Consensus

Identity

1.CP019717.1 - BLAST Hit
2.NC_023134.1 - BLAST Hit
3.NZ_CP019651.1 - BLAST Hit
4.NZ_CP019655.1 - BLAST Hit
5. NZ_CP019659.1 - BLAST Hit
6. NZ_CP019687.1 - BLAST Hit
7.NZ_CP019794.1 - BLAST Hit
8. NZ_CP020327.1 - BLAST Hit
9. NZ_CP020557.1 - BLAST Hit
10. PL1 - BLAST Hit

11. PL2 - BLAST Hit

12. PL3 - BLAST Hit

13. PL4 - BLAST Hit

14. PL27 - BLAST Hit

15. PL30 - BLAST Hit

16. PL126 - BLAST Hit

17. PL127 - BLAST Hit

18. PL128 - BLAST Hit

19. PL129 - BLAST Hit

20. PL130 - BLAST Hit
21.PL131 - BLAST Hit
22.PL136 - BLAST Hit
23.PL137 - BLAST Hit
24.PL138 - BLAST Hit

25. PL139 - BLAST Hit

26. PL144 - BLAST Hit
27.PL145 - BLAST Hit

28. PL148 - BLAST Hit

29. PL149 - BLAST Hit

30. PL154 - BLAST Hit
31.PL171 - BLAST Hit
32.PL172 - BLAST Hit

33. PL173 - BLAST Hit

34. PL181 - BLAST Hit

35. PL182 - BLAST Hit

36. PL183 - BLAST Hit

37. PL184 - BLAST Hit

38. PL185 - BLAST Hit

39. PL190 - BLAST Hit

40. PL191 - BLAST Hit
41.PL192 - BLAST Hit
42.PL194 - BLAST Hit

43. PL195 - BLAST Hit

44, PL196 - BLAST Hit

45. PL197 - BLAST Hit

46. PL198 - BLAST Hit
47.PL199 - BLAST Hit

48. PL200 - BLAST Hit

49. PL201 - BLAST Hit
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ATGAAGAAGACACTGGTAACTATTCTGGCAGGAGCATTTTTGGTAGGAACGTCATT GTCCGCAGGGGEAGEAGGAGTAGCAGGAGCAGAAGACCCTAACCGTGAACTT GECCCCAAAACTATTGTAGGEGAGAATTG(
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Figure S1. Paenibacillus larvae metalloproteinase primer/probe binding sites. Alignment of P. Jarvae metalloproteinase gene
sequences was constructed from sequences of nine complete genomes and 40 draft genome sequences of field strains. For
isolate metadata, see Table S3.
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Figure S1. Paenibacillus larvae metalloproteinase primer/probe binding sites. Alignment of P. larvae metalloproteinase gene sequences was constructed from sequences of nine complete genomes and 40 draft genome sequences of field strains. For isolate metadata, see Table S3. 




