(a)

Partital Cyp51sequence . .......................... FVAFVILSVVLNVANQ I LLKNPNEPPVVEHLFPLIGSTVEYGIDPPRFFKKMRA 54
Cyp51 sequence by WGS MGVFQQA | EPLQEAFQQLG | ASQVGVAFVAFV I LSVVLNVANG | LLKNPNEPPVVFHLFPLIGSTVEYG IDPPRFFKKMRA 81

KYGDVFTFILLGKKTTVCVGTKGNDF | LNGKLREVNAEE I YTVLTTPVFGRDVVYDCPNAKLMEQKKFMKASLTTDAFRSY 135
KYGDVFTFILLGKKTTVCVGTKGNDF | LNGKLREVNAEE IYTVLTTPVFGRDVVYDCPNAKLMEQKKFMKASLTTDAFRSY 162

VPIITGEVQNYFKNNPNFKGNSGTMNVAKAMAQITIFTASHSLQGKE I RDQFDETLADLYHDLDMGFTP INF | LHWAP LPW 216
VPIITGEVQNYFKNNPNFKGNSGTMNVAKAMAQ ITIFTASHSLQGKEIRDQFDETLADLYHDLDMGFTP INF | LHWAPLPW 243

NKKRDHAQRTVAKIYMNT IKKRREEGRTEGLDVMSRLMNS TYKSGVKVPDHE | AHMMI ALLMAGQHSSSSTSAWIMLRLAG 297
NKKRDHAQRTVAKIYMNT | KKRREEGRTEGLDVMSRLMNS TYKSGVKVPDHE | AHMMI ALLMAGQHSSSSTSAWIMLRLAG 324

NPHIMEELYQEQVRVLGADLPPLQYEDLAKLPLNQA| | KETLRMHAP I HS IMRAVKSPMPVPGSKWVIPTSHTLLAAPGLS 378
NPHIMEELYQEQVRVLGADLPPLQYEDLAKLPLNQA| IKETLRMHAP IHS IMRAVKSPMPVPGSKWVIPTSHTLLAAPGLS 405

ASDPQYFPNPDLWDPHRWEQDSPNAPTIVRQE I EEDDEKIDYGYGLVSKGAGSPYLPFGAGRHRC IGEHFANVQLQTIVAN 459
ASDPQYFPNPDLWDPHRWEQDSPNAPTIVRQEI EEDDEK IDYGYGLVSKGAGSPYLPFGAGRHRC IGEHFANVQLQTIVAN 436

IVRMFKFRNVDGSNT I IGTDYQSLFSRPLEPC---------- 401
IVRMFKFRNVDGSNT I IGTDYQSLFSRPLEPCNIHWELRDEA 528

(b)

Partital Fks1 sequence
Fks1 sequence by WGS

NYRKWYFAAHLDLDDAVGF ANMKGKGLRRSRKKKKKNDEEGQTEAE | LQGMEGDDSLEAAEYRWKTRMNRMSQHDRVRQ | ALYLL 340

-------- RFMPECLCF | FKCADDYLNSPACQNLVEPVEEFTYLNNVITPLYQY IRDQCYEILDGVYVRREKDHNQTIGYDDCNQ 77
CWGEANQVRFMPECLCF | FKCADDYLNSPACQNLVEPVEEFTYLNNVITPLYQY IRDQCYEILDGVYVRREKDHNQTIGYDDCNQ 425

LFWYPEGIER|VMEDKTRLVD I PPAERYLKLKDVVWKKCFFKTYKETRSWFHLLVNFNRIWI IHLTMFWFYTSHNAPSLVLGSAY 162
LFWYPEGIER|VMEDKTRLVD I PPAERYLKLKDVVWKKCFFKTYKETRSWFHLLVYNFNR IWI IHLTMFWFYTSHNAPSLVLGSAY 610

KQRENNQPPASKQWSVVA | GGAIAALIQILATLAEWAYVPRRWAGAQHLTKRLLFLIVIFVINVAPSVYIFGFKEPILKENIAKI 247
KQRENNQPPASKQWSVVA | GGAIAALIQILATLAEWAYVPRRWAGAQHLTKRLLFLIVIFVINVAPSVY|FGFKEPILKENIAKI 595

LGIVAQFF IALATFLFFSVMPLGGLFGSYLTKNSRRYVASQTFTASYPRLRGNDMAMSYGLWL I VFGIKFGVSYAYLTLSFRDPIR 332
LGIVAFFIALATFLFFSVMPLGGLFGSYLTKNSRRYVASQTFTASYPRLRGNDMAMSYGLWL | VFGIKFGVSYAYLTLSFRDPIR 680

YLSIMDIQCHGDALFGKVLCENQPS | LLGLMAFTDLLFFFLDTYLFYVLANTLFSFARSFYLGSSLWTPWRNVYARLPKRIYSKI 417
YLSIMDIQCHGDALFGKVLCENQPS | LLGLMAFTOLLFFFLDTYLFYVLANTLFSFARSFYLGSSLWTPWRNVYARLPKRIYSKI 765

LATTOME I KYKPKVL | SQIWNAIVI|SMYREHLLAIDHVQKLLYHQVPSEQEGKRTLRAPTFFVSQEDHSFKTEFFPAHSEADRRL 502
LATTDME IKYKPKVL | SQIWNAIVISMYREHLLAIDHVQKLLYHQVPSEQEGKRTLRAPTFFVSQEDHSFKTEFFPAHSEADRRL 860

SFFAQSLSTF I PEPLPVDNMPTFTVL IPHYSEKILLSLRE!| IREDEPYSRVTLLEYLKQLHPHEWDCFVKDTKI|LADETSQFNGD 587
SFFAQSLSTP|PEPLPVDNMPTFTVL IPHYSEKILLSLRE!| IREDEPYSRVTLLEYLKQLHPHEWDCFVKDTKI|LADETSQFNGD 935

YEKNEKDSAKSKIDDLPFYCIGFKSSAPEYTLRTR IWASLRSQTLYRTVSGFMNYSRA IKLLYRVENPEVVQMFGGNSDKLEREL 672
YEKNEKDSAKSKIDDLPFYCIGFKSSAPEYTLRTR IWASLRSQTLYRTVSGFMNYSRA IKLLYRVENPEVVQMFGGNSDKLEREL 1020

ERMARRKFKLC | SMQRY AKFKKEEMENAEFLLRAYPDLQIAYLDEEPPLVEGEEFRIYSAL IDGHSE IMENGMRRPKFR | QLSGN 757
ERMARRKFKLC | SMQRY AKFKKEEMENAEFLLRAYPDLQIAYLDEEPPLVEGEEPRIYSAL IDGHSE IMENGMRRPKFR | QLSGN 1108

PVLGDGKSDNQNHSL | FYRGEY I QL I DANQDNYLEECLK IRSVLAEFEEMKVENVSPYTPGVKNFMTSPVA|ILGAREY IFSENIG B42
PVLGDGKSDNQNHSL | FYRGEY QL I DANQDNYLEECLKIRSVLAEFEEMKYENVSPYTPGYKNPMTSPVAILGAREY |FSENIG 1190

ILGDVAAGKEQTFGTLFARTLAQIGGKLHYGHPDILNG | FMTTRGGVSKAQKGLHLNED | YAGMNAVLRGGR | KHCEYYQCGKGR 927
ILGDVAAGKEQTFGTLFARTLAQ | GGKLHYGHPDILNG | FMTTRGGVSKAQKGLHLNED | YAGMNAVLRGGR | KHCEYYQCGKGR 1275

DLGFGSILNFTTKIGTGMGEQML SREYYYLGTQLPLDRFLSFYYAHAGFHINNMF IMLSVAQMFMLTLLNLGALRHET | PCNYNRD 1012
DLGFGSILNFTTKIGTGMGEQML SREYYYLGTQLFLDRFLSFYYAHAGFHINNMF IMLSVQMFMLTLLNLGALRHET I PCNYNRD 1360

VPITDALLPTGCANTDALTDWVYRCVFSIFFVAFLAF | PLVVQEMTERGFWRAATRLAKQLFSFSLFFEVFVTQIYANSVQQDLS 1097
VPITDALLPTGCANTDALTDWVYRCVFSIFFVAFLAF | PLVWVQEMTERGFWRAATRLAKQLFSFSLFFEVFVTQIYANSVQQDLS 1446
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NNNTSEEPTGAPSGSADDTAQDTEEEDDSLKFLVI 1906

Figure S1. (a) Amino acid sequence alignment of published partial sequence of
Cyp51 (MH120874.1) of L. prolificans and Cyp51 homologous protein sequence
(Accession number: PKS10573.1) from L. prolificans strain JHH-5317 whole genome
sequence data (NLAX01000008.1). (b) Amino acid sequence alignment of published
partial sequence of Fksl (EU337013.1) and Fksl homologous protein sequence
(Accession number: PKS10859.1) from L. prolificans strain JHH-5317 whole genome
sequence data. One hundred percent conserved residues are written in black.



Table S1. List of oligos used in this study

Primers Sequence Purpose

CYP51-F1 TCGACCTTACCCTATATAGGATGAGCT
CYPS51-R1 CCGTGATCCACGCCATGTCT PCR and Sequencing for
CYP51-S1 TAATGATAGGGACGTAGCTGCG CYP51 gene
CYP51-S2 GAGCCGTTTGATGAATTCCAC

UTR-F1 TGGAGAGGCTCAATGGCCTGT

UTR-R1 CTTGCTAGCATCCAGGGTGACT PCR and Sequencing for

UTR-S1 TACAGTGACATCCCGGATAGC CYP51 gene 5' UTR

UTR-S2 TGCTCAACGTCCATACTTGC

FKS1-F1 GCCTTTCAAGTGTCAAGAACCGACT

FKS1-R1 GCGATGAAGAATTGAACTATGCCAAGT

FKS1-F2 CAAGGAACCGATTTTGAAGGAGAACAT

FKS1-R2 CCGATCTTGGTCGTGAAGTTGAGAAT

FKS1-F3 GTGATCTCGGATTCGGCTCCAT PCR and Sequencing for
FKS1-R3 CTGGTCCGATTATCATTGACCGTCAT FKS1 gene
FKS1-S1 ATAGCGCTTGGTTCGGTGTC

FKS1-S2 GAATGATCCTCTTGGGAGACG

FKS1-S3 CAAATCGCTTACCTGGATGAGG

FKS1-S4 AAGGATTCAACTTCGCGAGG




