Table S2 BLASTp analysis of P. protegens CHAO Fit components against completed bacterial whole genome sequences.

Query BLAST hit” Product Species % aa identity Coverage  e-value
(similarity)
FitA NP_930357.1 plu3125 Photorhabdus luminescens subsp. 69 (82) 98 0.0
laumondii TTO1
YP 001448573.1  RTX toxin transporter Vibrio harveyi ATCC BAA-1116 59 (76) 97 0.0
YP_003041907.1  RTX toxin ABC transporter Photorhabdus asymbiotica subsp. 59 (76) 88 0.0
asymbiotica ATCC 43949
NP_928643.1 RTX toxin ABC transporter Photorhabdus luminescens subsp. 58 (76) 88 0.0
laumondii TTO1
NP_762443.2 RTX toxin transporter Vibrio vulnificus CMCP6 58 (76) 88 0.0
FitB NP_930358.1 plu3126 Photorhabdus luminescens subsp. 65 (83) 97 0.0
laumondii TTO1
YP 001448572.1 VIBHAR 06454 Vibrio harveyi ATCC BAA-1116 52 (71) 94 3e-150
YP 002923190.1  ABC transporter Candidatus Hamiltonella defensa SAT 50 (71) 94 2e-137
YP 070687.1 RTX toxin ABC transporter Yersinia pseudotuberculosis IP 32953 49 (67) 98 6e-113
YP 004298409.1  hemolysin transport protein Yersinia enterocolitica subsp. 47 (66) 98 4e-109
palearctica 105.5R
FitC NP_930359.1 plu3127 Photorhabdus luminescens subsp. 73 (84) 98 0.0
laumondii TTO1
ZP 01956307.1 toxin secretion transporter Vibrio cholerae MZ0O-3 58 (74) 97 0.0
NP_762445.1 RTX toxin transporter Vibrio vulnificus CMCP6 59 (74) 97
NP_928641.1 plul331 Photorhabdus luminescens subsp. 57 (74) 99 0.0
laumondii TTO1
YP 004298408.1  putative toxin transport protein Yersinia enterocolitica subsp. 58 (72) 98 0.0
palearctica 105.5R
FitD NP _931332.1 Mcf protein Photorhabdus luminescens subsp. 73 (83) 100 0.0
laumondii TTO1
YP_003042199.1  MCF toxin Photorhabdus asymbiotica subsp. 71 (81) 97 0.0
asymbiotica ATCC 43949
NP_930360.1 plu3128 Photorhabdus luminescens subsp. 67 (81) 69 0.0
laumondii TTO1
YP 003712268.1 XNC1 2028 Xenorhabdus nematophila ATCC 19061 64 (78) 69 0.0
YP 003468304.1  Mcf protein Xenorhabdus bovienii SS-2004 69 (79) 74 0.0
YP 003712501.1 XNC1 2265 Xenorhabdus nematophila ATCC 19061 65 (76) 63 0.0
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A total of 1234 completed genomic sequences were included in BLASTp searches. Highly identical sequences (= 2% divergence) within the
same species were omitted.



