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Table S1. Genome statistics of strain S10

Type Length(bp) Amount
Whole gene sequence 5,397,046 -
GC content 44.59% -
Total length of CDS 4,587,936 4,936
Total transposon length --- 7
Short scattered sequence - 41
Long scattered sequence --- 36
Gene island - 12
tRNA - 127

rRNA 8,592 57




A:RNA processing and modification
B:Chromatin structure and dynamics
w G:Energy production and conversion
] D:Cell cycle control, cell division, chromesome partitioning
W E:Amino acid transport and metabolism
mF ide fransport and i
|| G:Carbohydrate transport and metabolism
H:Coenzyme transport and metabolism
1 I'Lipid transport and metabolism
m T ion, rib | structure and bi
K Transcription
L:Replication, recombination and repair
M:Cell pe bi i
N:Cell motility
O:Postiranslational modification, protein tumover, chaperones
| P Inorganic ion transport and metabolism
i is, transport and catabolism

R:General function prediction anly
S:Function unknown
1 T:Signal transduction mechanisms
 Utntracellular trafficking, secretion, and vesicular transport
m V:Defense mechanisms
W W Extracellular structures
| Y:Nuclear siructure
|m Z:Cytoskeleton
| 155_RNA
1 23S_RNA
W 5S_RNA
m RNA

Figure S1. Circos map of strain 510 chromosome 1.
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Figure S2. Circos map of strain S10 chromosome 2.
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Figure S3. Circos map of strain 510 plasmid A.
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Plot statistics

Residues in most favoured regions [A,13,L] 446
Residues in additional allowed regions |a.b,Lp] 61
Residucs in generously allowed regions [~a,~b.~1,~p] 12
Residues in disallowed regions 6
Number of non-glycine and non-proline residues 525
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as (riangles) 35
Number of proline residucs 21
Total number of residues 583

85.0%
11.6%
2.3%
1.1%

100.0%

Based on an analysis of 118 structures ol reselution of al least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions,
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Figure S4. Ramachandran plot of the predicted protein structure of Alg4755




Program: ERRAT2

File: Gene4755_88f92_unrelaxed_rank_001_alphafold2_ptm_model_5_seed_000.pdb
Chain#A

Overall quality factor**: 95.430

©
@
S

Error value*
[{=]
&
=S

‘“‘M I||I|||Iu|||| | |||| ||||||| “h“" ..|||||| il || ........ |||||| ||||| I||||||| “ I ‘|‘||||||||u || ||...||| ““l ||||I|||| |||| N”

Remdue # wmdow center)

*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Program: ERRATZ2

File: Gene4755_88f92_unrelaxed_rank_001_alphafold2_ptm_model_5_seed_000.pdb
Chain#A

Overall quality factor**: 95.430
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*On the error axis, two lines are drawn to indicate the confidence with
which it is possible to reject regions that exceed that error value.

**Expressed as the percentage of the protein for which the calculated
error value falls below the 95% rejection limit. Good high resolution
structures generally produce values around 95% or higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%.

Figure S5. ERRAT detection results of Alg4755 predicted protein structure.
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Figure S6. Verify3D detection results of Alg4755 predicted protein structure.





