
A       FprA 

Pae    MSNLYTERVLSVHHWNDTLFSFKTTRNPGLRFKTGQFVMIGLEVD-GRPLMRAYSIASPN 

Ppu    MSNMNHERVLSVHHWNDTLFSFKCTRDPGLRFENGQFVMIGLQQDNGRPLMRAYSIASPN 

Avi    MSNLNVERVLSVHHWNDTLFSFKTTRNPSLRFENGQFVMIGLEVD-GRPLMRAYSIASPN 

       ***:  ***************** **:*.***:.********: * ************** 

Pae    YEEHLEFFSIKVPDGPLTSRLQHLKEGDELMVSRKPTGTLVHDDLLPGKHLYLLSTGTGM 

Ppu    WEEHLEFFSIKVPDGPLTSQLQHLKEGDEIIISKKPTGTLVLDDLNPGKHLYLLSTGTGL 

Avi    YEEHLEFFSIKVQNGPLTSRLQHLKEGDELMVSRKPTGTLVTSDLLPGKHLYMLSTGTGL 

       :*********** :*****:*********:::*:******* .** ******:******: 

Pae    APFLSVIQDPETYERYEKVILVHGVRWVSELAYADFITKVLPEHEYFGDQVKEKLIYYPL 

Ppu    APFMSVIQDPETYERFEKVILVHGVRYVNEVAYREFITEHLPQNEFFGESVRDKLIYYPT 

Avi    APFMSLIQDPEVYERFEKVVLIHGVRQVNELAYQQFITEHLPQSEYFGEAVKEKLIYYPT 

       ***:*:*****.***:***:*:**** *.*:** :***: **: *:**: *::******  

Pae    VTREPFRNQGRQTDLMRSGKLFEDIGLPPMNPQDDRAMICGSPSMLEETSAVLDSFGLKI 

Ppu    VTREPFENQGRLTDLMRSGKLFSDIGLPPINPQDDRAMICGSPSMLDETSEVLDSFGLKI 

Avi    VTRESFHNQGRLTDLMRSGKLFEDIGLPPINPQDDRAMICGSPSMLDESCEVLDGFGLKI 

       ****.*.**** **********.******:****************:*:. ***.***** 

Pae    SPRMGEPGDYLIERAFVEK 

Ppu    SPRMREPGDYLIERAFVEK 

Avi    SPRMGEPGDYLIERAFVEK 

       **** ************** 

 

B       FinR 

Pae    MKFTLRQLEVFVAVAQQESVSRAAEGLSLSQSATSTSLGELERQFDCKLFDRAGKRLTLN 

Ppu    MRFTLRQMQVFVAVAQHQSVSRAASLLALSQSAASTSITELERQSSCQLFDRAGKRLALN 

Avi    MRFTLRQLEVFAAVARLESVTRAAESLSLSQSAASTSLTELERQSDCQLFDRVGKRLKLN 

       *:*****::**.***: :**:***. *:*****:***: ***** .*:****.**** ** 

Pae    ALGRQLLPQAVALLDRGEEIENLLNGKTAFGSLDLGATLTIGNYLATLLIGAFMQRQPDC 

Ppu    ALGHQLLPQAVALLDQAKEIEDLLNGKSGFGSLAVGATLTIGNYLATLLIGNYMQTHPES 

Avi    ALGRQLLPQAVALLNQAREIENLLDGKEGFGSLAVGATLTVGNYLATLLIGAFMQRHPES 

       ***:**********::..***:**:** .**** :*****:********** :** :*:. 

Pae    RVRLHVHNTAQVVQQVAHYELDLGLIEGDCRHPDIEVQPWMEDELVVFCAPQHPLARRGG 

Ppu    QVKLHVQNTAHIVQQVAHYEIDLGLIEGDCNHPDLEVQPWVEDELVVFCAPQHPLAKLGR 

Avi    RVRLHVQNTAHIVQQVVNHELDLGLIEGNCQHPDVELQPWVEDELVVFCAPQHPLARHGR 

       :*:***:***::****.::*:*******:*.***:*:***:***************: *  

Pae    ADLERLTREAWILREQGSGTRLTFDQAMRHHPRPLNIRLELEHTEAIKRAVESGLGIGCI 

Ppu    ADIESLSQEAWILREQGSGTRLTFDQAMRHHRANLNIRLELEHTEAIKRAVESGLGIGCI 

Avi    ATLDELAGEAWILREQGSGTRLTFDQAMRHHRPMLNIRLELEHTEAIKRAVESSLGIGCI 

       * :: *: ***********************   *******************.****** 

Pae    SRLALRDAFRRGSLVPVETPGLDLRRQFYFIWHKQKYQTATMREFLDLCRSETAGISRSD 

Ppu    SRLALRDAFRRGSLVPVETPELDLLRQFYFIWHKQKYQTSAMREFLELCRNFTAGFTRSD 

Avi    SRLALRDAFRRGSLVPVETPQLDLKRQFCFLWHKQKLHTAAMREFLEQCRALTAGVRRSD 

       ******************** *** *** *:***** :*::*****: **  ***. *** 

Pae    EIVLPLIP 

Ppu    EIVLPPIA 

Avi    EIVLPPIA 

       ***** *. 

 
S1 Fig. Multiple amino acid sequence alignment of P. aeruginosa FprA and FinR. 


