Streptomyces coelicolor
Streptomyces sp.
Mycobacterium tuberculosis
Corynebacterium glutamicum
Corynebacterium diphtheriae
Gordonia malaquae
Rhodococcus erythropolis
Dietzia cinnamea
Salinispora tropica
Stackebrandtia nassauensis
Verrucosispora maris
Blastococcus saxobsidens
Acidothermus cellulolyticus
Kineococcus radiotolerans
Propionibacterium acnes
Brachybacterium muris

Actinokineospora spheciospongiae

Kibdelosporangium sp.
Pseudonocardia dioxanivorans

3TMD

predicted a-helical region

2"TMD

115 GAVHWARTLMSDEEVADERHP IEASPEVRAKVHADFKQGAKESVIGRRKLIRNTMLGALT
102 GVILYTKKEVPHEVAVQORSDGPSAEVDRATILAHLADAGTRNGIARRSLIKRTAGAGAG
153 GAVLYOKRFIPEEIS IQERHDGASRE IDRKTVVANLTDAFEGSTIRRRKLIGLSFGVGMG
113 AVWLYVKKFIPEEIAVORRHDGPSEEVDRRT IVALLNDSWQTSTLGRRKLIMGLAGGGAV
1136VIFYIKKIIPSEISVQRRHDGPSEEIDRRTITALLNDSWETSTLGRRKVLKSMLGIGGV
113G6VIQISKRFIPOEISVODRHDGGSTEVDKOTIVAELSDTLOTSTLPRRKMI IGSAVEFGVG
97 GAVQFTKKFIPEEVS IQDRHDGGSTEVDRRT IVAELGDTLET STLPRRKATIKRSLMFGGG
113 GAVQEFTKKEVPEEISVQTRHDGVSDEVDRRT IVAELNDSWKT STIGRRKVMGGFLGAGVG
113 GILTWGKKLLPKEVSVQDREEGAVNERDRTI TAQTMLYMADELGVKRRPLLGVSLLAGLA
113 GILTWAKKLLPKEELVODRHDGGS SEEDRKITGATVSNVVDETGIKRRPMLKRALLFGSA
111 GILTWGKKLLPKEVSIQDRHEGAVSADDORITGOTMAYMADELGVKRRPLLGVSLLAGLA
133 GLVLYTKKLLPHETAVODKHDG--SHEDRVTTGATLVGGY HNSGLPRRKLI TRSLGFMGA
93 GLIGWVRWLMPAHETVEERHSLASPERDVAAAADIVMTGFRETGLPRRSLLKRTLGLAAG
107 GAVHWAKTLMPDDERIDYRHRQRGTTAERAEAVAILKEGAAEAGLGRRPLIRNTLIGALA
95 ACTHWAKQ IMGDEET IQERHPVNSDATDRKEFAKQWRIGAEQSGLSRRKLIGGALGGAIG
111 AAVHWAKTLMPDDEVVEERHP IRSTDESRGAAVDIITGGLDESGIGRRPLIVTSMVAALA
115 AALLYTKKFIPHEVAVOORHEGGSTEVDKATFAAHLADAGVRSTIGRRSLIKRTAGLGAG
114 GVVMYAKKELPHEVAVQORHGGRSSELDROQTEFVAHLSDAGDRSTIARRSIIKRSALFGAG
119 GVISYVKKEFPSEVSVQORHDGPSDEVARRTVMAQLAAAGKDTTIARRTVIKRSAGAAAG
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