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Supplementary data 2, Figure S1. Serological classification of undesignated serovar of Leptospira serogroup Mini using monoclonal antibodies typing. L. weilii strains CUDO6 (pink bar) and CUD13 (blue bar) had the highest MAT titer for monoclonal antibody F106C1 than that those others (1:640). They had closely antigenic relatedness with undesignated serovar of L. mayottensis strain 200901116 as indicated by closely agglutination pattern of monoclonal antibodies typing.
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[bookmark: _Hlk72325077] Supplementary data 2, Figure S2. Circular genome comparison of Leptospira weilii strains CUDO6 and CUD13. The comparative nucleotide sequence analysis was performed with BRIG (Alikhan et al., 2011). The second and third inner rings indicate GC content and GC skew, respectively. The fourth and fifth colored rings represent chromosomal DNA (chromosome I and chromosome II) and plasmid of the strain CUDO6 (Geraldine) and CUD13 (shamrock green). The outermost labels reveal location of genes involved with ori and partition systems (dnaA, dnaN, recF, gyrA, gyrB, parA, and parB), ribosomal genes (rrf, rrl, and rrs), prophage-associated genomic island (fhg67_rs19690, fhg67_rs19725, fhg67_rs19755, fhg67_rs19790, fhg67_rs19800, fhg67_rs19900, fhg67_rs19925, attL, attR, and iclR), and Toxin-antitoxin system (mazF and mazE).



	


	







[image: C:\Users\Alongkorn\Desktop\MS_Lweilii\Supplementary data\Sup2_Fig2.tif]Supplementary data 2, Figure S3. Comparison of KEGG metabolic profiles in Leptospira weilii strains CUDO6 and CUD13 and other Leptospira species (n=3). The intensity of pink and blue color represents pathway completion value from 0 to 1. The zero value indicates absence of genes in a given pathway, and the one value indicates complete of gene set in the pathway.
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Supplementary data 2, Figure S4. Genome comparisons and dot plots analysis of L. weilii strains CUDO6 and CUD13. Sequences were aligned from the predicted replication origin of each replicons and visualized using ACT with a cut-off of BLAST scores >500 (Carver et al., 2005). Red bands represent similar regions with the same orientation and blue bands represent regions with inversion (a). Dot plots comparison were generated using MUMmer4 with the default parameter setting (Marcais et al., 2018). The red dots represent matched regions between comparing replicons and blue dots represent match region with inversion (b).
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[bookmark: _Hlk78161118]Supplementary data 2, Figure S5. Comparison of serovar determinant region (rfb locus) in Leptospira serogroups Mini (CUDO6, CUD13 and 20090166), serogroup Hardjo (L550) and serogroup Icterohaemorrhagiae (56601). The fiure was generated using Easyfig program (Sullivan et al., 2011).The rfb region share genes encoding for transcriptional regulaor (marR) and sodium anion symportor (DASS) in the upstream and downstream of the locus, respectively. Moreover, rhamnose biosynthesis gene cluster (rfbABCD) are conseved between difference serogroups. L. weilii serogroup Mini strains CUDO6 and CUD13 show closely relationship of rfb locus with L. mayotensis serogroup Mini strain 20090166. 
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[bookmark: _Hlk81296160]Supplementary data 2, Figure S6. Motility assay of the L. weilii strains CUDO6, and L. interrogans serovar Copenhageni strain M20 motile control strain. Leptospira was spotted onto soft agar (0.5%) EMJH, and incubated at 30C for five days. The ability to swarm on soft agar was observed from the inoculation point. L. weilii strains CUDO6 showed no migration from the inoculation site, while L. interrogans serovar Copenhageni strain M20 exhibited strongly swarming of around 1 cm away from the inoculation spot. The same was observed for L. weilii strains CUD13. 
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