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Figure S1. Histogram of KOG distribution of predicted proteins from 4. terreus ATCC 20541.
A total of 3,191 KOG groups were assigned to 6,689 A. terreus proteins using the webMGA tool with a cut-off e-value of 1e —5. KOG function
classification was divided into 26 classes (A-Z), which were assigned to four major groups including classification information storage and

processing (I), cellular processes and signaling (II), metabolism (III), and function poorly characterized proteins (IV).
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Figure S2. KEGG pathway analysis of 4. terreus ATCC 20541 genome.
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Figure S3. GO analysis of A. terreus ATCC 20541 genome (top 50).



— 0.005
ANI analysis

Total genome

Number of

Strain . contigs/ N50 (bp) GC (%) Isolation source Accession no. Reference
size (Mb)
scaffolds
NIH2624 29.4 27 1,912,493 52.9 A patient isolate GCA 000149615.1 -
45A 29.3 26 1,912,382 53.0 Soil, India GCA _001630395.1 Savitha et al., 2016
ATCC 20541 30.0 156 1,581,806 52.3 ATCC, USA - This study
Saint James Hospital .
M6925 31.8 35 4,133,337 52.2 . GCA_009834425.1 Palanivel et al., 2020
Dubline, Ireland —
w25 294 536 326,294 52.7 Inner root, Brazil GCA _002749855.1 -
ASM-1 30.7 199 1,140,755 52.4 Mutant of ML-44 GCA 015266375.1 Wu et al., 2021
ML-44 30.9 111 1,671,991 52.3 The gut of pacific GCA _015333565.1 Wu etal., 2019
oyster, China —
T3 Kankrej 28.0 13,340 3,497 52.1 Rumen, India GCA _002930435.1 -
ATCC 20542 30.4 9 4,253,827 52.2 ATCC, USA GCA _016808415.1 Ryngajtto et al., 2021
TN-484 29.7 24 1,952,528 52.5 Mutant of IFO6365 GCA _009014675.2 Kanamasa et al., 2019
IFO 6365 28.7 23 2,163,102 53.1 - GCA_009932835.1 Takahashi et al., 2020

Figure S4. Characteristics of complete A. ferreus genomes deposited at the NCBI database.
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Figure S5. Genome BUSCO assessments for eleven 4. terreus strains.

S: Complete and single-copy BUSCOs; D: Complete and duplicated BUSCOs; F: Fragmented BUSCOs; M: Missing BUSCOs.
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Figure S6. Comparison of the orthologous secondary metabolism in A. terreus strains.

Heatmap represents the presence (pink) or absence (gray) matrix of orthologous SM proteins predicted by antiSMASH v. 6.0.1 (fungal version)

(Blin et al., 2021). The dendrogram was generated based on hierarchical clustering analysis. X-axis: orthologous SM proteins; Y-axis: strain
clustering.
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Figure S7. Comparison of the core SM proteins in 4. terreus strains.

Heatmap represents the presence (pink) or absence (gray) matrix of orthologous A.
terreus NIH2624 core biosynthetic proteins associated with SMs in A. ferreus strains.
X-axis: orthologous 4. terreus NIH2624 core SM proteins (Romsdahl and Wang,
2019); Y-axis: strains.
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Figure S8. Sequence alignment of the lovB gene in A. terreus strains.
8



IV
1BGGTEGCTaLVVDS
1BGGTEGCTaLVVDS
1666TE6CTaLVVDS

PRI
LGPNP P VGRYDETDV:
A
LEPNPPVERYDETOV

1666TE6CTaLVVDS
Tatvvos
TaLvvos

LEPNPPVERYDETOV
LEPNPPVERYDETOY
LB PP PVERYDETOY
LBPNPPVERYDETOV

cavin
LG PP PVERYDETDY

cavii

N | BGG GG Taivyos

aGEvCEsYDVyL

KLILVETTRDE LDLIE
LI LVETTRDELDLEET

.
RDCDSDEEYMIS
RDCDSDEFYMI S TMMS T

| ; I

FG L LpGww, LS TMWR SML A TGENGY

£G L L e Gww LSP TMWR SMLH TG ENGY

£6L L P Gww Lsp TMWR SMLI TG ENGY
Usemwe sw nTG N

va
STmms T va

i G LiLveTT P L3P T S
ATCCOmAI I AGMGGSGLTNGATT11SARAPKQQQP L1 1GIMMGRAFANS LG Y INLFIGAFATFLLLYIQIFNRLPSTSDS TTDGTNRKRRWARGYLNQLDF L e gr LspTMWR SMLK
o Ao TNOAITILSARATKAQAPLLIO! ANSLOFYINLTIGATATELLLY! PSTSDSTTOGTNRKRRWARGYLN . Criivers i LSp T Sm L
e S Liivert i L Sp Tn S K TGNV EVE R DC oS0 CEYMI ST VA \TB TS SDk

£ m o - ) ) Jme
A lovE Pt 't ! R Pl o TRMSWI 5D LRQVSPTEEQMCVELBEVERSMLESVINDDETL LTS 67 LW,

NI202 love CoLIIIIIIIIIIi Lo oL i TPMSWI SD LrQvPPTGaMC VE LB EMERSMLGSVINDDETLLTSML AL GEELWVTRE \TMKSDDP LK
s ot R P Temswi s CVE LBtV ERSMLBSVTND D TLTSMLQL 66 LWV TRE \TMKSDOP LK
e Tomswi S

o I STomswisoL

ATCC20541 lovF GFAIMISLALEWGGSAYAWNSSVI IGLFCAAGVSLVLFGCWERHVGGAVAMIPISVASHRQVWCSCFFLGLFSGALLIFSYYLPIYFQAVKNVSPTMSGY w HH
o SERIMISTATERGG ST S o TeReY sewetvess s smmanvescrrterisent frvinvranvenverIe

Jett . IREROREEEORERR RN T T SRR L6 ncnivcsvrsiati cavserssan |75l GeTiwyEng Tmesoo

1 1 1 1 1 1 1 1 1 I 1 [ 1 ] 1 1 1 1 1 1 L L
e 222210 o Sl o KREVSLD CEEDN Ve N BBV | VBRI LEPFQOSQH LLALD IR TPGL

NIH2620 fouF - - - - - - il xREVSLD ERBBVIHVP R LEPFQDSQHLLRLDIRTPELL

WS lovF - TS FvsiLpLDP - s ey

s N o i o knEvS LDt bp s NPWTEDS

e Tl i o BVSLoLOPSRNPWTBDS R D

MCCoa lovt YWMLPG 1 GGQI VIA LV TGA L 1 GKTGYYVPWALASGTLVS 1 5AG Slamrcarr kREVSLDLOPSRNPWTED SR D

LTS CCa AV TeA T fexTaYTYPIALAS 122 e KREVSLDLDOPSRNPWTGDSR D1 VSVLDLYSMSDE

A1 lowt LIl Illurearr KREVS LD LDPSRNPWTBDSRDI\IVSVLDLYSMSDEKERDY \ERBGY I HVPR/\ESDS I NGGEEDGY L EPEQDSAHLLRLDIRTRGL

TR T DT, SR TR SO T RPN AT NN TP SRR TN ST TPUE JURE P A T, ]
p Sl e sl ol b PDKLPDOWYE ! QL E SNVIGE £ CLGVVTRLS £T

04 lowe B B . o R N . cSNVMBE £/ GvVIBLSET
25 love
megmne ow L

e

LIV G6SLFLTLTKLVFSNGLYSGLHQYAPTINAQEVTAAGATGFRQVVPAPLISRVLLAYSKGVDHAFYVAVGASGATFIFAWELAASTLASNYRNPQAGRP T
lovF SUFLTUTKLVFSNGLYSGLHQYAPTUNAQEVTAAGATGFRQVVPAP LISRVLLAYSKGVDHAFYVAVGASGATF I FAWELAASTLQSNYRNPQAGRP T
GGSLFLTLTKLVFSNGLYSGLHAYAPTLNAQEVTAAGATGFRQVVPAPLISRVLLAYSKGVDHAFYVAVGASGATF I FAWELAASTLASNYRNPQAGRP T

266 o v wBa L EsNvMBE e GvvTRLS T VB0 v e MW S VI TS R TNV YR 1

DKIEHLDHDHVESSRDSSEVDE | KT RTREKGVDVI
oklEH Lo[oHVESSRDSSEVDR 1« 1w THEKEVDY]

DUDHVES S RDSSEVOE I KTk T REKEVDY]
LLLMTFLSTRFLYHPGEVESARVRH
LLLMTFLSTRELYHPGEVESARVRH]
LLLMTFLSTRELYHPGEVESARVRH

EHRQRVQLPSSLWRMDNAR LR SDOVI

X GVPDSAFWSALSTGVI
vt EHRQRVQLPSSWRMDNAR LRSDOVI

GVPDSAFWSALSTGVI

EVETT GBS EKRNELL

DMSTRVRNVSE

v s VNS Essy

Gr
I

MasGaHVEK I vVTV;

masGanvexivvv

LpRYE
LpRYE

masGanvex i vvivieoo
masGavek i vvivieoo

[masGanvex i vvivieoollvivraErmp

TVRET:
IVRET

1 QG T
1 QoG
1 QDG T
1 QoG T

|
ENLPR I
ENLPRI

1 Naog T

| a0k RiopkaTsYvi BTG Gop e

DVDERVMLSS L VEVMES

| | !
DLEMVAS | BYV LariGvap LHE
bLgMvasiBYy Eqiani@BYap LiE
bLBMvas 1By v ETos vicr L@ 1 BYaP LiE
taniGvae i
LarigYar LiE
Lari@var LaE
Lari@Yap LHE
LariGvap Lie

LKDTHIQIPLSS PTRPVIVTE
LkDTHIQ 1vrg

INTRPGP HW 1 KNMRDPL R DNNG
LR DNNG

LR DNNG

LR DNHG

LR DNNG

P LRDNNG
LRDNNG

L DNNG

v
ul
i

£QMSPVCSPTART R PV
£QMSPVCSPTRTR PV
£a mspycspilprepily

T
SMEGLTDS EMS: RENVD I SVEELMES
SMEGLTDS EMS

RENVD I SVEELMEGRT |

wElvo 1 svEELmeRR
Ve gocu w1 swE@Tpsems rari (6 Byps .y wenyo Ve el

c s PNGYPENYDGHVETDA N AT LB TN

cvvianyel
v, .

£QU KL GWYETBAG
tqunLGwyETeaG
©afd L GwvF THQG
bavr L GwyirGas

S Vil KE&w
Svil e

1815Y 1R
-

i3
\6

LIRS
Al

LT R DR L
AL

LT

RoR s Vi kE@MLVE LS cNEVE

|
ReLDRsD
#@oeso

NUN DV 1 ¥
NEIN KDV 1 ¥
NN KDV 1 ¥
NEJS <oV 1 ¥

P R TGO R

oy e

VTS S N ST D NN oV LD ENS LRDPMIWY ECMLY PV

1GpHG |GG KA IMaLPEL seir8Epvo i NERRECc e vay

RQRKBPVHDLIGLQER LNLPL
RQRKEPVEDLIGLQER LN LD L
RQRKBPVEDLIGLQER LNLP L

QB VEDLIELQER LNLP L R SWHNVLRVSDLOWLRDRVVESH I L1 oBece

PDQSLGSQOWRELVHS I T
Po@sLEsqowarfLvis T
Qowa kf L VHS | T

! N
VRVD1DP:

HCTGL

o KN oW vavemoar
o KN oW vaBemoarl
D KNDWT € HC 181 VR VD1 DaR
o < NWT vevembar
o KNOWT vRvEmbar
b Nowr yrvemoar

DML R/
®omL & a;
® oML & o
R DML R

R oML R
R DML R
R DML R
oML R

a
a
a
o

1ssRL
i SsRL

bLe

bLe wisascsiiviovivioe

| |
VNPGWLEKTLGTE I QERE 1B 1
view e TG 1 QK HE BV
VNPBWLEK T LTI QERE 8L LE
VNPGWLEKTLBTE Qe (B
VNPBWLEKT LTS QEHE 8L 1
VNPBWL ek T LT QENE 8L 1
VNPBWL ek T UGBTI QENE B 1
VN pGwLE T BB a6

SGHL

EGLvEas
pvme CcBLvEas

Figure S9. Sequence alignment of the /ovF gene in A. terreus strains.
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