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Phylogenetic tree of the 102 full-length PKSE sequences from confirmed and

Figure S1.
The PKSEs from 9-

predicted 9- and 10-membered enediyne biosynthetic machineries.
membered enediyne (red) and 10-membered enediyne (blue) biosynthetic machineries show
local, but not global, differentiation. Except for the 12 known enediynes (denoted by asterisks),
the core size of each enediyne is predicted.” The three TEs, SgcE, DynE8, and CalE8 (denoted
by black boxes), are marked with an asterisk. The sequence alignment was made with ClustaWw,
and the phylogenetic tree was constructed using the Maximum Likelihood method in MEGA

7.0.18°
(= = ]
w wn w
o @D F N
s % 88 g o
) Dég,-. L Lk &
Q < < LS
Q i 5? D -
% 2% cefgso 8
R e SEeFdESS
RSP £ 2 L H T
%, o@r.%\o%ﬂ% a8 ey Ué‘%@@@
o‘%x\{ﬂ"o *5‘?.’9%%. ...QQJ@ v
%A\ )0 ‘%}% ?'.. o [ ]
~ Qp i <
4 L P NERS &} 2
., .'\/} AV el
¥ % 0y 0% ‘ g
n *, % @0
% & ® % ® <2 @3«6
SR, 7. e @ & a8
aﬁ’,q 06‘9;:.3, ® % T ()63
OFTO‘?H@ . S .da’aoﬁﬁaﬁ e Al
WA10? 3’329;- ] .C cP
T 6 00 A B
Cai7 192 0253, ® ®° Ro
N 08 &5: Tog 400 ‘.-(SP\'D“”'B
7430205 g ° @ CE00T?
Al
ORI 1840 [ 100 400 .0902“5
C791 1376 ® 100 .TsR10261
AmyalDRAFT 0378 g 100 @ TSRI0395
DV20 28402 ™ 400 5 o ® SOAVpi23;
p.ngDRAFTﬂ? b “?09 ® SCLAV b1 35,
Dmﬁ%ﬁ‘as‘. 00 109 ® Sros gggg
59 ®Cyp
31 & 8% 15
o s @ ¥ o700 " @Spoe
Al P 9 % [og OF %
GORMY oot @ & ® 43,
A e e 05 DR,
D 0eo R % Sap, Er
G@lbb%% L M A 0, %GD’% 025,
0?&?‘ ()’\ A . ‘DG .: 45’{0,0 * 44 ?7
< E)
2o € & .‘ & £ &, My, g,
3 e ®, %
NA & & el A
@ & . 7 P \ %, @,
S o0y IS £ L8 o % %, B
& T % o5 5 22\ 22 0¥ 2 5% o,
SRS SIS 4 =2 o Sg\ < AN O,
e@é@@@éfé?& é‘f«'-. = 2 05\ @ {90’2’&; K
p¥ ~ ok e a® > G, B D
C?(f'o% cgéx*&fgaaé:‘({é‘gh‘.k.......:; '{‘od‘%u‘% QZ)?{O ’b@%@?
'e) o e I e I -1 = Q7
ar J 4‘ n =N o oc-a @ 2L % b
§ FFIpEEEEdaieiginy <
FO SSPERLELRBrToOo R B %
T A & © LLOoogy? - %
& S -3 z* g °
[ Q %
g 5 8 @ ”
% g 8 <



Figure S2. (A) Chromatogram of the analysis of SQcE10 by gel filtration. The protein exhibits a

elution volume of 74.2 ml (B) The apparent molecule weight of SQcE10 is estimated to be
79.1kDa, suggesting that the protein (calculated molecular weight of 18.0 kDa) is tetrameric.
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