
Fig. S1. Analysis of APEX2 modifiable targets of Inc proteins.  
 
-APEX2 targeted amino acids in red (Y, W, H, C (Rhee et al 2013 Science)) 
-Transmembrane domains (TOPCONS predicted topologies) are underlined 
 
> CT223 WP_010725128.1 hypothetical protein [Chlamydia trachomatis] 
MVSLALGTSNGVEANNGINDLSPAPEAKKTGSGLCYKisavaalvlgllaaaggavvlALFCTFAPPLffy
agvalvalgavilgvgvsNTCSCCLRSRKIEAHKQLILQQKEEISQLEQQLAYPASLLERRDLRENLKA
WQSCCLNLEKEVRDLLTKLGGYQERLKVLPAKEKQIEELKAMLEHYSRICHERGELINLLKTAN
KKLSKESEKLLFNYKAHRDVCLGEKVLVKSVNLIDLDPKSDSSDGDDDDGFNYGSRV 
14 APEX2 
 
> CT119 IncA WP_009871466.1 inclusion membrane protein A [Chlamydia trachomatis] 
MTTPTLIVTPPSPPAPSYSANRVPQPSLMDKIKKIaaiasliligtigflallghlVGFLiapqitivll 
alfiislagnALYLQKTANLHLYQDLQREVGSLKEINFMLSVLQKEFLHLSKEFATTSKDLSAVSQDF
YSCLQGFRDNYKGFESLLDEYKNSTEEMRKLFSQEIIADLKGSVASLREEIRFLTPLAEEVRRLA
HNQQSLTVVIEELKTIRDSLRDEIGQLSQLSKTLTSQIALQRKESSDLCSQIRETLSSPRKSASPS
TKSS 
11 APEX2 
 
>CT117 IncF 
MGDVMIQSVKTESGLVEGHRGICDSLGRVVGALAKVAKlvvalaalvlngalcvlslvaLCVGATPVGPl
avlvattlasflcaacvlfiAAKDRGWIASTNKC 
4 APEX2 
 
> CT115 IncD WP_009871462.1 inclusion membrane protein D [Chlamydia trachomatis] 
MTKVYANSIQQERVVDRIALLERCLDPSNSLPTAKRLvavavatilavallvvagllfsgvLCSPVSvlaaslf
fgvgafllggalvgGVLTTEAVTRERLHRSQTLMWNNLCCKTAEVEQKISTASANAKSNDKTRKLGE 
6 APEX2 
 
> CT118 IncG WP_009871465.1 inclusion membrane protein G [Chlamydia trachomatis] 
MICCDKVLSSVQSMPVIDKCSVTKCLQTAKQAAvlalslfavfasgslsilsaavlfsGTAAVLPyllilttallgf
vcavivllrnlSAVVQSCKKRSPEEIEGAARPSDQQESGGRLSEESASPQASPTSSTFGLESALRSI
GDSVSGAFDDINKDNSRSRSHSF  
6 APEX2 
 
> IncE  tr|B7SCH9|B7SCH9_CHLTH IncE OS=Chlamydia trachomatis  
MECVKQLCRNHLRLDNLTDPVRSVLTKGTTAEKVQLAACCLGVVCSIICLALGIAAAAVGVSC
G 
GFALGLGIIAILLGIVLFATSALDVLENHGLVGCPFKLPCKSSPANEPAVQFFKGKNGSADQVIL
VTQ 
7 APEX2 
 
>CT226 L2 
LRNRGAMFNISFCCNSSKPLRADHTETIGAQTTTSRKEQLLAIGALVLGVLAVLGGALLLLFSG
SVLSLFAPILSLLAMTLGSACIGGSLVYMYGFSLKPTRLPSESSGLAPEAVTPGLVLSYQELLYE
AEEDLKEVEGLLAQKSKDLELAQKKIEQLQSGLKCVLEESLR 
6 APEX2 
 
 
 



>OmcB YP_001654774.1 outer membrane protein OmcB [Chlamydia trachomatis 434/Bu] 
MRIGDPMNKLIRRAVTIFAVTSVASLFASGVLETSMAEFISTNVISLADTKAKDNTSHKSKKARKN
HSKETPVNRKKVAPVHESKATGPKQDSCFGRMYTVKVNDDRNVEITQAVPKYATVGSPYPVEI
TATGKRDCVDVIITQQLPCEAEFVRSDPATTPTADGKLVWKIDRLGQGEKSKITVWVKPLKEGC
CFTAATVCACPEIRSVTKCGQPAICVKQEGPENACLRCPVVYKINVVNQGTATARNVVVENPV
PDSYAHSSGQRVLTFTLGDMQPGEHRTITVEFCPLKRGRATNIAMVSYCGGHKNTASVTTVIN
EPCVQVSIAGADWSYVCKPVEYVISVSNPGDLVLRDVVVKDTLSPGVTVLEAAGAQISCNKVV
WTVKELNPGESLQYKVLVRAQTPGQFTNNVVVKSCSDCGTCTSCAEATTYWKGVAATHMCV
VDTCDPVCVGENTVYRICVTNRGSAEDTNVSLMLKFSKELQPVSFSGPTKGTITGNTVVFDSLP
RLGSKETVEFSVTLKAVSAGDARGEAILSSDTLTVPVSDTENTHIY 
49 APEX2 
 
>MOMP YP_001654141.1 major outer membrane porin [Chlamydia trachomatis 434/Bu] 
MKKLLKSVLVFAALSSASSLQALPVGNPAEPSLMIDGILWEGFGGDPCDPCTTWCDAISMRMG
YYGDFVFDRVLQTDVNKEFQMGAKPTTATGNAAAPSTCTARENPAYGRHMQDAEMFTNAAY
MALNIWDRFDVFCTLGATSGYLKGNSASFNLVGLFGDNENHATVSDSKLVPNMSLDQSVVELY
TDTTFAWSAGARAALWECGCATLGASFQYAQSKPKVEELNVLCNAAEFTINKPKGYVGQEFPL
DLKAGTDGVTGTKDASIDYHEWQASLALSYRLNMFTPYIGVKWSRASFDADTIRIAQPKSATTV
FDVTTLNPTIAGAGDVKASAEGQLGDTMQIVSLQLNKMKSRKSCGIAVGTTIVDADKYAVTVET
RLIDERAAHVNAQFRF 
26 APEX2  
 
CT228 >tr|O84231|O84231_CHLTR Uncharacterized protein OS=Chlamydia trachomatis (strain 
D/UW-3/Cx) OX=272561 GN=CT_228 PE=4 SV=1 
MSTTISGDASSLPLPTASCVEIKSTSSSTKGNTCSKILdialaivgalvvvagvlalvlCASNViftaigiaalii
gsacvgagiSRLMCRSSYASLEAKNVLAEQRLRNLSEEKDALVSVSFINKMFLRGLTDDLQALEA
KAIEVEIDCLDRLEKNEQALLSDVRLVLSSYTRWLDSAEKEKAALKASIDANQAS      
APEX2 
 
> CT850 WP_009872976.1 hypothetical protein [Chlamydia trachomatis] 
MGFGTVRGKGKAVKSFFLRPlqnlevglfslpivlllgeigCVSSISsvslvavlsivgvfvalvsffRswgyglsvv
gaiffglalcnnFPVSvfwgglltvsfiisygilllsVSLVEGHIKEKAVSLSELTASHNSLQDSYNREVQERK
EKELLAQSKITALEQELSVSHEQLQEVSRKYTHASEDLQILIDQRDSWLKDYMTLHQEYVRVVA
GDEENVIFPWKVFQGNSEKDSGYQQRVQDAEHKIAHLEKLCEEENSGKRYAEECLDKALADLL
ESTRLREILEKEIFQKDEEIASLKQEIAAEKLLSSSVSDDRAAYKGKYLQLREQFTVKDSFLKKAR
RERFLAQEQLLVLKRAKEEEASNLSTTDSFSIIQNLLLQIEALEEEVTYLEELVLHNQNR 
21 APEX2 
 
> CT005 WP_009871351.1 hypothetical protein [Chlamydia trachomatis] 
MTPVTPVPPQSPQQVKGLLSRFLTAPDRHPKLRYVydialiaisilcivsiilwtqGSGlalfaiapalaigalgv
tllvSDLAESQKSKEIADTVAAVSLpfiltgtaaglmfsaiavgggavilanplflmgsmtlgfalmsLHRVTYQYL
SNREQWKQQKKLEQVELAAWESHLPKESKSSALEEVRYSPRLMKRGKTWRKRAIRRKNYTPI
PLVDKTLQTMQPDALFSSTTTHSTDSEQILTSVSPQSSDTESSSSSSFHTPPNSDKELSDSNSS
DSSSSSEYMDALETVAAGDVSGITPPSKPSSSPKTTRRVVKLSRSERNAQHHRNKDQEQRQD
SSESSEEDSSSDSSQKKKPSRK 
16 APEX2 
 
> CT249 WP_010725138.1 hypothetical protein [Chlamydia trachomatis] 
MGIKPHDHGCWGSRGNIFTLQDLDTQQANQSAAASSSSVLKSECTAKVARYalgflfglgfilsivtfia
aaATLplgtvtilimvtqaafaaalaFKLYDLFKHDVPTCSITSKA  
9 APEX2 



 
> CT058 WP_010725013.1 hypothetical protein [Chlamydia trachomatis] 
MFTSLSAIQNAIRPSCQLPVLTPRRalitslasgiilglagcvvgvLASFPAliavsavilgvslfasgl 
flcRYVCPPKIVSRRPSTELPAEPTPELPEIKRPKPIAPPPPDFIPPRPLRRTIGEMLFGWNCIGSIR
QMPFFLANDKTPLSFRNPSARFRAWNIPSTHTIFVSTSGQFSSLRMQSNLPAAIANATQSAAFA
KRGQGGLGVNDAFPAVLTDKCWEESKPDSGILLPGECSSATWEDKNHLVPCWDEETKTYNKP
LLFIQMLAPKASMYQDDSKSCYEITLRAYTACFEEAIRCGCRIIQIPLIAAFGDFVPRALSKQPKWI
ESAKLSLLHAVEKTAKKHASKDLVIVLTNIPQPVNL  
25 APEX2 
 
> IncB (AM884176.1:577850-578194 Chlamydia trachomatis strain L2/434/Bu) 
MVHSVYNSLAPEGFSQVSIQPSQIPTSKKVMIAIMTLFALTAIAAIVLSIVTVCGGFPFLLAALNTV
TIGACVSLPIFTCIATTLLLLCLRNIELLARPQVLTLSTQFSPTKPQE 
6 APEX2 residues 
 
 
>CT101 (CTL0356) 
MISMIPRFSIACIPLAVWLFSGAKLLVKSLYLALHYQFSLVLSAELFAIAWILASIKHRFILRKSML
KQHELDAQLLIKEISPWTFIKRSFLSKRMFVIISMSVISSLLHRSTTIPLLSFLMCSSVSYALFKTS
LAHWKSLKELKSKYSVYYY 
18 APEX2 residues 
 
>CT222 (CTL0475) 
MRCCCVRTNCEEVRSSSTGDQVVSAVKERKCDSSLRRKIASVAFTLIGALLLGIGMVLSFALL
GSSAGLIGVGVLSALGAVCLSLGLYKLFLRMKRVSLDKAEQKMLEDQVELLRQENQELKAISV
FH 
8 APEX2 residues 


