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N24 (top strand)

57 AACGAAGCGCTGGCATTGACCCTGAGTGATT¢ TTTCTCTGGTCCCGCCGCA 3’ (template)

3’ ttgcttcgcgaccgtaactgggactcactaa AAAGAGACCAGGGCGGCGT 5’

—

Seq primer



Supplementary Figure S2
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Supplementary Figure S3
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Supplementary
Figure S4
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100 [ PLD-endonucleases-group-4-SauUS| SSmCNGS 953 aa
PLD-endonucleases-group-4-SauSA564| SSmCNGC

: PLD-nuclease-Staphylococcus epidermidis VCU121-EGG96171

PLD-nuclease-Staphylococcus epidermidis FRI909-EFV88415
PLD-nuclease-Staphylococcus hominis subsp. hominis C80-EFS19922

90

PLD-nuclease-Staphylococcus carnosus subsp. carnosus TM300-CAL29052
PLD-nuclease-Staphylococcus pseudintermedius ED99-ADX75579

100 [ PLD-nuclease-Streptococcus salivarius CCHSS3-CCB93632

L PLD-nuclease-Streptococcus thermophilus JIM 8232-CCC19586
PLD-nuclease-Bacillus sp. m3-13-ZP 07711205

PLD-nuclease-Bacillus coagulans 2-6-AEH54600

PLD-nuclease-Bacillus cereus ATCC 4342-EEK85719

= Clade 4 (group 4)

PLD-nuclease-Bacillus thuringiensis serovar tochigiensis BGSC 4Y1-EEM24027
99 | PLD-nuclease-Bacillus cereus AH1134-EDZ53702
PLD-nuclease-Enterococcus faecalis V583-AA082889

52

100

PLD-nuclease-Thioalkalivibrio sp. K90mix.

33

PLD-nuclease-Planctomyces maris DSM 8797

PLD-endonucleases-group-3-RobA20RF5260P (CK5 05290) ACTGGG 359 aa

100

Clade 3 (group 3)

{LD-endonucleases-gmup-3-BfiI ACTGGG 358aa
100 PLD-endonucleases-group-3--Bmrl ACTGGG 358 aa

Putative-PLD-family-protein-Chlamydia muridarum Nigg-NP 296809

PLD-endonucleases-group-1-Bce 145791 R2 GCWGC 444 aa

Putative-PLD-family-protein-Vibrio splendidus LGP32-YP 002417255

Clade 1’ (group 1 and

Putative-PLD-family-protein-Bacillus subtilis subsp. spizizenii str. W23-YP 003868349

putative PLD-proteins)

Putative-PLD-family-protein-Clostridium nexile DSM 1787ZP 03288690

PLD-endonucleases-group-1-AspCNIGCCGC 334 aa

PLD-endonucleases-group-1-NgoFVIIGCSGC 326 aa

PLD-endonucleases-group-1-Cgll GCSGC 358 aa

Clade 1 (group 1)

PLD-endonucleases-group-1-BceSIV R2 GCWGC 382 aa

PLD-endonucleases-group-1-EfaRFORF11622P (GCSGC or GCWGC) 328 aa

PLD-endonucleases-group-2-EbA6352 (860 aa) Aromatoleum aromaticum EbN1

PLD-endonucleases-group-2-RPE 3251 (891 aa) Rhodopseudomonas palustris BisA53

PLD-endonucleases-group-2-SUN 2431 (923 aa) Sulfurovum sp. NBC37-1

Clade 2 (group 2)

PLD-endonucleases-group-2-Rumal 0705 (927 aa) Ruminococcus albus

PLD-endonucleases-group-2-Acid345 4267 (899 aa) Candidatus Koribacter versatilis



Supplementary Figure S5 Raw data of hydrolysis by BceSIV
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Supplementary Figure S6
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Supplementary Figure S7
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