. canus C73 |165
10030 Streptomyces sp. A2-16 C78 1170
S. griseorubiginosus C33 |157
S. lincolnensis C30 |235
S. antibioticus/aquilus ce7 |192
Streptomyces sp. M2 C29 126
S. panaciradicis C77 149
S. griseoviridis C36 146
S. chartreusis C32 1319
S. ferrugineus C79 |245
- S. cyaneochromogenes Co68 |292
S S. nigra C99 1102
S. asoensis C70 1186
Streptomyces sp. P3 C113 1178
Streptomyces sp. 3214.6 C75 |222
S. antibioticus C34 133
S. bobili/galilaeus C86 115
S. phaeoluteigriseus C89 156
S. roseirectus C136 1235
S. niveiscabiei C139 |218
S. deccanensis C94 |227
[0 é 0 S. caniscabiei C95 1195
Streptomyces sp. MG28 C100 1213
0 S. scabiei C12 |224
5 *° S. phaeolivaceus C84 |238
Streptomyces sp. DSM 40750 C74 1318
op 10 Streptomyces sp. CA-210063 C76 |286
100 S. capitiformicae C97 |354
100 S Streptomyces sp. HM190 C83 136 B
S. nodosus C39 155 B
S. mirabilis C2 1280 B
S. fagopyri Co61l 125
S. dengpaensis c62 1185 .
S. avermitilis C63 1217 B
S. tauricus C65 1206
S. aurantiacus C66 |224
Streptomyces sp. ZYC-3 C64 |266
Streptomyces sp. GQFP C93 1263
| Streptomyces sp. WAC 01529 C123 176
N S. alboniger C125 1183
Streptomyces sp. 135 C130 154
S. alfalfae/fradiae Cl6 148
S. venezuelae C126 117
S. venezuelae C128 107
S. venezuelae Cl31 161
S. formicae C129 |181
0 S. kanamyceticus C132 |255
- S. durmitorensis C133 |192
S. spectabilis C41 1191
100 Streptomyces sp. YIM 121038 C137 1206
2 e S. aureoverticillatus/lasiicapitis C135 |167
— Streptomyces sp. BH-MK-02 C120 150
100 Streptomyces sp. CRXT-Y-14 C134 [ |66
S. albus/physcomitrii C24 115
100 Streptomyces sp. NA04227 C152 152
— S. albidoflavus/albus/koyangensis/sampsonii/violascens Co 91
100 L S. diastaticus/gougerotii/griseus/rutgersensis ci81[ 73
100 Streptomyces sp. Tu6071 C55 []51
100 S. tsukubensis C186 1165
S. filamentosus/globisporus C4 151
- Streptomyces sp. YPW6 C150 128
S. californicus/violaceoruber C6 90
[0 S. anulatus C1a 1191 B
83% S. griseus C158 143 || B
S. albus/baarnensis/griseus C156 140 B
100 S. alboviridis/fulvissimus/luridiscabiei/microflavus C23 | 169
Z) L S. arboris/cyaneofuscatus C43 162
L S. griseus C149 118
B S. cavourensis C5 |182
Streptomyces sp. SirexAA-E Cc163 |112 |
| 0 S. griseolus/halstedii C168 |183 B B
1o 5 ’ S. nitrosporeus Cl62 146 B
— S. avidinii/flavovirens/microflavus/[Kitasatospora] papulosa C45 115
S. finlayi C155 158 B
N S. atratus C153 1238 H BER
- S. paludis C178 1232 | | B B
100 I S. odonnellii c184 |247 BEREE B
S. liangshanensis C160 |170 B B
100 -y S. niveus C165 | 168 B
- 10 Streptomyces sp. S4.7 C1l72 159 B
S S. niveus ci82[ 153 B
_E S. gardneri C147 152
| 100 S. venezuelae Cl154 139
]g&— S. vietnamensis C148 105 B
50 S. venezuelae C10 108
101 - S. bikiniensis/cinereoruber C146 91 B
S. exfoliatus Cl41 113 . B
ﬁl: S. lateritius C142 100
[0 S. fradiae/rubrolavendulae C25 104 B
- 100 S. kanasensis Cle4 [ 70
| L S Streptomyces sp. C8S0 C175[ 79
10 S. ficellus C143 94
S. tirandamycinicus C157[ 83
- 100 S. spongiicola C170 105
e S. formicae C145 1180
L0 S. pristinaespiralis C42 134
- 100 S. peucetius/xantholiticus C151 151
- S. genisteinicus Cle61l 88
S. lunaelactis C138 |228
— 10 S. tsukubensis Ch4 227
100 S. ginzhouensis C200 228
109 10 S. clavuligerus C1l 142
S. amritsarensis Cle6 109
S. yangpuensis Cl71 111
S. lavendulae/virginiae C169 146
Streptomyces sp. TN58 Cl77 117
S. nojiriensis Cl74 1209
S. venezuelae C179 140
S. virginiae C44 153
Streptomyces sp. NBC00162 C159 1201
S. subrutilus C173 [ |72
S. lavendulae C47 162
S. katrae C183 144
S. goshikiensis C46 156
S. vinaceus C176 135
100 S. globosus C192 :I 76
. S. venezuelae Cle7[ 144
S. hundungensis C140 1214
100 S. xanthochromogenes Cl144 123
T S. mobaraensis C56 157
100 S. mobaraensis C201[ 133
S. alboverticillatus/griseocarneus C187 1198
S. abikoensis/luteoverticillatus C194 |229
S. albireticuli C48 |246
S. olivoreticuli C180 1233
S. rectiverticillatus/roseifaciens C189 1206
S. libani/lydicus C26 |340
S. glebosus/lydicamycinicus/platensis C50 1369
S. decoyicus/hygroscopicus C49 |229
S. angustmyceticus C190 1210
S. auratus/sioyaensis C51 |297
S. inhibens C188 |344
S. lydicus C17 |203
10 S. albulus/noursei Cc27 1302
Streptomyces sp. BHT-5-2 C195 |146
S. albulus Ch2 |238
Streptomyces sp. GS7 C191 1281
— S. gilvosporeus/natalensis C185 |252
S. chattanoogensis/lydicus C193 1324
100 S Streptomyces sp. ST13-2-2 C199 1309
S. rimosus C7 1250
100 Streptomyces sp. MST-110588 C196 |207
S. autolyticus/malaysiensis/solisilvae C8 1375
u 100 S. melanosporofaciens/violaceusniger/yatensis C18 | 406
- -y Streptomyces sp. NA02950 C202 | 368
= S. botrytidirepellens C53 505
- I S. bingchenggensis C197 1494
S. buecherae C57 1307
— S. xiamenensis C59 |118
100 [ S. harbinensis C211 105
100 S. marincola Cc60 118
B39 100 Streptomyces sp. MA3_2.13 C212 |188
100 S. gobiensis C204 | 166
S. spirodelae C205 113
100 - 100 S. albus/graminis C207 95
- S. cacaoi C210 :| 63
100 5 S. bathyalis C208 126
S. armeniacus C209 135
Streptomyces sp. WAC 06738 C28 1274
S. fradiae/xinghaiensis C198 1187
S. cattleya C58 |114
100 S. fildesensis C203 |256
Streptomyces sp. SCUT-3 C206| |78

pos. 49-51 (hypothetical protein)

pos. 16-19 (DEAD/DEAH box helicase)
FQ762_RS33460 nt pos. 34-36 (adenylosuccinate lyase)

FQ762_RS14310 nt pos. 673-675 (adpA)

FQ762_RS37435 nt pos. 328-330 (aminoglycoside phosphotransferase family protein)

FQ762_RS22740 nt pos. 163-165 (alpha/beta hydrolase)
FQ762_RS28405 nt pos.1171-1173 (cyclic Di-GMP phosphodiesterase RmdB)

FQ762_RS26065 nt pos. 127-129 (SpollE family protein phosphatase)

FQ762_RS38515 nt pos. 40-42 (DUF742 domain-containing protein)
FQ762_RS10100 nt pos. 55-57 (ATP-binding protein)

FQ762_RS17645 nt pos. 13-15 (ATP-binding protein)

vnz_RS16470 nt
FNV68 RS14920 nt




