
 
                  * *                *                   * 
OspGSFLEX VTEPILGKLIGQGSTAEIFEDVNDSSALYKKYDLIGNQYNEILEMAWQ-ESELFNAFYGDEASVVIQYGG 
NleH1-1SAKAI NRLSVPGNVIGKGGNAVVYEDAEDATKVLKMFTT---SQS---NEEVTSEVRCFNQYYGAGSAEKIYGNN 
NleH1-2SAKAI NKSPVPGNVIGKGGNAVVYEDMEDTTKVLKMFTI---SQS---HEEVTSEVRCFNQYYGSGSAEKIYNDN 
NleH1CIROD   NKSPVPGNVIGKGGNAVVYEDMDDTTKVLKMFTT---SQN---PEEVTNEVSCFNQYYGSGSAEKIYDAN 
NleH2YINT  NPAIKLGKKIGSGLTAEIYLDANNPGFVLKK---ISTRDTFLIDKVFKKEVEFFNRYYGEGSAELINQDN 
Consens/100% s.....Gp.IGpG.st.labDhpsss.lbKb......p.s....b.hp.Esphas.aaG..tt..l..ss 
 
 
OspGSSFLEX DVY--LRMLRVPGTPLSDIDTADIPDNIESLYLQLICKLNELSIIHYDLNTGNMLYDKESESLFPIDFRN 
NleH1-1SAKAI GDIIGIRMDKINGESLLNISS--LPAQAEHAIYDMFDRLEQKGILFVDTTETNVLYDRAKNEFNPIDISS 
NleH1-2SAKAI GNVIGIRMNKINGESLLDIPS--LPAQAEQAIYDMFDRLEKKGILFVDTTETNVLYDRMRNEFNPIDISS 
NleH1CIROD    GDIIGIRMNKINGESLFNIQS--LPTQAEQAIYDMFDRLEQKRILFVDTTETNVLYDRVRNEFNPIDISS 
NleH3YINT QHY--IRMYRVPGKVLTEINTKIFPPGAKNSFLRMMDDLAYYNIIHNDLNFNNVLYDKKTNTFYPIDFGD 
Consens/100% ..h..lRM.+lsGpsL.pI.p..bPs.Acp.bbpbbscl.bb.lla.Dhs.sshlaD+.pppb.slDb.s 
 
 
OspGSSFLEX  IYAEYYAATKKDKEIIDRRLQM-RTNDFYSLLNRKY-L  24-196 
NleH1-1SAKAI YNVSDRSWSESQIMQSYHGGKQDLISVVLSKI------ 130-293 
NleH1-2SAKAI YNVSDISWSEHQVMQSYHGGKLDLISVVLSKI------ 140-293 
NleH1CIROD   YNISDVSWREGQIMQSYHGGKQDLIRVVLSRI------ 130-293 
NleH3YINT   AVDGYYSLSEPNSGKQHWGIKM-RVGFILEHIEEYART 829-999 
Consens/100% h.....thpc.p..b..b.hpb.bh..hbpbl...... 
 
 


