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Ref TTACTCTCTGGATATGGATTTGTTTTAG ACATATTTGACTCAGTGGCTTTGARR 720

s1 TTACTCTCTGGATATGGATTTGTTTTAG 720

32 TTACTCTCTGGATATGGATTTGTTTTAG 720

53 TTACTCTCTGGATATGEATTTGTTT 720

N5 TTACTCTCTGGATATGGATTTGTTT 720

N6 TTACTCTCTGGATATGGATTTGTTTTAGA? 720

N7 TTACTCTCTGGATATGGATTTGTTTTAG 720
ko "k

Ref GTTAAATTGCCATTAGATGTGGTATCTACAATTCTTGAAACAGAR

81 GTTAAATTGCCAT! . ATTCTT Ci

82 GTTARATTGCCA GRT CAATTCTTG. CRAGRACCTAGTTTGALAC 780

83 GTTAAATTGCCA GAT .CAATTCTT CAGAACCTAGTTTGAAG 780

NS5 GTTARATTGCC ATTCTTC C; 780

N6 GTTARATTECL CTACRATTCTTG: 780

N7 GTTAAATTGC! G. TACAATTCTTGI 780
b PR ww

Ref CCCTTACTTTCGEATTACACCACTTATGCTTTTGARRACARAGACTGTGTCCAGCARGRA 840

81 CCCTTACTTTCGGATTACACCACTTATGCTTTTGAARACAAA GTGTCCAGCRAAGAR 840

s2 CCCTTACTTTCGEATTACACCACTTATGCTTTTGARRACARAGACTGTGTCCAGCARGRA 840

53 COCTTACTTTCGGATTACACCACT TATGCTTTTGAAAACARAGRCTGTGTCCAGCARGAR 840

N5 CCCTTACTTTCGGATTACACCACTTATGCTTTTGAARACARAGACTGTGTCCAGCAAGAR 840

N6 CTTACTTTCGGAS ACCACTTATG GTGT GCRAAGAR 840

N7 CCCTTACTTTCGGATTACACCACTTATGCTTTTGRRAACALAL TCTGTCCAGCRAGRR 840
o i i PR

Ref AAGRAGGCTACTCGTAGTGCTACAGACTA TGACTTACTTCATTAACATA

s1 ARGRAGGCTACT CTTACTTCATTARCATA

52 AAGRAGGCTACT TGGGETGACTTACTTCATTARACAT.

83 AAGRAGGCTACT TGACTTACTTCATTAACAT,

NS5 AAGRAGGCTACT CTTACTTCATTRARCATA

N6 ARGH TACT T CTTACTTCATTARCAT;

N7 ARGRAGGCTACTCGIAGTGCTACAGACTACATCRR CTTACTTCATTAACAT.
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CARAATGAACAATGTTTAGAACCATTACTGGATCTTTTTACT! TTCTARGGCCGAR 960
TGAACRATGTTTAGAACCATTAC CTTTCTAAGGCCGRR 960
TGAACAATGTTTAGAACCATT, TTCTARGGCCGAL 960

960
560
560
CRAAATGRAACARTGTTTAGAACCATTACTGGATCTTTTTACCTACCT TTCTARGGCCGAR 960
TTTGCAGGGTATACARATGCTACGARRTGCA 1
TAT. ATGCTAS 1
CARATGCTAS TGO L
ATGCTAS TGCR 1020
GGGTATACAAATGCTACGAAATGCE 1020
TTTGCAGGETATACARATGCTACGARATGCA 1020
TTTGCAGGGTATACARATGCTACGRRATGECR 1020

CTCTTATGCAATT
TTGCAGAGCAAL CTCTTATGCAATT
TTGCAGAGCRAL
TTGCAGAGCRAL
TTGCAGAGCARACTCARCAGCATTACTGGACCACCTGCARCT:
TTGCAGAGCAAACTCARCAGCATTACTGGACCACCTGCARCTGATGACTCTTATGCAATT

TTGCAGAGCAAACTCALCAGCAT TACTGEACCACCTGCARCTGATGACTCTTATGCARTT
P — o . [Be—

CCTGCARCTER
COTGCARCTER

RCARATTTTARAR 1140
ALATTTTARAR 1140
ARACARATTTTARAR 1140
LRRCRAATTTTAARR 1140

GATCCTTACAGAGTCTATTGTGCTGACGTTTATACTARAGGTCAL
GATCCTTACAGAGTCTATTGTGCTGACGTTTATACTARAGGT:
GATCCTTACAGAG T TGTGCTGACGTTTATACTARAGET
GATCCTTACLGAG TTGTGCTGA T.

GATCCTTACAGAGTCTATTGTGCTGACET! ARACAAATTTTARAL 1140

GATCCTTACAGAGTCTATTGTGCTGACS ACTARAGGTCAARRRCAAATTTTARAR 1140

GATCCTTACAGAGTCTATTGTGCTGACGTTTATACTARAGGTCAAARACAAATTTTARAL 1140
o — ek e

Supplementary Fig. 1. Multiple sequence alignment of
RKM1 region of NFS and SFS strains of S. fimicola with
respect to the Saccharomyces cerevisiae.

Note: Symbol (*) showing conserved sites, space and
highlighted regions showing SNPs.

Supplementary Fig. 2. Multiple sequence alignment of
amino acid sequence of RKM1 protein of different strains
of S. fimicola with respect to the S. cerevisiae amino
acid sequence to observe the genetic variations. Symbol
(*) showing fully conserved sites, symbol (:) depicting
conservation between groups of strongly similar properties,
space and highlighted regions showing polymorphic sites.
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CARATTGGTGGAGAATTTTCACGTGTAG
CARATTGGTGGAGAATTTTCACGTGTAG!

CGTCCTTCGAGT!
CGTCCTTCGAGATT

ATARTTTTGCC
TAATTTTGCCTAT

CAAR AZTTTTCAC CGACGTCCTTCGAGATTGATALTTTTGCCTAT
CAAAT AATTTTCA CEACGTCCTTCGAGATTGATAATTTTGCCTAT
CAAAT AATTTTCA CGTCCTTCGAGTTTGATAATTTTGCCT:

cz AATTTTCA CGACGTCCTTCGAGTTTGATARTTTTGCCTAT

CRAAT GAATTTTCAC L CGTCCTTCGAGTTTGATARTTTTGCCTAT
ATTGCARGCATTATATTGAGTTACTCCTTTGATT TGCAAGATA AT
ATTGCAAGCATTATA! TCCTTTGATT TECAAGATA
ATTGCARGCATTATATTGAGTTACTCCTTTGATTT TGCAAGATR AT
ATTGCARGCATTATATTGAGTTACTCCTTTGATTT TGCAAGATR AT
ATTGCAAGCATTATATTGAGTTACTCCTTTCATT TGCRAGATAGTAGTGTEALAT
ATTGCAAGCATTATA! ele TECALGATA o
ATTGCARGCATTATATTGAGTTACTCCTTTGATTT TGCAAGATA AT
s " - -

AAT CAGTGARGARGAACTTG. GCTACTTGARATCG
AATGARGAAGA TGRAGAAGAACTT CGCTACTTGARATCG
T CAGT! ARGARCTT CGOTACTTGARATCG
TGARGAAGAAGAAR TGAAGAAGAACTT
T AGRAAGAAA TGRAGARGAACTTGAARATGAGCGCTACTTGARR!
T 2 ARCCAGTGARGARGAACTT
GAARAAT GAAGAAA TGRAGAAGAACTTGARAATGAGCGCTACTTGARATCG
W e [ T

TCCACTTGCTGATATGTTGAATGCAGATACCAGTARATGCAACGCTARTTTAACT

ATGATTCCACTTGCTGATA TGCAGATA TARATGCARCGCTAATTTARCT
ATGATTCCACTTGCTGATA TGARTGCAGATACCAGTAAATGCAACGCTAATTTARCT
ATGATTCCACTTGCTGE TGCAGATACCAGTARATGCARCGCTAATTTAACT
ATGATTCCACTTGCTGATA TGCAGATACCAGTARRTGCAACGCTAATTTARCT
ATGATTCCACTTGCTGATATATTGAATGCAGATACCAGTARATGCAACGCTAATTTARCT
ATGATTCCACTTG: A TGCAGATA TARATGCAACGCTAATTTARCT

et e e ke e ke ke e e

ACGACTCTAACTGITTAR T TTGA TTGA CAAGTG
TACGACTCTAACTGTIT 'TGCTTTGA TTGA GTG
TACGACTCTAACTGTITTAR TGCTTTGA TTGARL GTG
TACGACTCTAACTGTTTAL CTTTGA TTGAAR GTG
TACGACTCTAACTGTTTAL GCTTTGR TTGR ALTY GTG
TACGACTCTARCTGTITTAR TGC! A TTGA GTG
TACGACTCTARCTGTTTARAGATGGTTGCTTTCAGGGACATTGARAR TGARCRRAGTG
B Jra— [ ——

ARCARCATATACGGAGRRCATCCARATTOGGARACTACTARGRARGATATGGGTATCTTGAR
TACAACATATACGGAGAACATCCARATT
TACAACATATACGGAGARCATCCARATTC
TACAACATATACGGAGRACATCCARATTCGGARCTACTARGRAGATATGGGTATGTTGRR
TGGGTATGTTGRE

TACARRCATATACGCAGRRCATCCARATTCGGARCTACTARGAAGATATGGGTATCTTCGAR

I —— - « -

TGGGACGGTTC! 2 TTACTTG, TATTGTCGAGGCETTA
TGGGACGGTTC! LAGTGTTACTTG: TATTGTCGAGGCETEA
TGGGACGGTTO! TTTGGRGARGTGTTACTT ATTGTCGAGGCGTER
TGGGACGGTTCG: ALGTGTTACTT ATTGTCGAGGCGTER
TGGGACGGTTCGAR T e TACTTGRRAR TTGTCGAGGCGTT.

TGGGACGGTTCGAR TTT G' TACTT! 2 TGTCGRGGCGTTA
TGGEGACGGTTCGAR T GAAGTGTTACTT! AATATTGTCGAGGCGTTA
e o dede ok o P ——

ALAGAGACTTTTGAGACGAATACTGAATTTTTGGACAGGTGTATTGATATCTTACGCAAT
ARAGAGACTTTTGAGACGAATACTGAATTTTTGGACAGGTGTATTGATATCTTACGCRE'
ARAGAGACTTTTGAGACGARTACTGAATTTTTGCACAGGTGTATTGATATCTTACGCRAT
ARRGAGACTTTTGACGACGAATACTGARTTTTTGGACAGGTGTATT!
ARAGAGACTTTTGACGACGAATACTGARTTTTTGGACAGGTGTATTG

ARAGAGACTTTTCGACACGRATACTGAGTTTT AGGTGTATTE
AARGAGACTTTTGAGECGAATACTGAGTTTTTGGACAGGTGTATTE:
e o dede ko o e e
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ACGCCAATATTCEAGRATTCTTAGRAGGTGRAGAAATAGTACTAGATTCATATGATTGT
ACGCCAATATTCAAGAATTCTTAGA TG ALATAGTACTAGRTTCATATGATTET

AACGCCAATATTCRAAGRATTCTTAGRARCGCTCARGARATAGTACTAGATTCATATGATTGET
ALCGCCAATATTCAAGAATTCTTAGAAGGTGAAGARRATAGTACTAGATTCATATGATTGT

AACGCCAATATTCRAAGAATTCTT TGAAGAAATAGTACTAGATTCATATGATTGT
AACGCCALATATTCAAGRATTCTT. TEAAGARATAGTACTAGRTTCATATGATTCET
AACGCCRATATTCRAGRATTCTTAGAAGGTC. ARATAGTACTAGATTCATATGATTCT

e b e b ek b o ok

TATRATAATGGTGEATTGTTGCCTCAACTARTAC CARATCTTGACAATTCTT 840
TATRAT. TGRATTGTTGCCTCAACTARTACTTTTGGT AATCTTGACAATTCTT 540
TATARTAATGGTGARTTGTTGCCTCARCTRAATACTTTIGGT CCARATCTTGACARTTCTT 840
TATARTAATGETCAATTGTTGCCTCARCTARTACTTTIGGT CCARATCTTGACAATTCTT 8490
TETAATAATGETGAATTGTTGCCTCARCTRARTACTTTIGGTCCARATCTTGACGATTCTT 840
TATRAATARTGGTGRATTGTTGCCTCAACTARTACTTTTGGT L ATCTTGACAATTCTT 840

TATERT. AATTGTTGCCTC CTAATACTTTTGGET L AATCTTGACARTTCTT 8B40
el s e kb o el

TGCCARATTCCAGGTTTATGCARACTGCACATARAAGCARTGGARRGGCARG 2
TGCCAARTTCCACGTTTATGCARACTECACATARAGGCARTGEARAGGCARG 2
TGCCARRTTCCAGGTTTATGCARRCTCCACRATAALGGCARTGER GGCARGT AGA
TGCCARATTCCAGGTTTATGCAAACTGGACATAAMGGCAATGGARAGGCAAGTGGAGAGA
TGCCAAATTCCAGGTTTATGCARACTGCACRTARAAGCAATGGARAGECARGTGCAGAGE
TGCCAAATTCCAGGTTTATGCAAACTGGACATAAL TGGA CGCRA L
TGCCAARTTCCAGGTTTATGCARACTGEACATARALGCARTGEARAGECARGTGEAGRGE
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Supplementary Fig. 3. Multiple sequence alignment
of RKM4 region of S. fimicola strains with respect
to S. cerevisiae in order to observe single nucleotide
polymorphism (SNP).

Note: Symbol (*) is showing fully conserved sites, space
and highlighted regions showing SNPs.

RWLPYFRVANEESDM 40

SRWEAPYFEVWNEPSDM 40
LINCILYEMEVLOERSRWAFYFEVWNEESDM 40
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NALIFWDDNELQLLRPSLVLERIGRREAREMHERIIKSIKQIGGEFSRVATSFEIDNFAY
NALIFWDDNELQLLRPSLVLERIGRREAREMHERI IRSTRQIGGEFSRVATSFEIDNFAY
NALIFWDDNELQLLRPSLVLERIGRREAREMHERIIRSTRQIGGEFSRVATSFEIDNFAY
NALIFWDANELQLLEPSLVLERIGRREAREMHERIIKSIKQIGGEFSRVATSFEFDNFAY
NALIFWDANELQLLEPSLVLERIGRREAREMHERIIRKSIRKQIGGEFSRVATIFEFDNFAY
NALIFWDDNELQLLRPSLVLERIGRREAREMHERIIRSIRQIGGEFSRVATSFEFDNFAY
NALIFWDANELQLLRPSLVLERIGRREAREMEERIIKSIKQIGGEFSRVATSFEFDNFAY
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IASIILSYSFDLEMQDIST EEELENERYLESMIPLADMLNADTSKCNANLT 160
IASITLSYSFDLEMOL EEELENERYLESMIPLACMLNADTSKCNANLT 160

ASIILSYSFDLEMQDSS EEFLENERYLESMIPLADMLNADTSKCNANLT 160

MQDSS EFFLENERYLESMIPLADILNADTSECNANLT 160
IASIILSYSFDLEMODSS TSEEELENERYLESMIFLADILNADTSKCNANLT 160
IASITLSYSFDLE! ETSEEELENERYLESMIPLADMINADTSKECNANLT 160
IASIILSYSFDLEMQDSSW TSEEELENERYLESMIFLADILNADTSKCNANLT 160
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¥DSNCLEMVALRDIERNEQVYNIYGEHPNSELLRRYGYVEWDGSRYDFGEVLLENIVERY 213
YDSNCLEMVALRDIERNEQVYNI ¥GEHPNSELLRRYGYVENDGSRYDFGEVLLENTIVER* 219
YDSNCLEMVALRDIERNEQVYNI ¥GEHPNSELLRRYGYVEWDGSRYDFGEVLLENTIVER* 219
YDSNCLEMVALRDIEENEQVYNI¥GEHPNSELLRRYGYVEWDGSKYDFGEVLLENIVEAL 220
YDSNCLEMVALRDIEENEQVYNI¥GEHPNSELLRRYGYVEWDGSKYDFGEVLLENIVEAL 220
YDSNCLEMVALRDIERNEQVYNIY¥GEHPNSELLRRYGYVEWDGSKYDFGEVLLENIVEATL 220
YDSNCLEMVALRDIERNEQVYNI¥GEHPNSELLRRYGYVENDGSRYDFGEVLLENIVERL 2290

e . b -

EETFETNTEFLDRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVQILTIL
RETFETNTEFLDRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVQILTIL
RETFETNTEFLDRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVQILTIL
EETF! DRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVCILTIL
EETF! DRCIDILRNNANIQEFLEGEEIVLDSYDCENNGELLPQLILLVCILTIL
RETFETNTEFLDRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVQILTIL

EETF! DRCIDILRNNANIQEFLEGEEIVLDSYDCYNNGELLPQLILLVQILTIL
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COIPGLORLDIEAMEROVERIVERCLOLIEGARATTNCSATHRRC IMERIADYPIRRCVS 340
CQIPGLCELDIREMERQVER: 300
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Supplementary Fig. 4. Multiple sequence alignment
of amino acid sequence of RKM4 protein of different
strains of S. fimicola with respect to the reference strain S.
cerevisiae amino acid sequence to spot genetic diversity.
Symbol (*) showing conserved sites, space and highlighted
regions showing polymorphic sites.



