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GTDB phylogeny and species numbering

Codetta inference
CGG 0@0000@0000000000e00000eee000e0000000000e000000
tRNA gene content

codon tRNA
Arg codons CGU7ACG 0000000000000 00000000000000000000000000000000
CGC7 GCG 00000000000V O0O0OOOOOOOOOOOOOOOOOOOOOOOOOOOOOOO
CGA'—vUCG 0000000000000 O0O0OOOOOOOOOOO0O0O0OOOOO0OOOOOGOOO0O0OO
Reassigned CGG<-CCG 0000000000000000000000000000000000@O@QOOOO0O0O0OO
Trp codon UGG—CCA 00000 0000000000000000000000000000000000000000
\Arg O Trp @ none O \
Codon usage
Arg codons AGA
AGG
CGU
CGC
CGA
Reassigned codon CGG
Trp codon UGG |i
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8
Genomic GC content
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B bNnA ligase (POG091H024G) C Anaerococcus reassigned tRNA__
A 1 7. Anaerococcus sp. Marseille-P3915
naerococcus .. .KFEAEEYTTTLREVVWNVGRSGKVTPSAILDP. .. ,
3...KFEAEEYTTTLRKVVWNVGRTGKVTPSAILDP. .. GCA_900258475.1 N
4 ...KYEAEEFTTTLKEVVWNVGRTGKVTPSAILEP. .. 8
5...KFEPEEFTTKLIDVVWNVGRTGKVTPSAILEP. .. G73
11 ...KFEAEEYTTTLLDVVWNVGRTGKVTPSAILEP. .. (discriminator base)
14 .. .KFEAEEYTTTLLDVVANVGRTGKVTPSALLEP. . . Tryptophan tRNA C G
15 .. .KFEAEEYTTTLLDVVWNVGRTGKVTPSAILEP. . . identity elements AIG1:UT72
21 .. .KYDPEEYTTKLLDVVWNVGRTGKVTPSAILEP. .. gj (acceptor stem)
Outgroups 27 . . .KFEAEEVTTILaSVEWNVGoTGKVTPIALLDP. . . fote]
30...KFEAEEVTTILQAVEWNVGRTGKVTPTAQLDP. . . U-A uu
39 ...KFEPEEVITILKEVIWNVGRTGKVTPTAILEP. .. A U GUCCC A
41...KFEAEEYSTILKEVVWNVGRTGKVTPTAILEP. .. uhA UUGA CAGGGUUC
AAAU
G/CA Ag pAG
No A20 8:8
(D loop) ¢
U G
C34, C35, A36 A

antlcodon G



