meta 2 contig00239_6 NewType  —————————————————————— oo RLALEVAYEVLMQA----R

meta 1 contig00008 3 FASlike  ————————————mm——ommmmm o QORLWLLEVAHEALSDANINPD
meta 2 contig00087 6 TRANS ~  ———==—————mmmmmm oo AMDPQORVFLENCWRCIEDSGLNPF
meta_ 2 contig00009_1 NRPS_PKS —————————————————————————— o AMDPQORVLLECAWTALEDAGYAPQ
meta_ 2 contig00158_ 1 CIS SSGLTVPNQQAQKALIREALENAGVKPAELSYVEGAMDPQORVVLEVGWEALEYAGLAPD
meta_2 contig00196_1 Sup = =  —=—=———————-———o—— oo MLETSWEALEDAGIDPE
YP_001102988_EryKS2 Actinobact LMASDAAGTRAHGNFMAGAGDFDAAFFGISPREALAMDPQORQALETTWEALESAGIPPE
ABK01326_Sup_Fieseler = = —=—————————omommmm———————————— o AMDPQORVMVETSWRALEDAGIDPL
ABK(01383_CIS_Fieseler = = —=—————————————m—m———m———————— o AMEPQORLLLELSWQALEDGAFDPS
ABK01395 NRPS_PKS_Fieseler =  —————————————————————mmmmmmmmmm o AMDPQORIFLETALTALEDAGYNPD
AAW84182 Sup_Schirmer = = —-----mmmm—mmmm AMDPQORVMLEVSWQALEDAGIDPD
AAW84222 CIS_Schirmer = —=—————————mmmmmmm AMDPQORLLLEVSWEALAHAGQDVS
AAW84203_NRPS_PKS_Schirmer = - —----—-————————mmmmmmmmmmm oo AMDPQORVFLECCWHALEHAGYPPS
meta 2 contig00239 6 NewType ALDQONAVGVFGALMVSNDLQRRVA-—-——-—— SPF-——-—- SAAGGSPAILSNRVSYALGLW
meta 1 contig00008_ 3 FASlike QLAGQKVGVEFVGSGIAEYQAMAFG-—--———— DPLNITQHTMSGNSLAVIANRLSYFLNLD
meta 2 contig00087_6_ TRANS LLSGSTCGVEFVGCATGNYGQLMNG——--————-—— DVLNAQGLMGGSPSILSARISYFLNLK
meta 2 contig00009_ 1 NRPS PKS GEA-LAVGVWAGSSISTYLLFHLFNRGGVG-TLPG-GFRTLMHNDKDYLATRVAYKLNLK
meta 2 contig00158 1 CIS SLVGSRTGVEFVGITASDYLHESLN-—-——---— DLDNADPHMTTGNVLNFAAGRLSYLLGLQ
meta 2 contig00196_ 1 Sup GLRESRTGVYTGISNDEYRMLVVDS---SKPAEAAGCLYALSGTNLNGASGRVSFVLGLE
YP_ 001102988 EryKS2 Actinobact TLRGSDTGVEFVGMSHQGY-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 GPSMTVDT
meta 1 contig00008_3_ FASlike GPSMTVDT
meta_ 2 contig00087_6_ TRANS GPCLAIDT
meta_ 2 contig00009_1 NRPS_PKS GPAMTVQT
meta_ 2 contig00158_ 1 CIS GPCMAVDA.
meta_ 2 contig00196_ 1 Sup GAAKAVDA.
YP_001102988_EryKS2 Actinobact GPALTVDT
ABK01326_Sup_ Fieseler GPSKAIDA
ABK(01383_CIS_Fieseler GPALTVNT
ABK01395 NRPS PKS Fieseler GPSMALGTG
AAW84182 Sup Schirmer GPAKAVD,
AAW84222 CIS_ Schirmer GPSMVIDT
AAW84203 NRPS_PKS_Schirmer GPSLSVQTS

SSSLVAIDAASKAIN-NRDCEIAVVVGVNLLQSMEAYAAKCAAGMLSRKG
SAGLTAFHLACQSLM-SGECDAAIVAAVNVLLGPSPFVGFSQAKMLSPRG
SSSLVAIAEACNSLTFQRTSDLALAGGVGVLLGPSMHIMTSKAGMLSKDG
STSLVAVHEACQSLL-AGECAMALAGGVSINLPQVSGYTYVEGDILSPDG
SSSLVTVHLACQALR-NREADLALAGGVNLILSPYGTVLVSKTRTLAPDG
IASSMVSVHDAVADLQ-QGKADLATAGGVQAILNGRIYELRADSMMLSPDG
SSSLVALHTACGSLR-DGDCGLAVAGGVSVMAGPEVFTEFSRQGALSPDG
IASSLVAVNDAVSDLQ-RGKTDMAIVGGVONILSGHVFKIRADAGILSPDG
SASLVSLHLACEALR-SGRTDAALAGGVNLMVSSDSTVRLAQLRALSPTG
SSSFTAMHTAIKNLK-TYDCDVAVVGGANVKLPQKSGYLYRRGGINSPDG
SAMVAINDAVADLQ-QGRANLATAGGVQAILNGRIYELRADAMMLSADG
SSSLVALHLAVGSLR-SGESDLTIAGGVDLMLTPESYIALSKLRALSVDG
STGLVAIATACQALL-AGQCDVALAGASSLTFPQG-GYQYLEGFVNSHDG

meta 2 contig00239 6 NewType RCATFSDQADGYSPGEGCAAIVLKPLONALEDDDG-VWGILHGSAVNQDGR-TATLTAPN
meta 1 contig00008 3 FASlike ILAPFDESADGFVRAEGCGALVLSRKNCSFIPSLRRVYAEVLGWGINVAGK-TESLTMPS

meta 2 contig00087_ 6 TRANS RCFTFDQQADGFVPGEGVGVVLLKRHSDAKRDODH-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
ABK(01383_CIS_Fieseler RCRAFDASADGYVRGEGGAMEFVLQRLSDAQAQRRP-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 GP.
meta_1 contig00008_3_ FASlike EN

EQVIRRAMERAGIEAEEVGYVEAHGTG=~—=============—————————————
COLLQQLIQNAEILGEDVVYVEAHGTGT -~ =============—————————————

meta_2_contig00087_6_TRANS VDS@IRLEKDVYQRFGINPETISLVEGHGTGT ~———=====—=====—————————————
meta 2 contig00009 1 NRPS PKS QDGEAEVIAAAHRQASVHPDSISYVEAHGTGT-———=-—--=———=—-—————————————
meta 2 contig00158 1 CIS QOABKALIREALENAGVKPAELSYVEG=—===-—=——————————————— oo
meta 2 contig00196 1 Sup TPAEEVMATALADAGVSPLEMDYVEG?——==——=————— === ——————— o

YP_ 001102988 EryKS2 Actinobact GVABORVIRRAWARAGITGADVAVVEAHGTGTRLGDPVEASALLATYGKSRGSSGPVLLG
ABK01326_ Sup Fieseler IPABEQVMGQALRDAGVTAAEVDYVEAHGTGT-—-——————————————————————————
ABK01383 CIS Fieseler GPARITALLREAWHAAGITADDLGYVEAHGTGT-—-—-——-—-————————————————————
ABK01395 NRPS PKS Fieseler VKG@EEVIAMALELAKATPDDIGYVEAHGTGT---————-—————————————————————

AAW84182 Sup Schirmer TP
AAW84222 CIS Schirmer AL
AAW84203 NRPS PKS Schirmer VQG|

EQVMEDALFQAGVDPLEVDYVEAHGTGT -~ ——————————————————————————
KRVIEQALQDAAVEPGHVGYVEAHGTGT -~ ——————————————————————————
EVVAAAQAMAWVNAETISYVEVHGTGT - ———-———-———————————————————

énd;
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 #.



