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Fen TE ADGATGRADSGIADLYWSANDAGHYEARTCGLERAVALTRFARDEDTADEHAPEFLELARG &0
Avea TE @~ ——-——- REIEESMRLI : 48
DEBS TE SGTPAREASSALRD el
Tyl TE TGAAPADAGSGLPALYREAVETGRAAEMAETOARN SEFRFARGTATEQEVALNEFEADGAE o0
Ken TE DAR-FAIMCLEPSESFASGEHEYARFARLL R ——-GDEEVNALEBEBGELDEUATLEATVIALY 11¢
Avas TE ETE-FALECLPTVARYS SV Y SEFAAGLN——-GHEDAVWYVRAPGELEGEPLE=GTGAVT 104
DEBS TE EV-——TVECCAGTAATSGEPHEETRLAGALE -——-GIAPVEAVEQPEGYEESE FLESSMARVA 114
Tyl TE DTGLELLMGCAGTAVASGEVEETATAGALADLFRAAAPMAALPOPERTL.FEERVEATEFEALE 120
¥en TE AAHAHRLATDGPGTAPVLVERSAAGWIAEALARRREAESRPARATNTLLATESE-DALABE 175
Asea TE EMFRDATVEF TDGAREALAGHSAGCNE VY AYVTSERFETGVEREAVRTMRAYMT.BIDCTIAP- 163
DEBS _TE AVOADAVIRTGDEEFVVAGHSAGRIMA Y ALATELLDEEHFEREGVFLIOVEPBGHODAMN 174
Tyl TE EAQREALLEYAAGREFVLLGHSAGAIMARALTRELEANGSSPACLFLMDIYTERADEGREMG 150
Fen TE DWVETAMTREATSGRESALVLENETREARTGCY DRI FTGRNARSFLETET RLVERLRBEFFSTE 235
Aves TE ——VASALTSEIFDEVTQEVIDVDY TREVANMGCHFRI FSGWSEPDL T TRARE LEGER ————- 216
DEBS TE -AWLEELTATLEDE--ETVRMDDTRETETLGAN DR TCONRERE TGLEBTLLY SAGREMG—— 223
Tyl TE ~VWENDMPQWVWEE--SDI FPDDERETAMGAYHET.L.LDWSETEFVEARYVEHLEAARFMG—— 235
Ken TE LLGLAFREFGONTARNEFSEDAVTVEETHER T TLERRSADTRGAME Z75

Avaszs TE ————zEQM---PPEMGVERTVLD IQGNEFTMIEQFRDSTREHED 253

LEBS_TE --FWE--DDSWEEFTMEFERD TVAVEGDHETMVOEHATATARHID 269

Tyl TE ——DWFPGDTGNGSENDGART TAG I PENEETMMTEHRSADARTMH 277

Figure S1: Sequence alignment of the kendomycin TE and macrolactone-forming TEs from other PKS
systems (Ken, kendomycin synthase; Aves, avermectine synthase; DEBS, 6-deoxyerythronolide B
synthase; Tyl, tylactone synthase). Many of the conserved residues identified by Stroud et al.’ (high-
lighted in grey) are presumably important for maintaining the TE fold, forming the active site and lining
the channel as well as interacting with the ACP domain.



Table S1: Plasmids generated in this study.

Plasmid Fragment Recipient vector

pKenl4 17.5 kb Xhol/EcoRI fragment  Xhol/EcoRI pBluescript Il SK

from cosmid F10 +

pKenl5 5.3 kb EcoRI/Xhol fragment  EcoRI/Xhol pBluescript Il SK
from cosmid F3 +

pKen22 4.3 kb Mlul fragment BssHII pBC SK +

from cosmid D11
pKen24 2.1 kb Mlul/Xhol fragment Mlul/Xhol pCR-XL-TOPO

from cosmid D11

pKen26 4.1 kb Bglll fragment BamHI pBC SK +
from cosmid A7

pKenl8 14.5 kb EcoRlI fragment EcoRI pSET152
from cosmid F3

pKen19 1.25 kb PCR product pCR2.1-TOPO

generated with the
oligonucleotide pair
Kenl4/Kenl5 and cosmid H4
as template
pKen4l 1.3 kb EcoRlI fragment EcoRI pKC1132
from pKenl19




