Table S3. Comparative percent dissimilarity matrix of 16S-23S ITS region of C. solincola KUT1-PS and C. badium 18C-PS with their
phylogenetically related taxa based on 16S rRNA gene

No. Strains 1 2 | 3| 4|5 |6 | 7|89 10 11
I | C solincola KUT1-PS (0Q055347) -

2 | C. badium 18C-PS (0Q055346) 136 | -

3 | C muscicola SAG 44.79 (KF111150) 126 | 82| -

4 | C. badium CCALA 1000 operon 1 (KF052616) 145 | 41 179 | -

5 | C catenatum CCALA 999 operon 1 (KF052615) 153 | 73 184 |59 -

6 | C catenatum CCALA 996 operon 1 (KF052611) 153 | 73 18415900 -

7 | . alatosporum CCALA 994 operon 1 (KF052609) 122 114.6 1138 150 ] 14.6 | 14.6 | -

8 | C. moravicum CCALA 993 operon 1 (KF052607) 150 | 55|78 | 7.1 | 61 6.1 |134] -

9 | C catenatum CCALA 991 operon 1 (KF052603) 154 179 189 66| 1414 |154] 68 | -

10| ¢ catenatum CCALA 990 operon 1 (KF052601) 154 18118964 1919 150 7.1 )24 | -

11| C alatosporum CCALA 988 operon 1 (KF052599) 133 | 13.6 132|146 |13.7|13.7| 84 |13.0 147|139 -
12 155 |16.6|159|16.8|16.0 | 16.0 | 13.8 | 152 | 16.6 | 16.6 | 12.2

C. stagnale PCC 7417 (CP003642)




