gl72 MSRLDKSKVINSALELLNEVGIEGLTTRKLAQKLGVEQPTLYWHVKNKRALLDALATIEML 60

gl72T MSRLDKSKVINSALELLNEVGIEGLTTRKLAQKLGVEQPTLYWHVKNKRALLDALATIEML 60
gl87 MSRLDKSKVINSALELLNEVGIEGLTTRKLAQKLGVEQPTLYWHVKNKRALLDALATIEML 60
gl87T MSRLDKSKVINSALELLNEVGIEGLTTRKLAQKLGVEQPTLYWHVKNKRALLDALATIEML 60

Ak Ak Ak hkhkhkhhkhhhhkrhkhkhkhkhhkhhhhrhkhk bk hhkhhhhrhk vk hhkkhkkhkhkhkhhhkrrxkkkkkkxx

gl72 DRHHTHFCPLEGESWQDFLRNNAKSFRCALLSHRDGAKVHLGTRPTEKQYETLENQLAFL 120
gl72T DRHHTHFCPLEGESWQDFLRNNAKSFRCALLSHRDGAKVHLGTRPTEKQYETRENQLAFL 120
gl87 DRHHTHFCPLEGESWQDFLRNNAKSFRCALLSHRDGAKVHLGTRPTEKQYETLENQLAFL 120
gl87T DRHHTHFCPLEGESWQDFLRNKAKSFRCALLSHRDGAKVHLGTRPTEKQYETLENQLAFL 120

Ak Ak Ak hkkhkhkhhkhhhhkrhhkhhkkhkehhhhrhkhhkhhhkhhhhrhkrhkhkhkkhkkhkhkhkhhhrxx *kkkkkx

gl72 CQOGFSLENALYALSAVGHFTLGCVLEDQEHQVAKEERETPTTDSMPPLLRQATIELEFDHQ 180
gl72T CQOOGFSLENALYALSAVGHFTLGCVLEDQEHQVAKEERETPTTDSMPPLLRQATIELFEFDHQ 180
gl87 CQOOGFSLENALYALSAVGHFTLGCVLEDQEHQVAKEERETPTTDSMPPLLRQATIELFEFDHQ 180
gl87T CQOOGFSLENALYALSAVGHFTLGCVLEDQEHQVAKEERETPTTDSMPPLLRQATIELFEFDHQ 180

Ak Ak Ak hkkhkhkhhkhhhhkrhkhkkhkhkhhkhhhhrhkhk bk hhkhhhhrhk vk hkkhkkhkkhkhkhkhhhrrxkkkhkkkxx

gl72 GAEPAFLFGLELIICGLEKQLKCESGS207
gl72T GAEPAFLFGLELIICGLEKQLKCESGS207
gl87 GAEPAFLFGLELIICGLEKQLKCESGS207
gl87T GAEPAFLFGLELIICGLEKQLKCESGS207

KhkAkAk Ak Ak AkAhhkhkrkhrkhkrkkkkkkkhkkkxx

Figure S7. TetR sequence alignment of ATc sensitive pRAB11N-¢172, g187 and ATc tolerant pRAB11N-g172-T, ¢187-T. Amino acid of interest highlighted in
yellow.



