
meta_2_contig00239_6_NewType   -----------------------------------------RLALEVAYEVLMQA----R 

meta_1_contig00008_3_FASlike   --------------------------------------QQRLWLLEVAHEALSDANINPD 

meta_2_contig00087_6_TRANS     -----------------------------------AMDPQQRVFLENCWRCIEDSGLNPF 

meta_2_contig00009_1_NRPS_PKS  -----------------------------------AMDPQQRVLLECAWTALEDAGYAPQ 

meta_2_contig00158_1_CIS       SSGLTVPNQQAQKALIREALENAGVKPAELSYVEGAMDPQQRVVLEVGWEALEYAGLAPD 

meta_2_contig00196_1_Sup       -------------------------------------------MLETSWEALEDAGIDPE 

YP_001102988_EryKS2_Actinobact LMASDAAGTRAHGNFMAGAGDFDAAFFGISPREALAMDPQQRQALETTWEALESAGIPPE 

ABK01326_Sup_Fieseler          -----------------------------------AMDPQQRVMVETSWRALEDAGIDPL 

ABK01383_CIS_Fieseler          -----------------------------------AMEPQQRLLLELSWQALEDGAFDPS 

ABK01395_NRPS_PKS_Fieseler     -----------------------------------AMDPQQRIFLETALTALEDAGYNPD 

AAW84182_Sup_Schirmer          -----------------------------------AMDPQQRVMLEVSWQALEDAGIDPD 

AAW84222_CIS_Schirmer          -----------------------------------AMDPQQRLLLEVSWEALAHAGQDVS 

AAW84203_NRPS_PKS_Schirmer     -----------------------------------AMDPQQRVFLECCWHALEHAGYPPS 

 

 

meta_2_contig00239_6_NewType   ALDQNAVGVFGALMVSNDLQRRVA-------SPF-----SAAGGSPAILSNRVSYALGLW 

meta_1_contig00008_3_FASlike   QLAGQKVGVFVGSGIAEYQAMAFG-------DPLNITQHTMSGNSLAVIANRLSYFLNLD 

meta_2_contig00087_6_TRANS     LLSGSTCGVFVGCATGNYGQLMNG---------DVLNAQGLMGGSPSILSARISYFLNLK 

meta_2_contig00009_1_NRPS_PKS  GEA-LAVGVWAGSSISTYLLFHLFNRGGVG-TLPG-GFRTLMHNDKDYLATRVAYKLNLK 

meta_2_contig00158_1_CIS       SLVGSRTGVFVGITASDYLHESLN-------DLDNADPHMTTGNVLNFAAGRLSYLLGLQ 

meta_2_contig00196_1_Sup       GLRESRTGVYTGISNDEYRMLVVDS---SKPAEAAGCLYALSGTNLNGASGRVSFVLGLE 

YP_001102988_EryKS2_Actinobact TLRGSDTGVFVGMSHQGY-ATGRPR------PEDGVDGYLLTGNTASVASGRIAYVLGLE 

ABK01326_Sup_Fieseler          GLKGSLTGVYTGVSNYEYRMRIVESN--HKPVDAASSLYAMSGTSMSGPNGRVSFFLGLR 

ABK01383_CIS_Fieseler          GLGGSRTAVYVGMGASEYDARFQRR------TGEVIDAYSGTGNDTSFAAGRVAYTLGLR 

ABK01395_NRPS_PKS_Fieseler     QTE-EYIGVYATASMNNYLVRNLSSN--PERLESMDEVSVWVGNDKDFLATRTSFKLGLR 

AAW84182_Sup_Schirmer          RLRESRTGVYSGISNDEYRMLVVDS---AKPAEAAACLYALSGTNLNGTAGRVSFVLGLT 

AAW84222_CIS_Schirmer          HLRGSRGGIFVGMDNWDYTQLSLDA-----GERHHIDEYTSTGLAPSTAAGRLSYFYDLT 

AAW84203_NRPS_PKS_Schirmer     QHG-ARTGVFAGSFLPSYLLHCLHGGGFMEPNNPGLGHLTEIGNDKDYLTTRVSHLLNLR 

        

                                        # 

meta_2_contig00239_6_NewType   GPSMTVDTACSSSLVAIDAASKAIN-NRDCEIAVVVGVNLLQSMEAYAAKCAAGMLSRKG 

meta_1_contig00008_3_FASlike   GPSMTVDTACSAGLTAFHLACQSLM-SGECDAAIVAAVNVLLGPSPFVGFSQAKMLSPRG 

meta_2_contig00087_6_TRANS     GPCLAIDTACSSSLVAIAEACNSLTFQRTSDLALAGGVGVLLGPSMHIMTSKAGMLSKDG 

meta_2_contig00009_1_NRPS_PKS  GPAMTVQTACSTSLVAVHEACQSLL-AGECAMALAGGVSINLPQVSGYTYVEGDILSPDG 

meta_2_contig00158_1_CIS       GPCMAVDAACSSSLVTVHLACQALR-NREADLALAGGVNLILSPYGTVLVSKTRTLAPDG 

meta_2_contig00196_1_Sup       GAAKAVDAACASSMVSVHDAVADLQ-QGKADLAIAGGVQAILNGRIYELRADSMMLSPDG 

YP_001102988_EryKS2_Actinobact GPALTVDTACSSSLVALHTACGSLR-DGDCGLAVAGGVSVMAGPEVFTEFSRQGALSPDG 

ABK01326_Sup_Fieseler          GPSKAIDAACASSLVAVNDAVSDLQ-RGKTDMAIVGGVQNILSGHVFKIRADAGILSPDG 

ABK01383_CIS_Fieseler          GPALTVNTACSASLVSLHLACEALR-SGRTDAALAGGVNLMVSSDSTVRLAQLRALSPTG 

ABK01395_NRPS_PKS_Fieseler     GPSMALGTGCSSSFTAMHTAIKNLK-TYDCDVAVVGGANVKLPQKSGYLYRRGGINSPDG 

AAW84182_Sup_Schirmer          GPAKAVDAACASAMVAINDAVADLQ-QGRANLAIAGGVQAILNGRIYELRADAMMLSADG 

AAW84222_CIS_Schirmer          GPSMVIDTACSSSLVALHLAVGSLR-SGESDLTIAGGVDLMLTPESYIALSKLRALSVDG 

AAW84203_NRPS_PKS_Schirmer     GPSLSVQTSCSTGLVAIATACQALL-AGQCDVALAGASSLTFPQG-GYQYLEGFVNSHDG 

 

 

meta_2_contig00239_6_NewType   RCATFSDQADGYSPGEGCAAIVLKPLQNALEDDDG-VWGILHGSAVNQDGR-TATLTAPN 

meta_1_contig00008_3_FASlike   ILAPFDESADGFVRAEGCGALVLSRKNCSFIPSLRRVYAEVLGWGINVAGK-TESLTMPS 

meta_2_contig00087_6_TRANS     RCFTFDQQADGFVPGEGVGVVLLKRHSDAKRDQDH-IYGVIRGWGINQDGA-TNGITAPS 

meta_2_contig00009_1_NRPS_PKS  HCRPFDHKAQGTYSGEGVGMVVLKPRAAAVHDGDH-IYAVIKGTAINNDGREKIGYTAPS 

meta_2_contig00158_1_CIS       RCKTFDAAADGMGRGEGCGMVVLKRLSDALAAKDP-VLAVLRGSAVQQDGR-SSGLTVPN 

meta_2_contig00196_1_Sup       QCKAFDASANGYVRGEGCGVVVLKRLSEAEADGDR-IWAVIRGAAVNHGGA-SVGLTVPN 

YP_001102988_EryKS2_Actinobact RCKPFSDEADGFGLGEGSAFVVLQRLSDARREGRR-VLGVVAGSAVNQDGA-SNGLSAPS 

ABK01326_Sup_Fieseler          QCKVFDASANGYVRGEGCGVVVLKRLQEAEADGDK-IWAVIKGSAVNHGGD-SVGMTVPH 

ABK01383_CIS_Fieseler          RCRAFDASADGYVRGEGGAMFVLQRLSDAQAQRRP-ILAVIRGSAMNHDGA-ASALTVPS 

ABK01395_NRPS_PKS_Fieseler     LCRAFDADASGTIFGNGVAAVVLKRMADAVEDGDD-IYAVIRASAINNDGDDKVAYTAPS 

AAW84182_Sup_Schirmer          QCKTFDASANGYVRAEGCGVVVLKRLSDAEADGDR-IWAVIRGSVVNHGGT-GVGLTVPN 

AAW84222_CIS_Schirmer          RCHTFDEAANGFAKGEGCGLLVLKRLADAERDGDR-ILAVIKGSAVNHDGE-SNGLTAPN 

AAW84203_NRPS_PKS_Schirmer     QSRAFDADASGTVLGDGVGVVALKRLEDAEAAGDH-ILAVIKGFAVNNDGNLKADYSAPS 

                         

                                  # 

meta_2_contig00239_6_NewType   GPAQEQVIRRAMERAGIEAEEVGYVEAHGTG----------------------------- 

meta_1_contig00008_3_FASlike   ENRQCQLLQQLIQNAEILGEDVVYVEAHGTGT---------------------------- 

meta_2_contig00087_6_TRANS     VDSQIRLEKDVYQRFGINPETISLVEGHGTGT---------------------------- 

meta_2_contig00009_1_NRPS_PKS  QDGQAEVIAAAHRQASVHPDSISYVEAHGTGT---------------------------- 

meta_2_contig00158_1_CIS       QQAQKALIREALENAGVKPAELSYVEG--------------------------------- 

meta_2_contig00196_1_Sup       TPALEEVMATALADAGVSPLEMDYVEG?-------------------------------- 

YP_001102988_EryKS2_Actinobact GVAQQRVIRRAWARAGITGADVAVVEAHGTGTRLGDPVEASALLATYGKSRGSSGPVLLG 

ABK01326_Sup_Fieseler          IPALEQVMGQALRDAGVTAAEVDYVEAHGTGT---------------------------- 

ABK01383_CIS_Fieseler          GPAQTALLREAWHAAGITADDLGYVEAHGTGT---------------------------- 

ABK01395_NRPS_PKS_Fieseler     VKGQEEVIAMALELAKATPDDIGYVEAHGTGT---------------------------- 

AAW84182_Sup_Schirmer          TPALEQVMEDALFQAGVDPLEVDYVEAHGTGT---------------------------- 

AAW84222_CIS_Schirmer          ALAQKRVIEQALQDAAVEPGHVGYVEAHGTGT---------------------------- 

AAW84203_NRPS_PKS_Schirmer     VQGQVEVVAAAQAMAWVNAETISYVEVHGTGT---------------------------- 

 

; 

end; 

 

Supplementary Figure S2: Active Site and Conserved Domains. In yellow 

are the conserved motifs where the primers attach. Two of three amino acids 

that compose the active site are marked with #. 


