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10 20 30 40 50 60 70 80 90 100
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

Cg ---------------------MARRTRPGAKKHTSRSKKTYITGKKGKRQPDQNSRFPKFSHFPAEIQWKIFREVLNGDPHFHVLRVGRVDDAHAG----
Mt ---------------------------------------MGRQRDKNATQMRSLATFRRFKEFPAEIQQQIFIEAMD-LPYFHTVIVKRVDNRVTG----
Nc --------------------------------------------MSPKKAEPDAVAWPLFGRLPAEIQIMIFHEALR-KPQVHFVNASRRE---VDPAT-
Nd --------------------------------------------MSPKKAEPEIVAWPLFTRLPAELQIMIFHEALR-KPQIHFVNASRHE---AGPVT-
Nt --------------------------------------------MSPKKAEPEAVAWPLFGRLPVEIQIMIFHEALR-KPQIHFADASRHE---VDPVT-
Pa MPPKKKKALIIKATPKGRLKASSTESTKGKATATTSTKKTHAASKASKDNDDSLVKFPQFKCFPLEIQQEIFTQALR-KPSIHFMNVEKAVIPGYTNDKG
Sm -------------------------------------------MTQKKYASQVAAPMPLFSKLPTEIQIIIFHEALR-KPQIHFIKATREQNPGERNPS-
Tt -------------------------------------------------QQLQQARFPHFNRFPTEIQGLIFTEAIG-KPNIHVVRAIRRVDHHLG----

110 120 130 140 150 160 170 180 190 200
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

Cg -----TWKLSFSP-VTRKEDNSGYRMYDELSSVNPAAAAAVRHELALRRRGQFE--GLPFKILDARIDGAKDLIVFDFARSTVP----------------
Mt -----TWSLSFYPDDPKSRDRSGHRLYEKMASVDPAAAAAMRYERQTRLG------QLPFKKLRAPVDYERDLVVLDFRKCKGR----------------
Nc ------WKLVLKSRNKK-GDTSGYRLIENIQDVARDSPVAAEAILKSALQPLLLPIPVRPN-DWCKIDAATDLVVFEFGVDKSG----------------
Nd ------WKLVLESRDKK-GDTSGCRLIGNIQDVARYFPVAAEAILKNALQPLLLPLSVHPK-GSWRIDAATDLVVFEFAAEKSG----------------
Nt ------WKLDLKSRSKKKGDTSGYHLVENIQDVARDSPVAAEAILKSALQPLLLPIPVRPNNDWRKIDAATDLVVFEFSVDKSG----------------
Pa NWVDSTWHLTYYP-KSKSTDGSGYRINKDMGSVSRAARQAVVLATKNPGN-------LPFSRAWGPMDTNHDLVVLDFLAGATSNPKSDFRYFHVNNQFF
Sm ------WTVALKARDKS-SDTSGYRLLNNMEDIARSFPVAAEVMRKNILEPHRLPLMPVPKEGSWSIDAATDLVVIEFDRDKSG----------------
Tt -----TWHLDFAP-VPKREDKSGFRGLINIAAVSQVAHGAVHLATLRDGT------RLPFKALVAYTDHKEDLVVVDMPNSTSP----------------

210 220 230 240 250 260 270 280 290 300
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

Cg ----------AMG------------------DSLAEQFQNTEKFGIKLSPKHYSCHDMDGNFRCVDRAFPNYASS-----MPSSIPYHGNKKHDLMDLYL
Mt ----------TLGYLHPDNQILNPTGSAFDANAVAMQLEKIQKVAVVWNDQQPLCHDSSNNFRCPDPSSPVHEPHRNWCMCPEELFGLLNCFPELRQFYL
Nc ----------KLWLWHPRNQLVDLNPLASHIHSRRVREDLKGIRKVAFVYGGNKQPQAGSSESVFQCLQHHNRGHARQKFCPEELLGFIYQLSDIETVYF
Nd ----------KLWLWHPRNQLVDLIPLASHIDSSKIRKDLKDVRKVAFVYGGKKQPSAGSSESVFQCLQQHTGRHWRRKFCPEELLGFIYQLSNIEAVYF
Nt ----------KLWLWHPRNQLVDLNPLASHIDSRQVRKDLRGIRKVAFVYGGNKQPSAGSSESVFQCLQHHNGRHSGQKFCPEELLGFIYQLSDIEAVYI
Pa VPYFDPELSFPAGRSRLRDEGEKNKKSVFGTETPGGMADLKKVGVVYKQSSQRTCAKQNTVFQCCIHVDGSIVPHGDWTMCPDEVAGFIDSMPGLEVLYF
Sm ----------KMRFWHPRN-----RVYTSTQDVDAIRHQLEGIR---------------------------KRKHASWQFCPEELLGFIYQLSHVEAVYF
Tt ----------VFGYFHGVNQILNPAGGLFNSNNLAAKFSNIQKVALKYSQRHHTAHSIRANFRCPR-VTDEHVKHQQWHMCPEEVCGFLNCFPSLREFYI

310 320 330 340 350 360 370 380 390 400
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

Cg KG-YFAGTYPTEHPTNKTPFYGISTLYIPLHHSDALPAFGFPNNPNTNHHHHHHHPPPHHPTTSPGPFPALQDLHDMHDMLAAVADHFFLDRLP--PQHS
Mt LIPLGKKTNPQQLHVEDLIEDTYKFNDQHLYPVFHGRGRSFVHAGQLRSWEGRNHESNDNELSVFQLSPHRVHPSMLEMLRELRDDSFLADDVETLPEAE
Nc ILHDRVNAKAVTNYAASYFSVTVPAATRNTFGLKTFYSTTRSYITVPLPEYQIGPVLHATWKTKDRIWPHGPSPPLVNAAREAAIARPPDSRERLYAEHV
Nd ILHHRVNAKAVTNYAASYFTVTVPAATRNTFGLKTFYSTTRSYITVPLPSYEIGPVFHATWKTKDRIWPRVSSPSLVNTAREAAMARPSDSRERRYTEHV
Nt ILHHRVNKKPVTNYAASYFS--VPAATRNTFGLKTFYSTTRSYITVPLPSCEIGPVFHATWKTKDYIWPHGPSPPLVNAVREAAMARPPDSREGRYVEHV
Pa VVQVPKGSREDRERLEIYRRWFSTSESWPPVSSQFNHDLLLT----------------------------------------------------------
Sm ILKARINTKVVKEYATSYFS--IPAAIRNSFGFETFYSTTRSYVTVPLPSYTIGPVYHATWKTKDCVWPEKPLPVLIKIARASAATLPPDSKEKQYAEHT
Tt V---------------------------------------------------------------------------------------------------

410 420 430 440 450 460 470 480 490 500
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

Cg RYVGPSEYRLERAAREKLVFGVLVAVGREKKSPGPDIETSNPT---------------------------------------------------------
Mt RVELSQKYRLSRKERENLVFGVLLQCKT------------------------------------------------------------------------
Nc RKLSDLADALHHCKEVWRLVLEMIQQIRADQDTPLSP--DWPLPIPPEVNTAQFRTLKQHHRQRYNLENFTKERRDNLEFGMLLMVDETAVYKSGKNQSD
Nd GTLSDLAPALDHYKEVWPLVAEMISHIRADQNTPLSP--DWPLPIPPQTNTAWFRTSKQRHEELYNLENFTKERRDNLEFGMLLMVDETAVFKSQKNQSA
Nt RKLSHLAHKLDHHEEVYLLVAEMILQIRADQNTPLSP--DWPLPTPPQVNTAQFRTLKQHHKQRYNLENFTKERRDNLEFGMLLMVDETAVFKNEKSKSK
Pa ----------------------------------------------------------------------------------------------------
Sm RKLSHLSRKLNHRDKVSPLVSEVIRQMRADQNIPVSADYEWPDPPPPLVNTARFKAHKEQHRRDYNLDNFTRGRRDNLEFGMLLMVDDAAPAVSKKGGEK
Tt ----------------------------------------------------------------------------------------------------

510
. . . . | . . . . | . . . . |

Cg ---------------
Mt ---------------
Nc LSP------------
Nd PSL------------
Nt PTS------------
Pa ---------------
Sm TKGAKCKAGGANTKK
Tt --------------- 	
  

Figure	
  S2	
  	
  	
  Alignment	
  of	
  SAD-­‐5	
  homologs.	
  	
  Strain	
  names	
  and	
  sequence	
  accession	
  numbers	
  are	
  listed	
  in	
  Table	
  S2. 

 

	
  

	
  


