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Supplementary Figure S1: Microscopic images of bacterial cells after Gram-staining at 1000-fold magnification. A: Komagataeibacter melaceti AV382', B:

Komagataeibacter melomenusus AV436'.
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Komagataeibacter medellinensis NBRC 32887 (JX013852)
—— Komagataeibacter kakiacetiLMG 26206 (AB607833)
Komagataeibacter rhaeticus LMG 22126T (AY180961)

— Komagataeibacter hanseniiLMG 15277 (JF793986)

Komagataeibacter maltacetiLMG 15297 (HE866758)
Gluconacetobacter entaniiLTH 45607 (AJ251110)

Komagataeibacter pomacetiT5K1T (MH355952)
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— Komagataeibacter cocois JCM 311407 (KR998072)

— Komagataeibacter melaceti AV382T(MT422125)
— Komagataeibacter saccharivorans LMG 15827 (AJ012466)
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Acetobacter aceti LMG 15047 (X74066)

Supplementary Figure S2: Phylogenetic reconstruction based on 165 rRNA gene sequences of the type strains of species of Komagataeibacter genus. The tree was
constructed using the maximume-likelihood method. Bootstrap values are indicated at branching (1000 replicates). Acetobacter aceti is included as outgroup. GenBank

accession numbers are given in brackets and the scale bar represents the number of substitutions per nucleotide position.



Supplementary Table 1: ANIb (A) and ANIm (B) values for strains AV382 and AV436 in comparison to the type strains of species of the Komagataeibacter genus.

A
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

1 Komagataeibacter sp. AV382 * 826 814 754 775 831 756 829 882 779 807 823 827 819 828 826 833 779 824
2 Komagataeibacter sp. AV436 825 * 817 754 783 832 758 829 833 783 813 909 829 829 810 915 835 778 915
3 Komagataeibacter diospyri 834 835 * 770 767 909 759 893 838 771 829 828 885 837 835 824 918 767 824
4 Komagataeibacter cocois 770 769 771 * 856 771 842 771 775 856 759 765 768 767 767 765 773 956 76.4
5 Gluconacetobacter entanii 775 781 757 831 * 78.7 858 780 788 912 758 775 781 772 766 774 784 843 775
6 Komagataeibacter europaeus 835 837 872 754 793 * 76.7 887 837 792 816 834 897 835 823 834 913 802 845
7 Komagataeibacter hansenii 755 76.1 755 826 857 76.4 * 76.3 765 854 753 759 757 758 755 756 759 821 757
8 Komagataeibacter intermedius 846 842 859 748 805 895 76.2 * 845 799 815 844 939 829 834 840 895 8lL2 849
9 Komagataeibacter kakiaceti 884 832 819 759 786 835 761 831 * 783 81.0 824 829 824 833 825 832 782 824
10 Komagataeibacter maltaceti 781 784 764 838 913 784 854 785 785 * 769 781 779 771 766 785 789 846 781
11 Komagataeibacter medellinensis 809 817 810 749 761 820 749 820 814 769 * 816 818 866 804 816 822 753 8l3
12 Komagataeibacter nataicola 822 911 817 759 774 829 755 831 824 781 814 * 827 823 810 919 834 777 913
13 Komagataeibacter oboediens 82.7 826 857 753 785 893 761 938 827 779 814 827 * 829 821 824 883 789 835
14 Komagataeibacter rhaeticus 816 829 816 760 773 835 755 829 821 772 859 823 831 * 812 827 833 767 829
15 Komagataeibacter saccharivorans  82.7 81.2 81.3 751 765 823 755 827 833 764 802 811 820 814 * 81.0 821 764 810
16 Komagataeibacter sucrofermentans 826 91.7 808 755 774 830 753 831 828 782 815 923 826 827 38l1 * 835 77.6 917
17 Komagataeibacter swingsii 830 834 888 761 782 911 759 886 828 785 817 833 881 832 818 833 * 791 836
18 Komagataeibacter pomaceti 785 783 753 923 845 789 822 789 789 848 752 780 782 767 767 780 794 * 784

19 Komagataeibacter xylinus 823 914 805 753 776 834 754 829 823 776 812 909 832 828 811 913 836 78.1 *

B
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

1 Komagataeibacter sp. AV382 * 866 860 851 86.1 86.7 845 868 90.0 866 851 862 86.2 859 859 865 86.8 87.0 86.3

2 Komagataeibacter sp. AV436 866 * 864 849 869 869 851 867 87.1 866 856 922 86.3 866 854 926 86.9 86.9 927

3 Komagataeibacter diospyri 86.0 864 * 849 849 920 848 904 864 852 863 861 899 866 86.2 86.2 92.6 848 86.2

4 Komagataeibacter cocois 85.1 849 849 * 876 853 869 850 852 877 848 850 849 855 853 850 852 957 850

5 Gluconacetobacter entanii 86.2 869 849 876 * 869 880 868 869 923 845 862 864 854 852 864 86.2 87.6 859

6 Komagataeibacter europaeus 86.7 869 920 853 869 * 855 903 873 867 860 866 90.6 867 86.1 86.6 922 874 87.0

7 Komagataeibacter hansenii 845 851 848 869 880 855 * 85.1 848 87.8 845 852 847 848 849 850 844 86.1 849

8 Komagataeibacter intermedius 86.8 86.7 90.4 850 86.8 90.3 851 * 87.1 872 858 869 947 864 865 869 904 882 86.9

9 Komagataeibacter kakiaceti 900 871 864 852 869 873 848 871 * 866 855 865 86.8 865 86.6 86.6 87.1 86.7 86.4

10 Komagataeibacter maltaceti 86.6 86.8 852 877 922 867 878 872 8.6 * 866 866 863 853 852 871 86.7 87.9 86.2

11 Komagataeibacter medellinensis 85.1 85.6 86.3 848 845 86.0 845 858 855 86.6 * 856 857 881 850 855 859 847 855

12 Komagataeibacter nataicola 86.2 922 86.1 850 86.2 866 852 869 865 866 856 * 862 862 853 930 86.9 86.9 923

13 Komagataeibacter oboediens 86.2 86.3 899 849 864 906 847 947 868 862 857 862 * 864 858 86.2 89.7 86.7 86.6

14 Komagataeibacter rhaeticus 859 86.6 866 855 854 867 848 864 865 852 881 862 8.4 * 855 863 86.7 851 86.5

15 Komagataeibacter saccharivorans 85.9 854 86.2 853 852 86.1 849 865 866 852 851 853 858 855 * 853 859 850 853

16 Komagataeibacter sucrofermentans 86.5 92.6 86.2 850 864 86.6 850 869 866 87.1 855 930 862 863 853 * 86.9 87.2 925

17 Komagataeibacter swingsii 86.8 86.9 926 852 86.2 922 845 903 87.1 867 859 869 897 8.7 859 869 * 87.6 87.0

18 Komagataeibacter pomaceti 87.0 869 848 957 87.6 874 86.1 882 867 879 847 869 867 851 851 872 876 * 874

19 Komagataeibacter xylinus 86.3 927 86.2 B850 859 87.0 849 869 864 863 855 923 867 865 853 925 87.0 874 *




Supplementary Table 2: Digital DNA-DNA hybridization values of strains AV382 and AV436 in comparison to type strains of species of genus Komagataeibacter.

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20
1 Komagataeibacter AV382 - 273 228 282 21,0 280 377 211 237 245 265 271 260 267 269 282 238 267 215 273
2 Komagataeibacter AV436 27.3 - 234 286 214 281 295 211 235 254 454 272 274 252 469 283 240 473 222 218
3 Gluconacetobacter entanii 228 234 - 248 318 241 260 317 455 211 230 237 219 217 227 235 291 226 29.1 216
4 Komagataeibacter europaeus 282 286 2438 - 221 393 302 213 245 263 280 406 282 266 281 46.1 261 293 223 437
5 Komagataeibacter hansenii 21,0 214 318 221 - 214 225 907 313 207 215 211 209 213 211 210 264 214 284 212
6 Komagataeibacter intermedius 280 281 241 393 214 - 296 212 242 260 281 577 276 272 280 389 253 283 215 378
7 Komagataeibacter kakiaceti 377 295 26,0 302 225 296 - 222 256 265 283 288 280 288 283 294 257 279 225 291
8 Komagataeibacter kombuchae 211 211 317 213 907 212 222 - 315 206 215 210 208 208 211 212 262 211 283 211
9 Komagataeibacter maltaceti 237 235 455 245 313 242 256 315 - 227 235 229 220 216 237 238 296 228 292 218
10 Komagataeibacter medellinensis 245 254 211 263 207 260 265 206 227 - 253 258 325 243 251 261 208 251 213 26.6
11 Komagataeibacter nataicola 265 454 230 280 215 281 283 215 235 253 - 271 265 249 489 284 238 454 212 265
12 Komagataeibacter oboediens 271 272 237 406 211 577 288 210 229 258 27.1 - 275 261 27,0 373 241 279 216 373
13 Komagataeibacter rhaeticus 26,0 274 219 282 209 276 280 208 220 325 265 275 - 255 267 279 217 271 218 274
14 Komagataeibacter saccharivorans 26.7 252 217 266 213 272 288 208 216 243 249 261 255 - 249 262 216 252 216 272
15 Komagataeibacter sucrofermentans 269 469 227 281 211 280 283 211 237 251 489 270 26.7 249 - 283 237 46,6 220 264
16 Komagataeibacter swingsii 282 283 235 461 210 389 294 212 238 261 284 373 279 262 283 - 247 286 212 470
17 Komagataeibacter cocois 238 240 291 261 264 253 257 262 296 208 238 241 217 216 237 247 - 248 623 21.6
18 Komagataeibacter xylinus 26.7 473 226 293 214 283 279 211 228 251 454 279 271 252 466 286 248 - 222 270
19 Komagataeibacter pomaceti 215 222 291 223 284 215 225 283 292 213 212 216 218 216 220 212 623 222 - 21.7

20 Komagataeibacter diospyri 273 218 216 437 212 378 291 211 218 266 265 373 274 272 264 470 216 270 217 -




Supplementary Table 3: List of putative efflux protein subunits in genomes of strains AV382 and AV436.

Type of putative transporter

AV436

Strain

AV382

Efflux RND transporter permease
subunit

CusA/CzcA family heavy metal
efflux RND transporter
Multidrug efflux SMR transporter

DHAZ2 family efflux MFS
transporter permease subunit

WP_172154261
WP_172154930
WP_172155105
WP_172156463
WP_172156575
WP_172157792
WP_172157794
WP_172158299
NPC66221

WP_172154581
WP_172155688
WP_172155667
WP_172154795
WP_172156362
WP_172157129
WP_172157284
WP_172158620
WP_172158636
WP_172158899
NPC66688

WP_116701804
WP_116701963
WP_116702069
WP_116702137
WP_116702281
WP_116702311
WP_116702312
WP_116703193
WP_116703311
WP_116703400
WP_116703590
WP_148707809
WP_148707839

WP_116702187

WP_116702774
WP_116702786
WP_116702847
WP_116703365
WP_116703523
WP_116704004




