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Table S1. Genome statistics of strain S10

Type Length(bp) Amount
Whole gene sequence 5,397,046 ---

GC content
Total length of CDS

Total transposon length
Short scattered sequence
Long scattered sequence

Gene island
tRNA
rRNA

44.59%
4,587,936
---
---
---
---
---
8,592

---
4,936
7
41
36
12
127
57



Figure S1. Circos map of strain S10 chromosome 1.

Figure S2. Circos map of strain S10 chromosome 2.



Figure S3. Circos map of strain S10 plasmid A.



Figure S4. Ramachandran plot of the predicted protein structure of Alg4755



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



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




