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Talaromyces stipitatus
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Figure S1. 'H-NMR and *C-NMR spectra of Talarodioxadione 1 (CDCl; 600 and 150 MHz).
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Figure S2. HMBC spectrum of Talarodioxadione 1 (CDCl; 600 MHz).
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Figure S3. 1D-NOESY spectrum of Talarooxime 5 (DMSO-d, 600 MHz).
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Figure S4. HMBC spectrum of Talarooxime 6 (DMSO-d,; 600 MHz).
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Figure S5. 'H-NMR spectrum of Talapolyester G 2 (CDCl; 600 MHz).
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Figure S6. 'H-NMR spectrum of 15G256a 3 (DMSO-d; 600 MHz).
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Figure S7. PC-NMR spectrum of 15G256a 3 (DMSO-d,; 150 MHz).
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Figure S8. HSQC spectrum of 15G256a 3 (DMSO-d; 600 MHz).
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Figure S9. HMBC spectrum of 15G256a 3 (DMSO-d, 600 MHz).
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Figure S10. '"H-NMR spectrum of 4 (DMSO-d; 600 MHz).
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Figure S11. 'TH-NMR spectrum of 6 (CD;CN 600 MHz).
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Job Title emb|CAB3277415.1 Filter Results Job Title emb|CAB3277416.1| Filter Results
RID HFSEGE1X013  Search expires on 08-15 23:31 pm  Download All v | s RID HG22D80901R  Search expires on 08-16 02:15am Download All v —
o o only top 20 will appear - o only top 20 will appear L Jiexduce)
Program BLASTP @ Citation v Program BLASTP @ Citation v
- Type common name, binomial, taxid or group name ‘
Database o See details v ‘+VP group Database S . Type common name, binomial, taxid or group name
Add organism =+ Add organism
Query ID CAB3277415.1 Query ID CAB3277416.1 Men2
Description Men1 [Menisporopsis theobromae] Percent Identity E value Query Coverage Description Men2 [Menisporopsis theobromae] Percent Identity E value Query Coverage
Molecule type  amino acid ‘ ‘ to ‘ ‘ ‘ to ‘ ‘ ‘ ‘ to ‘ ‘ Molecule type  amino acid ‘ ‘ to ‘ ‘ ‘ to ‘ ‘ ‘ ‘ to ‘
Query Length 2598 Query Length 2186 »
Other reports  Distance tree of results Multiple alignment MSA viewer (2] m Other reports  Distance tree of results Multiple alignment MSA viewer @ m
Graphic Summary Alignments Taxonomy Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download Select columns ' Show e Sequences producing significant alignments Download ¥ [ Select columns ~ Show e
select all 10 sequences selected GenPept hi Distance tree of results ~ Multiple alignment [EMSA Viewer select all 10 sequences selected GenPept Graphics Distance tree of results ~ Multiple alignment EE§MSA Viewer
. . Max Total Query E Per. Acc. . § Max Total Query E Per.  Acc.
i Descripti Scientific N i
Descripion Scienific Name. Score Score Cover value Idemt Len  Accession e e e Score Score Cover value Ident Len  Accession
[ TpeA polyketide synthase, putative [T: stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 3048 3048 99% 0.0 59.07% 2521 XP 002488696.1 ] [TpeB polyketide synthase, putative [T: stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 3073 3073 99% 00 66.82% 2200 XP 002488697.1
polyketide synthase, putative [T: stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 409 898 50% 1e-114 48.13% 3725 XP 002478535.1 polyketide synthase, putative [Talaromyces stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 1072 1072 98% 0.0 31.97% 2125 XP_002483594.1
polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 404 889 81% 5e-113 47.37% 3968 XP_002486701.1 conidial pigment polyketide synthase PksP/Alb1 [Talaromyces stipitatus ATCC 10500]  Talaromyces stipitatus ATCC 10500 1032 1032 97% 0.0 3231% 2142 XP 0024818821
polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 374 811 59% 4e-104 45.91% 2900 XP_002483871.1 polyketide synthase, putative [Talaromyces stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 1012 1012 91% 0.0 3219% 2157 XP_002478062.1
polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 389 1034 85% 6e-109 43.38% 2368 XP_002488004.1 polyketide synthase, putative [Talaromyces stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 928 928 77% 00 3331% 1786 XP_002482902.1
polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 340 822 79%  8e-94 41.94% 2347 XP_002480264.1 polyketide synthase, putative [T: stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 888 888 77% 00 31.85% 1809 XP 002482968.1
polyketide synthase, putative [ )| Talaromyces stipitatus ATCC 10500 353 876 81% 8e-98 40.60% 2432 XP_002478229.1 polyketide synthase, putative [Talaromyces stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 823 914 94% 00 31.85% 2051 XP_002483004.1
malonyl CoA-acyl carrier protein putative [Tz stipitatus ATCC 10500] stipitatus ATCC 10500 39.3 393 2%  0.020 39.68% 2086 XP_002479408.1 polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 634 634 87% 0.0 27.30% 2104 XP_002486858.1
polyketide synthase, putative [ stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 294 294 16%  8e-80 38.62% 2635 XP_002339967.1 polyketide synthase, putative [Tz stipitatus ATCC 10500] Talaromyces stipitatus ATCC 10500 543 543 51% 6e-160 31.45% 1989 XP 002478017.1
polyketide synthase, putative [ stipitatus ATCC 10500] stipitatus ATCC 10500 299 421 33%  1e-81 38.22% 1786 XP_002482902.1 polyketide synthase, putative [Talaromyces stipitatus ATCC 10500] stipitatus ATCC 10500 478 478 78% 1e-138 26.48% 1879 XP_002340065.1

Figure S12. The result of protein Blast searches of Men1 (left) and Men2 (right) amino acid sequences against Talaromyces
stipitatus protein database.
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Figure S13. The amino acid sequence and domains of TpeA which were identified using SMART as follows: KS (green),
AT (pink), DH (yellow), ER (cyan), KR (orange) and ACP (red).
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Figure S14. The amino acid sequence and domains of TpeB which were identified using SMART as follows: SAT
(yellow), KS (green), AT (pink), PT (cyan), ACP1 (red), ACP2 (red) and TE (orange).
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TpeA (DH) Q[SDGVKKALLVTDIEELLLDASI---SHTPGARLQTSAR---SSRLGFREMLADVTVSPTASN

Menl (DH) RDGRVKRALMVTQIDELLVDATI---PFAPGSRLLTSAS---AARQGFREIKADAFMLERASE

Amph17 (DH) L[DAVAWDGLVLHAAHPVLLRVRL----TATGDDTWALEA---TDPQGGPVLSVASVTLIGATVA

Non-functional DH -4 Amph18 (DH) GEPAAFEGLTLHATGATALRVRL----STTGPDTVDLTA---VDPAGNLVLTAETVRLIGTPDG

Nys17 (DH) L[DALGWRGLALHAASATALRVRL----TPDGTDTWALEA---TDPQGAPVVSVTGLTLGIPTV

Ave7 (DH) RVPAVWGGVSLHRAGVTGVRVRVWAVGRGGGREAVSVVV - - -GDEAGVPVASVDRLELRPVDM

_ RifS (DH) RVD--WFEVSIADSAVPANIEVV----EAFGEEPLELTGRVLEAVQTWLVTAADDARLVIVTR

. Rif10 (DH) RLPFAWNGLRLHAAGASVLRVRV----AKPERDSLSLEA---VDESGGLVVTLDSLVGRPVSN

Functional DH {Ery4 (DH) KILPFAWNTVTLHASGATSVRVVA----TPAGADAMALRV---TDPAGHLVATVDSLVVRETGE
LPFXW R

Figure S15 : Protein sequence alignment of the predicted site in DH domains for ACP interaction of TpeA and other functional and
nonfunctional DH domains including Menl and modular HR-PKSs such as Amphl7 (AJE44526) and Amphl8 (AJE39059) from
Streptomyces nodosus, Nys17 (AAF71767) from Streptomyces noursei ATCC 11455, Ave7 (BAA84478) from Streptomyces avermitilis, Rif5
(AACO01711) and Rif10 (AEK39124) from Amycolatopsis mediterranei S699 and finaly Ery4 (CAMO00064) from Saccharopolyspora erythraea
NRRL 2338.
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Table S1. The similarity of TpeA domains to their counterparts in Men1.

Domains Size (aa) Similarity to Men1 domains E-value

KS 428 79.72% 0.0

AT 318 76.49% 5e-170

DH 302 50.00% 2e-89

ER 313 42.54% 2e-85

KR 181 77.90% 2e-93

ACP 85 70.59% 7e-32
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Table S2. The similarity of TpeB domains to their counterparts in Men2.
Domains Size (aa) Similarity to Men2 domains E-value
SAT 241 73.75% 7e-113
KS 376 79.79% 0.0
AT 320 68.75% 4e-159
PT 318 58.62% 5e-134
ACP1 67 64.18% 3e-27
ACP2 65 83.08% 8e-36
TE 262 78.16% 4e-132




