Table S1. Primers used in this study

Primer Sequence 5'-3’

FAS1pN5 Forward GGTACCGAACGACACCCTAAAGAATTC
FAS1pNS5 Reverse GGATCCATTGTGGTTTGTCACGGTCCG
FAS1pN3 Forward CCTGCAGGAAGAGTAAGATGGCGTCGTGA
FAS1pN3 Reverse GCATGCCGCTCCTTTCCCAACCAAATT
FAS1A Forward ACACCTACGCGAGACAGGAGA

FAS1A Reverse CGGTGGCTTGTC AGCATCTATG

HYH Forward CATTACACCTCAGCCATGG

HYH Reverse GGGCCCATGTCAACAAGAAT

PEX6 Forward AAATTCACACTCCACCCTTCA

PEX6 Reverse GGCACTCACACTGGGAATC

ICL1 Forward GTGTACCCCGAGCAAAAACT

ICL1 Reverse ACCCGTCACCATCTTCTGC

EFla Forward TCAGAAGCATCATTGCTCCG

EFla Reverse GATCATGAAGTGCGATGTCGA

(A) FAS1 nucleotide sequence

atgtacggcaccggtaccggccctcaaacgggcgtttctacgeccgecggtettecggecteg
MYy G T G T G P @ T G V s T P R S S A S
ctccgcccattgaacctcacacacggctcececctcgagacgtegttecctaatacccacaaat
L R P L N L T H G S L E T S F L I P T N
ctgcacttccatgcctctcagcttaaagatcggttcagtgcaagtttgectgetectacg
L H F H A S Q0 L K D R F S A s L P A P T
gatgagctggcacaagatgacgagccttcgtcggttcecccgagectecgttgecgaggtacatg
b & L. AQ D D E P S S V P E L V A R Y M
ggattcgtcgcccgcgaagttgaggaggagggtgacgatgctcaaggectcecctacgaggaa
G F V AR E V E E E G D D A Q G S Y E E
gtccttaagcttcttcttaacgagtttgagecgtgtcttecctcaggggcaacgaagttecac
v L K L L L N E F E R V F L R G N E V H
gctctagcagccactctgcctggaattgacactaagaagctagaagtcattcgcagetat
AL A A T L P G I DT K K L E V I R S Y
tttgccaccagatacgtcttgaaccgagccatcaagccgcatgecgtcectgecctettcagg
F A T R Y V L N R A I K P H A S A L F R
gcgtcggctgaggacaaggccaagatctacaccatattcggaggacagggcaacattgag
A S A E D K A K I vy T I F G G Q G N I E
gagtactttgaggagctccgtgagctccacacaacctaccgtgtttttatagaggagcetc
E Yy ¥ E E L R E L H T T Y R V F I E E L
atcactacgtcggcagagctgcttcaaaacctgtccaaggatccatcagcggagaagctyg
r T T s A E L L O N L S K D P S A E K L
ttttccaaaggcctcgatgtcatgtcatggcttcacaggcctgaggccacaccggacatt
F S K G L. Dv MM S W L H R P E A T P D I
gattacctggtgtctgcacccgttagctttcecctctaattggtttggtccagettgectecac
p vy L. v S A PV S F P L I G L V Q L A H
tatgaggtgacctgtaaagttttgggcgttcccccaagecgectcteccgecgagaggttcage
Yy & VvV T ¢ K v L 6 v P P S A L R E R F S
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ggcgccactggacattcccaaggcattgttcttgcagectgccacagctgctgctgatacce
G A T G H s 0 GG I v L. A A A T A A A D T
tggaaagaatggcccactattgtcaagaagaccttgaccatcttgttctggattggagecg
wW K E w P T I V K K T L T I L F W I G A
cgcagccagcagacctttccceccecgcecacttcaatcacgecgtecgattcttcaagattetgte
R s o o T F P R T s I T P S I L Q D S V
gacaatggagagggaatccccacccctatgcttagcatcagggatctteccccaagecgag
b N G E G I p T P M L S I R D L P Q A E
gtacagaagcacattgacaagaccaacgagtaccttcccgecggatcgeccatatcteccatt
v 0 K H I D K T N E Y L P A D R H I S I
tctctcataaacagtccccecgcaacatggttgttacaggacctccgatttectcectectacggt
s L I N S P R NM V V T G P P I S L Y G
ctcaacctccagctcagaaaagtcaaggccccaaccggtcttgaccagaacagaataccyg
L N L. 0 L R K V K A p T G L D Q N R I P
tacactcagcgaaaggttcgectttgtgaacaggttcttacctatcaccgegeccatttcac
Yy T ¢ R K vV R F V N R F L P I T A P F H
agcaagtacttggctgaagccacctctatgattgataacgacttgcagtacactcacttce
s K ¥y L. A A T S M I DN D L Q Y T H F
gaagtgaaggacctcaagatccccgtctttgacactcacactggcaaagacattcgagag
E v K D L K I P V F D T H T G K D I R E
gaggttaagggtaacatcgttcccaccctcatccgactcatcacccgggacccggtecac
FE v K 6 N I V P T L I R L I T R D P V H
tgggagaaggcaactgtcttccccggecgcaactcatgttecttgatttecggeccaggtgga
w E K A T V F P G A T H V L D F G P G G
atctccggattgggaattctcaccagccgtaacaaggatggtactggagtacgegtcate
I s 66 L 6 I L T s R N K D G T G V R V I
ctagctggctctgttgectggaactgtgacagaggtgggttacaagccagagctttttgac
L A G S VvV A G T V T E V G Y K P E L F D
cgggatgaggaacacgctgtgaagtacgctattgattgggtcaaggagtacggtcccaag
R D E E H AV K Y A I D W V K E Y G P K
ttgatcaagactgccactggccgcacctacgttgataccaagatgagtaggctgecttgga
r T K T A T G R T Y V D T K M S R L L G
cttcctcecctgtcatggtagcaggtatgacccecgtgcactgtcaaatgggactttgttgeg
L p P V M V A G M T P C T V K W D F V A
gcaaccatgaacgctggttatcacatcgagctggcgggaggcggttactttgagectagg
A T M N A G Y H I E L A G G G Y F E P R
atgatgaccgatgcccttgtcaagattgagaaggcgattcecctgectggeccgecggtatcage
M M T D A L VvV K I E K A I P A G R G I s
gtcaaccttatctacgtcaaccccecgcgecgatgcagtggcagataccgttgattgggegt
v N L I Y v N P R A M Q W O I P L I G R
cttcgatctcaaggcgttcccatcgagggtcectcactatecggtgectggtgtgecttegatce
L R S o G v P I E G L T I G A G V P S I
gaggttgccaacgaatacatccaaactctgggtctcaagcacatttctttcaagccggga
E v A N E Y I Q9 T L G L K H I S F K P G
tcgacagacgctattcaagctgtcatcaacattgccaatgccaaccccacattcecceegte
s T b A I Q9 A Vv I N I A N A N P T F P V
atgctgcagtggactggaggtcgtggtggtggacaccactcgttcgaggacttccaccag
M L Q9 W T G G R G G G H H s F E D F H Q
cctgtgctgctcatgtacaacaggattcgcaagtgtgacaacctgatcctgatcgcaggce
p v 1L L M ¥ N R I R K C DN L I L I A G
agcggcttcggtggtgccgaggacacttatceccttacatcactggagagtggtccagaaag
s G F G G A E D T Y P Y I T G E W S R K
ttcggttatcccecccatgectttecgatggttgtectgtttggaagtcgegtcatggttgece
F G Y P P M P F D G C L F G S R V M V A
aaggaggcgcacactgccccggcagccaagcaagccatcgtcgatgcacctggtgttgac
K E A H T A P A A K Q A I VvV D A P G V D
gatgacgagtgggagaaaacttacaatggcgttgcaggtggcatcacgaccgttctgteg
b b B wW E K T Y N G V A G G I T T V L S
gagatgggagagccaatccacaagattgccacgcgtggtgtcaagttctggtccgagatyg
E M G E P I H K I A TR G V K F W S E M
gaccagaagatcttcagcttgcccaaagagaagcgtgtcccggagectcaagaagatgege
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b o K I F S L P K E K R V P E L K K M R
agctacataatcgagaagttaaacaaggacttccacaaagtttggttcggcaagaacaag
s ¥y I I E K L N K D F H K V W F G K N K
gccggacaggccgttgaccttgaggacatgacatacgccgaggtagtceccgtegecatggte
A G Q AV DL E DM T Y A E V V R R M V
gagctcatgtatgtcaagcatgagtctcgctggattgaccccagcttcatgegtttgact
FE . M ¥ v K H E S R w I D P S F M R L T
ggtgacttcatccaccgagtcgaggagcggtttgttcagagectctgggcagecttetett
G b ¥ I H R V E E R F V Q S S G Q P S L
ctccaacactacacagatcttacacaacccttcgagactattgaaaagatcctggecacac
L ¢ H Yy T DL T O P F E T I E K I L A H
tatcctcaggctgaggatcagcttatcaacgcccaggatgtccagcacttecttcaacte
Yy P O A E D 0 L I N A Q D V Q H F L Q L
tgcatgaggccaatccagaagcctgttgttttecgtgeccagectctggacgacaattttgac
c M R P I O K P V V F VvV P A L D D N F D
ttctacttcaaaaaagactcactgtggcagtccgaggatctccaggeccgtcatggaccag
F Y F K K D S L W @ S E D L O A V M D O
gacgtccagcgtacttgtattttgcagggaccaatggctgttcgectattctactgtggte
b v R T C I L Q G P M A V R Y S T V V
gacgagcctatccagagcatccttgatggcecgttcatgaagggcacattgccggtctcage
p g P I 0 S I L D G V H E G H I A G L S
aaagatttgtaccaaggaaagacatcaaccctcccttcgatcgagtacttcggaggaaag
K b L. Yy Q G K T s T L P s I E Y F G G K
ctcatggagcgtgaattccccgatgttgactcgattgatggtttgagtgtttccgaggaa
rL M E R E F P DV D S I D G L S V S E E
agaggtgttagagacatcttccgcatctcgctgteccececgtctcagaccatgeccaagcacg
R 6 vRrRDTI PF R I s L s P s o T M P S T
gatcattggttgtcactcattgccggaccgacccgctcatggcgeccacgecttgttgatyg
b H W L S L I A G P T R S W R H A L L M
tcggaggtgattgtccaaggcacaaagttccagagcaacccgatgaggecgtatttttgece
s B v I v o G T K F 0 S N P M R R I F A
ccttgccgeggtetttttgttgaagttcgectaccccaaggatccagecatccacacaaatce
P ¢C R G L F V E V R Y P K D P A s T O I
attgttagggagcaacccagacacaaccactacgtcgatgttttggttgccecgtctctet
I v R E 9 P R H N H Y V D V L V A R L S
Ggcaagaatgagatcattgtagagctgatcaaggacaccactgcattgggtaagccggtt
G K N E I IT VvV E L I K D T T A L G K P V
Tctctgcctctcaagttcatctataagcccgaggctggatacgectectectgcacgaagte
s L p L K F I Y K P E A G Y A P L H E V
Atggatgaccgcaatgaccgcatcaaggagttttactggcgagcttggtttggcgatgag
M D D R N D R I K E F Y W R A W F G D E
Aagcttgagctggatgccaacgtcgacagtgcctttgacggaggcaaggatgtcgtgaca
K L £ L b ANV D S A F D G G K D V V T
Agcgaagcgatcaacgactttgtccatgctgtcggcaacacgggcgaagecttegttgac
s B A I N D F V H A V G N T G E A F V D
Cggcctggaaaggtcatgtatgcgecccatggacttcgeccatcgttgtcggectggaaggeca
R P G K VMY AP MDVF A I V V G W K A
Ataaccaagcccattttccecctecgcaagatcgatggtgacctcecctcaaccttgteccacctt
I T K p I F P R K I D G D L L N L V H L
Tccaaccagttccgcatgaagccaggtgctgagectctcaagaagggagatgaggtttet
s N o F R M K P G A E P L K K G D E V S
Acagtttcacgagtcaacgccgttgtcattcaagaatctggaaagatggtcgaggtctge
T v S R VvV N A V V I Q E S G K M VvV E Vv C
Ggtaccatcacccgcgatggtgaaccagtcatggaggtgacatcccagtttttgtaccgg
G T 1 T R D G E P V M E V T S Q F L Y R
Ggaacctacaccgatttcgagaacacattccagagcaagatcgagacaccaatgcagatc
G T vy T D F E N T F @ S K I E T P M Q I
Cacctcgcgacttccaaggacgtcgececgttctacggtcgaaggaatggttcaccctecgaa
H L A T s K D V A V L R S K E W F T L E
Gacaacgttaacatggacttgctggggcagacacttatcttccgtctccagtctettgte
p N VLN M DL L G Q T L I F R L Q SsS L V
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Cgtttcaagaacaccaccgtgttcagcagcgtgcagactcgecggtgaggtacttgtagag
R F K N T T Vv F s s VvV 0 T R G E V L V E
Ctgcctacaaaggagatcgtccaagtcggcagtgtcgagtatgaagctggtacctecgecac
L p T K E I VvV ¢ VvV G S VvV E Y E A G T S H
Ggaaaccccgtgattgatttcttggagcgaaacggttcttcgatcgagcageccaatcaac
G N P V I D F L E R N G S S I E O P I N
Tttgagaacccgattccccttagtggcaagactccectceccagettecgggeeccececgecteg
F E N P I P L S G K T P L Q L R A P A S
Aacgagacatacgccagagtgtctggcgactacaaccccattcacgtttctecgggttttt
N E T Y A RV S G DY N P I H V S R V F
Gccaactatgccgatctgceccgggcaccatcacccatggcatgtactectagtgecgeggtg
AN Y A D L P G T I T H G M Y S S A A V
Cgtagcctggtcgagacttgggcagctgaaaatgacaacagcagagtcaggagcttccac
R s L v E T W A A E N D N S R V R S F H
Gcatcattggtcggcatggtgctgcccaacgatgacttgctggtcaaattgcagecatgtt
A S L VvV G M V L P N D D L L V K L O H V
Ggtatggttgccggacgcaagatcatcaaggttgaggtcatcaacaaggagactgaggac
G M v A G R K I I K V E V I N K E T E D
Aaggtgctgttgggagaggccgaggttgagcagcccgtgaccgecgtacgtgttcactgga
K vwL. L 6 E A E V E o P V T A Y V F T G
Caaggttcgcaagagcaaggtatgggcatggagctgtacgaaagcagcccggttgeccaag
o 6 s o E O G M GME L Y E S S P V A K
Gaagtttgggaccgcgcagacaagtacttgatggacacatatggattcgcgatcacaaat
E v w D R A D K Y L. M DT Y G F A I T N
Attgtcaagaacaaccccaaggagctcaccattcactttggaggccctegtggcaagget
I v KX NN P K E L T I H F G G P R G K A
Attcgcgccaactacatggccatgaccttcgagactgttgectgecggacggaaccatcaaa
I R A N Y M A M T F E T V A A D G T I K
Tctgagcgcatcttcaaggatatcaacgagaggacaacttcatacacttaccggtctect
s E R I F K D I N E R T T S Y T Y R S P
Acaggcctgctctcagcgacacagttcactcaacccgceccctgacactgatggagaaggca
T 6 L. L.s A T o F T O P A L T L M E K A
Agcttcgaagacatgaaggctaagggactggtccctcecgcgacagtacttttgecggtceat
s ¥ E DM K A K G L V P R D S T F A G H
Tccttgggtgaatactcggctctcgectgeccctggectgatgtcatgeccattgagagtttg
s L G E Yy S A L A A L A DV M P I E S L
Gtctctgtcgttttctaccgtggtctcacgatgcaggtcgectgtggagecgtgacgeccagt
v S vVv F Y R G L T M Q V A V E R D A S
Ggaaggtccaactactcaatgtgcgccgtcaacccgageccgtatctccaagaccttcaac
G R S N Y s M C A V N P S R I S K T F N
Gaggaggctctccgcecttecgtecgtecggcaacatcgeccgagggaacgggectggttgetecgag
EE A L R F V V G N I A E G T G W L L E
Atcgtcaactacaacatcgcaaacatgcaatacgtttgcgctggagatctceccgggetcectg
I v N Y N I A N M Q Y V C A G D L R A L
Gatacgcttaccaatgtgctcaactacctcaaggcacagaagatcgacattgaggctatg
p T L T N V L N Y L K A Q K I D I E A M
Aaggctgccatgacagtcgaggacgtcaagcagcacctgcaggagatcatcaaggcgtcece
K A A M T V E DV K Q H L 9 E I I K A S
Gccgagaagacggaggccaagcccaagceccttggagecttgagaggggectttgcaaccatce
A E K T E A K P K P L E L E R G F A T I
Ccgctgcgtggaatcgacgtgcectttccattcgacctttttgecgcagecggtgtaaagecg
P L R G I DV P F H S T F L R S G V K P
Tttaggtcattcctgcttaagaagatcaacaagacaaccattgacccctcaaaactgcetce
F R S F L L K K I N K T T I D P S K L L
Ggaaagtacattcctaacgtgaccgcgaagcctttcecgcactcaccaaggagtacttcgag
G K vy I p N V T A K P F A L T K E Y F E
Gatgtctataggttgaccaactcgcctcgcattgcttcgatcttggeccaactgggagecaa
p vy R L T N S P R I A S I L A N W E Q
Taccagaacgagaacgcggttccgtccaccatcggecttggecgccaacggtgecgggegat
Yy 0 N E N A V P S T I G L G A N G A G D
Gccaacggcgagaccaccgagaatggcgtggaagaagcgaacggcgccaacggagteccac
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AN G E T T E N G V E E A N G A N G V H
tag

*

(B) FASI protein sequence

MYGTGTGPQTGVSTPRSSASLRPLNLTHGSLETSFLIPTNLHFHASQLKDRFSASLPAPTDELAQDDEPS 70
SVPELVARYMGFVAREVEEEGDDAQGSYEEVLKLLLNEFERVFLRGNEVHALAATLPGIDTKKLEVIRSY 140
FATRYVLNRAIKPHASALFRASAEDKAKIYTIFGGQOGNIEEYFEELRELHTTYRVFIEELITTSAELLON 210
LSKDPSAEKLFSKGLDVMSWLHRPEATPDIDYLVSAPVSFPLIGLVQLAHYEVTCKVLGVPPSALRERFS 280
GATGHSQGIVLAAATAAADTWKEWPTIVKKTLTILFWIGARSQQTFPRTSITPSILQODSVDNGEGIPTPM 350
LSIRDLPQAEVQKHIDKTNEYLPADRHISISLINSPRNMVVTGPPISLYGLNLQLRKVKAPTGLDONRIP 420
YTOQRKVREVNRFLPITAPFHSKYLAEATSMIDNDLQYTHFEVKDLKIPVEDTHTGKDIREEVKGNIVPTL 490
IRLITRDPVHWEKATVFPGATHVLDFGPGGISGLGILTSRNKDGTGVRVILAGSVAGTVTEVGYKPELEFD 560
RDEEHAVKYAIDWVKEYGPKLIKTATGRTYVDTKMSRLLGLPPVMVAGMTPCTVKWDFVAATMNAGYHIE 630
LAGGGYFEPRMMTDALVKIEKAIPAGRGISVNLIYVNPRAMOWQIPLIGRLRSQGVPIEGLTIGAGVPSI 700
EVANEYIQTLGLKHISFKPGSTDAIQAVINIANANPTFPVMLOWTGGRGGGHHSFEDFHQPVLLMYNRIR 770
KCDNLILIAGSGFGGAEDTYPYITGEWSRKFGYPPMPFDGCLFGSRVMVAKEAHTAPAAKQAIVDAPGVD 840
DDEWEKTYNGVAGGITTVLSEMGEPIHKIATRGVKFWSEMDQKIFSLPKEKRVPELKKMRSYIIEKLNKD 910
FHKVWEFGKNKAGQAVDLEDMTYAEVVRRMVELMYVKHESRWIDPSFMRLTGDFIHRVEERFVQSSGQPSL 980
LOHYTDLTQPFETIEKILAHYPQAEDQLINAQDVOHFLOLCMRPIQKPVVEVPALDDNFDFYFKKDSLWQ 1050
SEDLQAVMDQDVQRTCILQOGPMAVRYSTVVDEPIQSILDGVHEGHIAGLSKDLYQGKTSTLPSIEYFGGK 1120
LMEREFPDVDSIDGLSVSEERGVRDIFRISLSPSQTMPSTDHWLSLIAGPTRSWRHALLMSEVIVQGTKE 1190
QSNPMRRIFAPCRGLFVEVRYPKDPASTQIIVREQPRHNHYVDVLVARLSGKNEIIVELIKDTTALGKPV 1260
SLPLKFIYKPEAGYAPLHEVMDDRNDRIKEFYWRAWFGDEKLELDANVDSAFDGGKDVVTSEAINDEVHA 1330
VGNTGEAFVDRPGKVMYAPMDFAIVVGWKAITKPIFPRKIDGDLLNLVHLSNQFRMKPGAEPLKKGDEVS 1400
TVSRVNAVVIQESGKMVEVCGTITRDGEPVMEVTSQFLYRGTYTDFENTFQSKIETPMQIHLATSKDVAV 1470
LRSKEWFTLEDNVNMDLLGQTLIFRLOSLVRFKNTTVEFSSVQTRGEVLVELPTKEIVQVGSVEYEAGTSH 1540
GNPVIDFLERNGSSIEQPINFENPIPLSGKTPLOQLRAPASNETYARVSGDYNPIHVSRVFANYADLPGTI 1610
THGMYSSAAVRSLVETWAAENDNSRVRSFHASLVGMVLPNDDLLVKLQHVGMVAGRKIIKVEVINKETED 1680
KVLLGEAEVEQPVTAYVFTGQGSQEQGMGMELYESSPVAKEVWDRADKYLMDTYGFAITNIVKNNPKELT 1750
IHFGGPRGKAIRANYMAMTFETVAADGTIKSERIFKDINERTTSYTYRSPTGLLSATQFTQPALTLMEKA 1820
SFEDMKAKGLVPRDSTFAGHSLGEYSALAALADVMPIESLVSVVEFYRGLTMQVAVERDASGRSNYSMCAV 1890
NPSRISKTFNEEALREFVVGNIAEGTGWLLEIVNYNIANMQYVCAGDLRALDTLTNVLNYLKAQKIDIEAM 1960
KAAMTVEDVKQHLQEIIKASAEKTEAKPKPLELERGFATIPLRGIDVPFHSTFLRSGVKPFRSFLLKKIN 2030
KTTIDPSKLLGKYIPNVTAKPFALTKEYFEDVYRLTNSPRIASILANWEQYONENAVPSTIGLGANGAGD 2100
ANGETTENGVEEANGANGVH

Figure S1. A. The nucleotide and protein sequence of the FAS1 gene of Magnaporthe oryzae 70-15. The sequence shows
alignment of nucleotide sequence above and amino acid sequence below FAS1 gene using ExPASy Translate Tool. The asterisk
indicates the location of the STOP CODON. B. The translated protein sequence of the FAS1 protein. The sequences were
obtained from NCBL



CLUSTAL 0(1.2.4) multiple sequence alignment
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XP_962465.1
MP_984945.2
MP_©12739.1
XP_451653.1

MNP_5894378.1

XP_083719712.

XP_962465.1
MP_984945 .2
MP_8127359.1
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—————————— MVEAEQVHQSLRSLVLSYAHFSPSILIPASQYLLAAQLRDEFLSLHPAPS
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MNP_594378.1 AMAYEKLMEDGTSKVVPVFETITKDSTSFSFTHPSGLLSATQFTQPALTLMEKSAFEDMR 1813
XP_©83719712. AMTFETVAADGTIKSERIFKDINERTTSYTYRSPTGLLSATQFTQPALTLMEKASFEDMK 1826
XP_962485.1 SMTRFETVAADGSIKSERMFKEIDEKTTSYTYRSPNGLLSATQFTQPALTLMEKASFEDMK 1825
MNP_9843945.2 SMIFETI-VDGEIASERIFKSITESSTSYTFKSDTGLLSATQFTQPALTLMEKASFEDLK 1789
MNP_@12739.1 AMIFETI-VDGKLKTEKIFKEINEHSTSYTFRSEKGLLSATQFTQPALTLMEKAAFEDLK 1793
XP_451653.1 OQMIFETI-VDGEVKSERIFKDITEETHNSFTFRSPTGLLSATQFTQPALTLMEKASFEDLK 179@
x % . E 2 L L I JEREERRRRR A ERKK AR R KK -
MP_59437@.1 SKGLVQNDCAFAGHSLGEYSALSAMGDYLSIEALVDLYFLRGLTMQNAVHRDELGRSDYG 1873
XP_083719712. AKGLVPRDSTFAGHSLGEYSALAALADVMPIESLVSVVFYRGLTMQVAVERDASGRSNYS 1886
XP_9624565.1 AKGLVPRDSTFAGHSLGEYSALAALADVMPIESLVSVVFYRGLTMQVAVERDETGRSNYG 1885
NP_984945.2 SKGLIPAEATFAGHSLGEYAALASLADVMSIESLVEVVFYRGMTMQVAVPRDSEGRSNYG 1849
MNP_@12739.1 SKGLIPADATFAGHSLGEYAALASLADVMSIESLVEVVFYRGMTMQVAVPRDELGRSNYG 1853
XP_451653.1 SKGLIPAEATFAGHSLGEYAALASLADVMSIESLVEVVFYRGMTMQVAVPRDELGRSNYG 1858
cEKK e o kEERKRRRE . KK oo ke KKKk KK Rk EKE KK KK KER. K
NP_594378.1 MVAANPSEVSASFTDAALRFIVDHIGQQTMNLLLEIVNYNVENQQYVVSGNLLSLSTLGHY 1933
KP_@83719712. MCAVNPSRISKTFNEEALRFVYWGNIAEGTGWLLEIVNYNIANMQYVCAGDLRALDTLTNY 1946
XP_962485.1 MCAVNPSRINKTFTEEALRFYWGSIAETTGWLLEIVNFNVENMQYVCAGDLRALDTLGGY 1945
MNP_984945.2 MIAVMPSRVSTGFTQEALQFVWVERVGKITEWLYEIVNYNVEDQQYVAAGDLRALDTLTNY 1909
NP_812739.1 MIAINPGRVAASFSQEALQYVVERVGKRTGWLYEIVNYNVENQQYVAAGDLRALDTVTNY 1913
XP_451653.1 MIAVNPSEVSPTFSQEALEFVVEIVDKKTGWLL EIVNYNVENQQYVAAGDLRALDTL TN 1918
* & JIC*.*: JIC.: J-t*_:::t = 1 X *:J-MH-C*:*: : o :*:J-t :*.*: *
MNP_594378.1 LNFLKVOKIDFEKLKETLTIEQLKEQLTDIVEACHAKTLEQQKKTGRIELERGYATIPLK 1993
XP_083719712. LNYLKAQKIDIEAMKAAMTVEDVKQHLQEITKASAEKTE- - -AKPKPLELERGFATIPLR 2083
XP_962465.1 CNATKMMKIDIEKMRKEYSAETVKEQLVEIIKSCANDTQ- - -AKPTPLVLQRGFATIPLP 2082
MNP_934545.2 LNFVEKLQKIDLVELQATMPLEQVEEHLDEIITEISKKSL - - -SKPQPIELERGFACIPLR 1966
MNP_@12735.1 LNFIKLQKIDIIELQKSLSLEEVEGHLFEIIDEASKKSA- - -VKPRPLKLERGFACIPLY 1979
XP_451653.1 LNFVFLQKIDIﬂKLQETLSLEEVESHLNEIIEEISRFST———AFPQPIELEPGFACIPLR 1967
* -k * Kk . Y B L
MP_594378.1 -IDVPFHSSFLRGGVRMFREYLVKKIFPHQINVAKLRGKYIPNLTAKPFEISKEYFQNVY 2052
XKP_083719712. GIDVPFHSTFLRSGVKPFRSFLLKKINKTTIDPSKLLGKYIPNVTAKPFALTKEYFEDVY 2063
XP_962465.1 GIDVPFHSTFLRSGVKPFRSFLLEKKINKTTIDPSKLIGKYIPNVTAKPFAITKEYFEDVY 2062
MNP_934545.2 GISVPFHSSYLRNGVEPFKNFLEKKNIIKENVEVDRLIGKYIPNLTAKPFAITKEYFEDVY 2026
MNP_@12735.1 GISVPFHSTYLMNGVEPFKSFLKKNIIKENVKVARLAGKYIPNLTAKPFQVTKEYFQDVY 2038
XP_451653.1 GISVPFHSSYLRNGV{PFRNFLMRNVT{ENVFADPLIGFYIPNLTﬂKPFEIT(EYFQDVY 2027
B OKKKEE .ok KR Ko oK K sk REREEAK  hMAKE o KKK . . Kk
MP_594378.1 DLTGSQRIKKILQNWDEYESS - - - - - - - - - - 2073
XKP_083719712. RLTNSPRIASTLANWEQYQNENAVPSTIGLGANGAGDANGETTENGVEEANGANGVH 2120
XP_962465.1 RLTNSPKIQQILANWDKYQEEGVSGIP--------- DAE------------------ 2092
MNP_984945.2 KLTGSEKIKAVLDNWESYQN- - - - - - - - - - - mom oo 2046
MNP_@12735.1 DLTGSEPTKETIIDNWEKYEQS - - - - - - - - - - - - 2051
XP_451653.1 ELTGSEKIKDILDNWEKITN-------------ccm oo 2047

LE ® n e M e

Figure S2. Multiple sequence alignment of 5 homologous of Ascomycota (FAS1 Saccharomyces cerevisiae, uncharacterized
protein Kluyveromyces lactis, AERO85Cp Eremothecium gossypii, FAS1 Schizosaccharomyces pombe, and FAS1 Neurospora crassa,
FAS1 Magnaporthe oryzae).



Table S2. Table to show ascomycetes fungus strain, phylum, substrate, host and country which are closely related to
Magnaporthe oryzae S6 Malaysian strain. The colour dot indicated for each species can be matched with phylogenetic (Figure
3) to recognized the position of particular ascomycetes in the phylogenetic tree using the information in NCBI and fungal
related journals [29-32].

Gene Colour in Species Strain | Phylum | Subtrate Type of | Country | Accessi | Percent
Phylogen host on No age
etic Identity
(%)
Fatty acid Magnaporthe | S6 Ascomy Paddy Malaysia 100.00
synthase beta oryzae S6 cetes
subunit ‘ - -
dehydratase
Fatty acid Pyricularia 70-15 Ascomy Paddy, Asia, XP_003 100.00
synthase beta oryzae 70-15 cetes Wheat,Mil | South 719712.
subunit [37,47,49] - let America | 1
dehydratase
Fatty acid Pyricularia Y34 Ascomy | Oryza Paddy Yunnan, ELQ41 99.88
synthase beta oryzae Y34 cetes sativa L. China 749.1
subunit ssp. indica
dehydratase
Hypothetical Pyricularia NI919 Ascomy | Leersia Rice Chiba, TLD23 98.73
protein sp.CBS cetes oryzoides cutgrass Japan 790.1
PspLS_06761 133598
Uncharacterize Pyricularia NI907 Ascomy | Digitaria Crabgrass, | Tochigi, XP_030 98.50
d PgNI_06784 grisea cetes sanguinali | Finger Japan, 980725.
[48] s, Eleusine | Millet Eastern 1
coracana Africa

Hypothetical Pyricularia Br36 Ascomy | Cenchrus Parana, XP_029 98.27
protein pennisetigena cetes echinatus Brazil 750409.
PpBr36_04604 1
Fatty acid Magnaporthio | ATCC | Ascomy | Poa KLU82 86.46
synthase beta psis poae | 64411 | cetes pratensis | <entucky | North 571.1
subunit ATCC Bluegrass | America
dehydratase 64411[36]
Fatty acid Gaeumannom | R3- Ascomy XP_009 86.17
synthase beta ycestritici R3- | 111a-1 | cetes — — — 219081.
subunit 111a-1 1
dehydratase
Putative fatty Phaeocremoni | UCRP Ascomy | Vitis Wood Fresno XP_007 80.07
acid synthase um minimum | A7 cetes vinifera canker County, 917534.
beta subunit UCRPA7 cv. Californi | 1
dehydratase Thompson a
Malonytransfe Coniella B22-T- | Ascomy — — — PSS007 78.52
rase-like . lustricola 1 cetes 00.1
protein
Putative fatty Diaporthe DA912 | Ascomy | Vitis Wood Solano KKY38 79.02
acid synthase . ampelina cetes vinifera from a County, 508.1
beta subunit vineyard Californi
dehydratase a
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Figure S3. Geographical distribution of ascomycetes, which are closely related to Magnaporthe oryzae S6. The color
dots in the phylogenetic tree (Figure 3) matches the color codes of their geographical location.



= L1 12 13 14 L5 L6 L7 L8

wild fas1-1 fas1-2 wild  fasi1-1

29.9 30.5 303 29.9 305 Protein concentration
ug/mL ug/mL ug/mL ug/mL ug/mL

Figure S4. SDS-PAGE. A Lane 1,5,8: Color prestained protein standard, broad range; Lane 2 & 6: Protein extracted from M.
oryzae S6 wildtype concentration 29.9 ug/mL ; Lane 3 & 7: Protein extracted from fas1-1 concentration 30.5 ug/mL; Lane 4:
Protein extracted from fasI-concentration 30.3 ug/mL.

Table S3. (A) Diameter measurement of wildtype, Afas1-1 and Afas1-2 mutants of three biological replicates of each different
carbon sources, 10 days culture under on complete media agar plates at temperature 26 ° C. (B) Average diameter and
standard deviation of the replicates in Table S3A. (C) p-value of the diameter measurement of wildtype, Afas1-1 and Afas1-2
mutants of three biological replicates was determined by calculating the significant value using two way anova with
replication.

A
Wild Type

Media 1 2nd 3 Mean Standard Deviation
CM 7.90 8.30 7.90 8.03 0.23
MM + G 7.10 7.00 7.00 7.03 0.06
MM + OO 6.30 6.25 5.95 6.17 0.19
MM + OA 5.30 5.20 4.80 5.10 0.26
PDA 7.60 7.70 7.70 7.67 0.06
MM + SA 0.40 0.40 0.40 0.40 0.00

fasi-1
Media 1 2nd 3 Mean Standard Deviation
CM 7.60 7.55 7.80 7.65 0.13
MM + G 6.40 6.30 6.80 6.50 0.26
MM + OO 5.70 5.60 5.30 5.53 0.21
MM + OA 2.75 2.70 2.75 2.73 0.03
PDA 7.40 7.40 7.70 7.50 0.17
MM + SA 0.40 0.40 0.40 0.40 0.00

fasl-2
Media 1 2nd 3rd Mean Standard Deviation

CM 7.80 7.60 7.70 7.70 0.10



MM + G

MM + OO
MM + OA
PDA
MM + SA
Media Significant
™M No
MM+G Yes
MM+OO  Yes
MM+OA  Yes
PDA No
MM+AA
Media Significant
M No
MM+G Yes
MM+OO No
MM+OA Yes
PDA No
MM+AA No

6.90
6.20
4.40
7.50
0.40

Sample
CM
MM + G
MM + 00
MM + OA
PDA
MM + SA

6.90
6.10
4.20
7.60
0.40

Wild
8.03+0.23
7.03 +0.06
6.17 £ 0.19
5.10+0.26
7.60 £ 0.06
0.40 +0.00

P value Mean of Mean of

wild

fas1-1

0.0671 8.033 7.650

0.0270

7.033 6.500

0.0176 6.167 5.533
0.0001 5.100 2.733

0.1890

7.667 7.500

0.4000  0.4000

P value Mean of Mean of

wild

fas1-2

0.083474  8.033 7.700
0.016130  7.033 6.900
>0.99999  6.167 6.167
0.021664  5.100 4.400
0.066767  7.667 7.500
0.4000 0.4000

6.90
6.20
4.60
7.40
0.40

fas1-1
7.65+0.13
6.50 +0.26
5.53+0.21
2.73+0.03
7.50+0.17
0.40 = 0.00

Difference

0.3833
0.5333
0.6333
2.367
0.1667
0.000

Difference

0.3333
0.1333
0.000
0.7000
0.1667
0.000

6.90
6.17
4.40
7.50
0.40

SE

fas1-2
7.70+0.10
6.90 £ 0.00
6.17 +0.06
4.40+0.20
7.50 £0.10
0.40 +0.00

of tratio

difference

0.1537
0.1563
0.1624
0.1537
0.1054
0.000
SE

2.495
3.411
3.899
15.40
1.581

of tratio

difference

0.1453

2.294

0.03333 4.000

0.1143
0.1915

0.000
3.656

0.06667 2.500

0.000

0.00
0.06
0.20
0.10
0.00

df

4.000
4.000
4.000
4.000
4.000

df

4.000
4.000
4.000
4.000
4.000
4.000

Adjusted
P value

0.1298
0.0788
0.0684
0.0005
0.1890

Adjusted
P value

0.187224
0.078090
>0.999999
0.083879
0.187224



Table S4. (A) Mycelial dry weight wildtype, Afas1-1 and Afas1-2 mutants of three biological replicates in each different carbon
sources that were grown for 10 days under (12 hours day light, 12 hours dark) on complete media agar plates at temperature
26 ¢ C. (B) Average mycelial dry weight and standard deviation of the replicates in Table S4A. (C) P-value of the mycelium
dry weight of wildtype, Afas1-1 and Afas1-2 mutants of three biological replicates was determined by calculating the significant
value using two way anova with replication.

A
Wild Type
Media 1 2nd 3rd Mean Standard Deviation
CM 9.89 8.65 9.27 9.27 0.62
MM + G 8.67 0.86 1.00 8.84 0.17
MM + OO 5.20 4.80 5.00 5.00 0.20
MM + OA 4.70 0.76 0.86 4.10 0.60
PDA 7.60 2.01 1.50 7.48 0.13
fasl-1
Media 1t L 3rd Mean Standard Deviation
CM 1.28 1.15 1.22 1.22 0.07
MM + G 0.86 0.80 0.80 0.82 0.03
MM + OO 1.21 1.80 151 151 0.30
MM + OA 0.76 0.50 0.63 0.63 0.13
PDA 2.01 1.84 1.93 1.93 0.08
fasl-2
Media 1t 2nd 3rd Mean Standard Deviation
CM 1.90 1.85 1.88 1.88 0.02
MM + G 1.00 0.70 0.70 0.80 0.17
MM + OO0 3.01 2.20 2.61 2.61 0.41
MM + OA 0.86 0.81 0.84 0.84 0.03
PDA 1.50 0.97 1.24 1.24 0.27

B

Wild  9.27+0.62 8.84+0.17 5.00+0.20 4.10 £ 0.60 7.48 +0.13

fasl-1 | 1.22+0.07 0.82+0.03 1.51+0.30 0.63+0.13 1.93+0.08

Fasl-2 1.88+0.02 0.70+0.17 2.61+0.41 0.84 +£0.03 1.24 +0.27

S P o B B & g

CcM Yes <0.0001 9.270 1.217 8.053 0.3599 22.38 4.000 0.0001
MM+G Yes <0.0001 | 8.840 0.8200 | 8.020 0.1002 80.07 4.000 <0.0001
MM+OO | Yes <0.0001 5.000 1.507 3.493 0.2058 16.98 4.000 0.0004
MM+OA | Yes 0.0006 | 4.100 0.6300 | 3.470 0.3544 9.790 4.000 0.0031

PDA Yes <0.0001 @ 7.477 1.927 5.550 0.08731 @ 63.57 4.000 <0.0001



CM Yes <0.0001 9.270 1.877 7.393 0.3583 20.64 4.000 0.0002
MM+G Yes <0.0001 | 8.840 0.8000 | 8.040 0.1401 57.38 4.000 <0.0001
MM+OO | Yes 0.0008 | 5.000 2.607 2.393 0.2608 9.177 4.000 0.0039
MM+OA | Yes 0.0007 | 4.100 0.8367 | 3.263 0.3467 9.412 4.000 0.0036
PDA Yes <0.0001 @ 7.477 1.237 6.240 0.1692 36.88 4.000 <0.0001

Table S5. Number of conidia harvested from a 9 cm oatmeal agar at day 10 after incubation at 26°C.

Sample Oatmeal (cell/mL) | PDA (cell/mL)
Wild 20+0.5 x 10 5.0 +2.1 x 10
fasl-1 0.25+1.70 x 10* 1.0 + 1.50 x 10*
fasl-2 0.5+2.4x10* 1.0 +2.11 x 10*




Table S6. Size measurement of conidia length and width of 30 conidia in micrometre, wildtype, Afas1-1 and Afas1-2 mutants
that were grown for 10 days under (12 hours day light, 12 hours dark) on complete media agar plates at temperature 26 ° C.

No Measured Actual Conidia Measured Conidia width (um)
Conidia length (um) Conidia (cm)
Length (cm)
1 1.40 26.9 0.50 9.6
2 1.60 30.8 0.45 8.7
3 1.35 26.0 0.45 8.7
4 1.50 28.8 0.40 7.7
5 1.90 36.5 0.50 9.6
6 1.20 23.1 0.50 9.6
7 1.35 26.0 0.45 8.7
8 1.60 30.8 0.50 9.6
9 1.40 26.9 0.45 8.7
10 1.50 28.8 0.35 6.7
11 1.80 34.6 0.40 7.7
12 1.60 30.8 0.40 7.7
13 1.60 30.8 0.45 8.7
14 1.80 34.6 0.45 8.7
15 1.50 28.8 0.40 7.7
16 1.40 26.9 0.45 8.7
17 1.85 35.6 0.40 7.7
18 1.65 31.7 0.40 7.7
19 1.60 30.8 0.35 6.7
20 2.00 38.5 0.40 7.7
21 1.60 30.8 0.35 6.7
22 1.90 36.5 0.40 7.7
23 1.65 31.7 0.40 7.7
24 1.80 34.6 0.40 7.7
25 2.10 40.4 0.35 6.7
26 2.00 38.5 0.35 6.7
27 1.70 32.7 0.45 8.7
28 2.10 40.4 0.40 7.7
29 2.10 40.4 0.40 7.7
30 1.80 34.6 0.45 8.7
Average 32.3 Average 8.1
Standard 4.7 Standard 0.9

Deviation Deviation



No Measured Actual Conidia Measured Conidia width (um)

Conidia length (um) Conidia

Length (cm)

1 1.60 30.8 0.50 9.6
2 1.80 34.6 0.40 7.7
3 1.80 34.6 0.50 9.6
4 1.30 25.0 0.50 9.6
5 1.60 30.8 0.40 7.7
6 1.85 35.6 0.55 10.6
7 1.40 26.9 0.50 9.6
8 1.40 26.9 0.50 9.6
9 1.70 32.7 0.40 7.7
10 1.60 30.8 0.40 7.7
11 1.60 30.8 0.40 7.7
12 1.50 28.8 0.40 7.7
13 1.40 26.9 0.40 7.7
14 1.30 25.0 0.40 7.7
15 1.70 32.7 0.40 7.7
16 1.80 34.6 0.35 6.7
17 1.90 36.5 0.35 6.7
18 1.70 32.7 0.40 7.7
19 1.80 34.6 0.40 7.7
20 1.80 34.6 0.50 9.6
21 1.90 36.5 0.50 9.6
22 1.60 30.8 0.50 9.6
23 1.50 28.8 0.50 9.6
24 1.40 26.9 0.40 7.7
25 1.40 26.9 0.40 7.7
26 1.60 30.8 0.50 9.6
27 1.50 28.8 0.35 6.7
28 1.40 26.9 0.30 5.8
29 1.35 26.0 0.30 5.8
30 1.50 28.8 0.40 7.7

Average 30.6 Average 8.2

Standard 3.6 Standard 1.3

Deviation Deviation



No Measured Actual Conidia Measured Conidia width (um)

Conidia length (um) Conidia

Length (cm)

1 1.90 36.5 0.35 6.7
2 1.60 30.8 0.40 7.7
3 1.30 25.0 0.40 7.7
4 1.60 30.8 0.40 7.7
5 1.60 30.8 0.35 6.7
6 1.60 30.8 0.45 8.7
7 1.40 26.9 0.50 9.6
8 1.65 31.7 0.40 7.7
9 1.80 34.6 0.40 7.7
10 1.80 34.6 0.50 9.6
11 1.80 34.6 0.40 7.7
12 1.80 34.6 0.40 7.7
13 1.70 32.7 0.40 7.7
14 1.50 28.8 0.40 7.7
15 1.60 30.8 0.50 9.6
16 1.50 28.8 0.40 7.7
17 1.40 26.9 0.40 7.7
18 1.50 28.8 0.40 7.7
19 1.30 25.0 0.50 9.6
20 1.80 34.6 0.40 7.7
21 1.80 34.6 0.50 9.6
22 1.80 34.6 0.55 10.6
23 1.70 32.7 0.55 10.6
24 1.70 32.7 0.40 7.7
25 1.65 31.7 0.50 9.6
26 1.60 30.8 0.40 7.7
27 1.50 28.8 0.40 7.7
28 1.40 26.9 0.40 7.7
29 1.50 28.8 0.40 7.7
30 1.60 30.8 0.50 9.6

Average 31.0 Average 8.3

Standard 3.1 Standard 1.1

Deviation Deviation



Table S7. (A) Conidia length and conidia width measurement of wildtype, Afas1-1 and Afas1-2 mutants of 10 days under on
prune and oat agar plates at temperature 26 ° C. Three set of biological replicate spores filtered through 3 layers of lens paper
and counted with a were re-suspended to a final concentration of 5 x 10* spores per milliliter. (B) P-value of the measurement
of length and width of conidia of wildtype, Afas1-1 and Afas1-2 mutants of three biological replicates was determined by
calculating the significant value using two way anova with replication.

A
Conidia length (um) Conidia width (um)
Wild type 32.2+4.7 8.1+09
fas1-1 30.6+3.6 8.2+1.3
fas1-2 31.0+3.1 8.3+1.1
(s owis e g mees g G B @ e
Conidia No
length 0.1188  32.28 30.57 1.707 1.078 1.583 58.00 0.2375
Conidia No
width 0.5279 8.020 8.203 -0.1833 0.2887 0.6351 58.00 >0.9999
Conidia No
length 0.1820 32.28 30.90 1.380 1.022 1.351 58.00 0.3640
Conidia No
width 0.2495  8.020 8.323 -0.3033 0.2608 1.163 58.00 0.4990

Table S8. DNA extraction buffer, CTAB (Hexacetyltrimethylammonium bromide) buffer recipe

CTAB (Hexacetyltrimethylammonium bromide) extraction buffer

NaCl 10.23 ¢
EDTA 0.57¢
CTAB 3.09
Tris 3.03¢g

dH»>0O was added to a final volume of 250 mL and autoclave at 121°C for 20 minutes

Table S9. Sodium dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE) sample buffer recipe.

2x Sample buffer (20 mL)

0.5 M Tris-HCI (pH 6.8) 5mL
Glycerol 4 mL
SDS 19
B-mecaptoethanol 0.5mL
Bromophenol blue 0.005 ¢

Distilled water was added up to 20 mL, stored in -20 °C






