Supplementary figure 4
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Putative conserved domains have been detected, click on the image below for detailed results.
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*Query: Parachlamydia acanthamoebae Bn9 peg.785

E-value: 1.45e-92, bit-score: 299, aligned-length: 538, Identity to query: 35%
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273329 ,,26 SLLRQEMVEDLHEIRKNFOQIKYVPADWKLLOFGWNLNQOFDNAEAEITSLSSPTLKDYHKILNKLFTSAADYEVNVSEYS 105
3DOR_A 1 SLVCKNALQDLSFLEHLLOVKYAPKTWKEQYLGWDLVQSSVSAQQKLRTQENPSTSECOQVLIADFIGGLNDEFEAGVTEFA 80
90 100 110 120 130 140 150 160
I R R I I e e T |
273329% 106 TEMASLPFHLO-GAEGRYFitWINEEKLPEEC1dwSIGDEVIAFDGQDIHEEFVONLRRSEHArANEKTDOQREAERSLTLR 184
3DOR_A 81 IESAYLPYTVQkSSDGRFY--FVDIMTFSSEI---RVGDELLEVDGAPVQDVLATLYGSNE--KGTAAEESAALRTLFSR 153
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273329 185 AGMFAEDVEQGNVEVDIIHKKTGEQKSYVLTWTYHEPEQVKEIPL--PSLVARGISEK-QPFFQR~-~-~PYYKKMML-~-TFL 256
3DOR_A 154 MASLGHKVPSGRTTLK-IRRPEGTTREVRVKWRYVPEGYVGDLATiaPSIRAPQLOKSmMRSFEFPKXAAAFERSSSLIYySEM 232
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273329 257 YAKF----- NQPESRVVEDVHNLGARKSEFVPPLGSIVWQSppDSPFHAY ICETP~~~~-SRORIGYIRIATYDGTDDEVV~ 326
3DOR_A 233 VPHFwaelrNHYATSGLKSGYNIGSTDGFLPVIGPVIWES--EGLFRAYISSVTAgdgKSHKVGFLRIPTYSWQDMEDFG 310
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273329 327 -==-----EFAKLIDYENPRTQALVVDQVNNPGGSVEYSYGLLSLLTDOQPLELPKYKMAITQEEVMEALETLDTLKEITN 398
3DOR_A 311 psgpppweEFAKIIQVESSNTEALIIDOTNNPGGSVLYLYALLSMLTDRPLELPKHRMILTODEVVDALDWLTLLENVDT 390
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273329 399 DEEAIDVCGPSLEGYAVSFELVQSVIQYFQFVLSEWEEGKY-VTSPVELL-VNTIAPSPFVTYDKPMVVLVNEFDISCGD 476
3DOR_A 391 NVESRLALGDNMEGYTVDLQVAEYLKSFCRQVLNCWSKGDIeLSTPIPLFgFEXIHPHPRVQYSKPICVLINEQDFSCAD 470
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273329 477 SEPCILQDNQRALIFGTRTAGAGGTVLGCGHPNRLGIAGYSYTASLLEREtDGTPIENLGVTPDVSYSLTPEDFQngYXG 556
3DOR_A 471 FFPVVLKDNDRALIVGTRTAGAGGFVENVQFPNRTGIKTCSLTGSLAVRE-HGAFIENIGVEPHIDLPFTANDIR--YXG 547
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27332% 557 YKAALQE 563

3DOR_A 548 YSEYLDK 554

*273329 (Query): Parachlamydia acanthamoebae Bn9 peg.785
**3DOR_A: Chlamydia trachomatis Chain A, Crystal Structure Of Mature Cpaf



