Additional file 11. 
Putative promoter motifs of the 6 lgrs of P. amoebophila. While the underlined more conserved positions of canonical -35 and –10 motifs (TTG and TANNNT) are indicated in red and and the underlined ATG start codon is displayed in green. 

	gene
	distance*
	G+C

content**
	putative promoter motifs

	lgrA
	38
	16.0%
	ATTTTAAATTTTTAATTTGTTTTAGCTGTTTTTTTTGATAGTATCTTTACAACGTGAATTTTTGTT---AAATCAAAGGATAGCCAAGTCATG

	lgrB
	38
	22.0%
	TTTTCAAATTTTAAATTGATTGGAGTGTTTCTTTTTGATAGTATCTTTACGACGTGAATTTTTGTT---AAATCAAAGGATAGCCAAGTCATG

	lgrC
	35
	24.0%
	TTTTCAAATTTTAAATTAATCAGGG-TATTTTTTT-GATATTGTTCTTTCAGCTCAAATTTCTTTATAAAAACCAAAGGATAGTCAATTCATG

	lgrD
	38
	20.0%
	TTTTCAAATTTTAAATTGATTGAGGTATTTCTTTTTGATAGTATCTTTTCAATTTGAATTTTTGTT---AAATCAAAGGATAGCCAAGTCATG

	lgrE
	36
	18.0%
	TTTTTCAAATTTAAATTGATTAGGGGTATTTTTTTTGCTAGTATTTTTTTAACGTGAATTTT--TT---GTACCAAAGGATAGCCAAGTCATG

	lgrF
	35
	22.0%
	TTTTCAAATTTTAAATTGATTAGGGATATTTTTTTTGCTACTATCCTTTCATTGCGAATTA------AAAAACAAAAAGATAGTCAAATCATG

	lgrB
	156
	32.0%
	TAGCTTGAA-AGAATTTTGAATTGATCCCTTAGTGAGCTAGATTTA-AAGCTTCAATACTTGAACCAAACTCTAGCAACCTAACTTTCTTTCC …

	lgrC
	157
	34.0%
	TAGCTTGAT-AGAATTTTGGGTTGATCGATTAATAGGCTAGATTCACAAGTTTTAACAATTAAACGAAATTCTAGCGATCTAAGTTTTTTCAC …

	lgrE
	152
	42.0%
	TAGCTTGGTTAGGATTTTGGATTGACCTCTTAGTGCGCTAGATTCA-AAGCTTCAACACTTGAACCAAACTTTAGCAACCTAAATTTCTCTCT …

	lgrF
	153
	34.0%
	TAGCTTG---AGAATTTTGGATTGACCCCTTAGTGAGCTAAATTTA-AAGCTGCAATACTTGAACCAAACTCTAGCAACATAATTTTCTCTCT …


* distance between the transcription start site and the ATG start codon

** G+C content calculated in the 50 bp upstream of the transcription start site
