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GTDB phylogeny and species numbering

Absconditabacteria Gracilibacteria (BD1-5) Outgroups
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SN WRAROOONOOO =2 2233222 a3 aPNPNNNNNNNNNBERAMOAOINDDDDOD
QLEINYREPANROEOANERAGNRROQRN ALY REGIRNR
Codetta inference
AgO Trp @ UGA 0000000000000 000000OOOOOOIOOOOLOOOOOOOLOOOO
Gyo 2 O CGA 000000000000 0000VD000C00OCOCOOODOOCOCOCOOODODODODODODODOOOOO
v - CGG 0000000000000 0000C 0000000 0COCOCOOCODODODODODODOOOO
tRNA / RF gene content
codon tRNA
Arg codons CGUlACG 0000000000V OOOOOOO0OOOOOOOOOOOOOOOOOOOO
GCG 0000000000 0000000000COOCOCOO0CO0O0CDOCDOCDODOVOO0OOOOOO
Reassigned CGA—UCG 0000000000000V 0O0OO000C0D0D0O0OOOCODODODOODODOODOODOOO
CGG—CCG 00000000 00000000000000OOBOOIODODOEGOOLOOOBOOOOO
Trp codon UGG—CCA @00 00000000 0000000000000 000000000CFDCOCOR®O®OO®O
Arg© Trp @ none O uncl..‘
Codon usage
Arg codons AGA
AGG
CGuU
CGC
Reassigned codons CGA u
CGG r
Trpcodon UGG | | | I J Jf F g b p oo pj] [
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[ ]
05 K .
1 o © ° ¢ ® o ° °
0-4: ° . ° o © o ©°® © ° e o e ©
03{% “ %o o °° . . e
0.2- e o e © ©
B Undecaprenyl diphosphate synthase (POG091H00BZ) Peptidase M50 (POG09*1H0131)
* * % * % I I
Abscondit. | 2.. .DGNRT&AQER. . .FMT(IXVIHSY. . .KALE(LSI('DSIVKYRNFGK Abscondit. | 2...ATLWKDK...ASFLSKTLIL...
4 ...DGNRTWAKEL. . .FMLOGWIGY. . .KATEaaNSSLDSQNFGK 4 ...CNLWKDK...APLWKRLIVI...
7 ...DGNRTWAKLN. . .FMSWaVGY . . . EALKaFDKMAHLRNYGK 5...ATLATDK.. AKLGKKLIIT...
8 ...DGNRTGAKAN. . .FMSaalIGY. . . ESLKaFNAMAEKRNFGK 6...FKIWTDK...AKVWKKIIIL. ..
9 ...DGNRTAARES. . .FMSOAWIGY. . . EALNWENNISEKRNFGK 7...CKLGKDK...APTHKKIIIM. ..
10 .. .DGNRTGAKEN. . .FMSWWIGY . . .EALAWEDTMAEKRNFGK 8 ...MTLyKDK...AKLWKKIIIL...
Gr. clade 1 | 13 .. .DGNRRWAESK. ..FLLEDSAY. ..EAIDTENK--AKRNFGK 9...CKIWIDK...AKVLPKTIIL...
18 .. .DGNRRWAKEK. . .FLLEDSEY. ..KAIDSFAN--SKRNFGK Gr.clade 1| 13 .. .KKIGKDK...KPAYQQSIIV. ..
Gr. clade 2| 19 .. .DGNRAWAKKN. . .FLLYASEY. . .QALAWYDG--CQRNFGY 18 .. .KKLFTDK. ..KPAWQQSIII...
23 .. .DGNRAWAKKL. ..YFLYQSAY...EATMSFEG--TKRNFGK  Gr. clade 2| 23 - - - KTLFQDK. . . KSWLAQSAVL. . .
Outgroups 36 .. .DGNaRWARAQ. . .FFLWQSVY. . . OILDKYHQ--RyaaFGG 25 .. .KKIFTDK. ..KSLPKaLLVL. ..
Qroups | 42 © T DGNRYWARAQ. . . FALWQSVY . . . RAVDAFTL--RTaaFGA Outgroups 49 .. .KVLFy-K...ATIWQYVMIL. ..
54 .. .DGNaRWALIN. ..FLPWQSVY...KAIEYYNG--AKRNFGR . .FGI—II(—R. . .KSIGVIIRTKVV. ..
|1 | * *
C Absconditabacteria reassigned tRNA . & tRNA A A
2. candidate division SR1 bacterium Aalborg AAW-1 ¢
GCA_001007975.1 G73 5 G73
Tryptophan tRNA G-C (discriminator base) ] (discriminator base)
; ; A-U MA/G1:U72 G-C “A/G1:U72
identity elements  {JTA G¢
ca (acceptor stem) e (acceptor stem)
g8 u gk u
an YTUoGUCCTA, on Y ousuctTA
U CCUGG AGUAG, . C U UGUGG GGCAG, |, C
G, S8AE, Ug VY . ACAG, U LY
/UA C-GAA /CA u UUG
No A20 88 No A20 88
(D loop) G-C (D loop) G-C
U"GA U-AA
C34, C35, A36 C34,C35,A36_y ‘G
(anticodon) G (anticodon) \U.G




