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[bookmark: _GoBack]Figure S1. Alignment of PsaPOX reverse transcribed mRNA sequences from different monokaryons as well as the parental dikaryon. Seq1: sequence 1 of the dikaryon and MK5; Seq2: sequence 2 of MK42; Seq3: sequence 3 of MK21 and MK64, Seq4: sequence 4 of MK16, MK75, MK84, and MK101. Nucleotide exchanges were highlighted. Mutations resulting in amino acid exchanges are shown in red and exchanges which did not result in amino acid exchanges are presented in yellow. Alignment was performed with Clustal Omega (European Bioinformatics Institute, Hinxton, UK) [38]. Sequence 1 and 3 correspond to the coding regions of the two dikaryotic PsaPOX gDNA sequences. Inverted triangles indicate the position of introns.
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Figure S2. SDS-PAGE analysis of the purified recombinant PsaPOX variants after Ni-IMAC. The gel was stained with Coomassie Brilliant Blue. DK: PsaPOX_DK, high: PsaPOX_high, low: PsaPOX_low, M: molecular mass marker. Two protein bands were detected for the PsaPOX variants belonging to the unmodified (lower band) and glycosylated proteins (upper band).


 Table S1. PCR efficiency of the primer pairs used for the RT-qPCR analysis.
	target gene
	primer pair
	PCR efficiency [%]

	PsaPOX
	qRT_PsaPOX_for and qRT_PsaPOX_rev
	92.8

	gpd3
	gpd3_for and gpd3_rev
	88.3

	phos
	phos_for and phos_rev
	95.7
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ATGACT)\CACC'IGCACCACCCCTCGACCTCMCAATATTCAAGGCGATATCCT'CGGAGGATTGCCMAGMGACTGAGACCTACTTCTTCTTCGA
ATGACTACACCTGCACCACCCCTCGACCTCAAC: TTCAAGGCGATATCCTCGGAGGATTGCCAAAGAAGACTGAGACCTACTTCTTCTTCGA
ATGACTACACCTGCACCACCCCTCGACCTCAAC, TTCAAGGCGATATCCTCGGAGGATTGCCAAAGAAGACTGAGACCTACTTCTTCTTCGA
ATGACTACACCTGCACCACCCCTCGACCTCAAC, TTCAAGGCGATATCCTCGGAGGATTGCCAAAGAAGACTGAGACCTACTTCTTCTTCGA
KARAARARARRAA R AR AR AR AR R ARRAARRRAA A AR AR AR AR AR AR A AR AR AR AR R AR AR AR AR AR AR AR AR A AR RAAARAE
TGTTACCAACGTCGATCGATTCAAGGCTAACATGACCCAATTTATTCCTCATGTAAAGACGTCTGCCGGAATAGTCAAGGACCGTGAAGCGATCA
TGTTACCAACGTCGATCGATTCAAGGCTAACATGACCCAATTTATTCCTCATGTARAGACGTCTGCCGGAATAGTCAAGGACCGTGARGCGATCA
TGTTACCAACGTCGATCGATTCAAGGCTAACATGACCCAATTTATTCCTCATGTAAAGACGTCTGCCGGAATAGTCAAGGACCGTGAAGCGATCA
TGTTACCAACGTCGATCGATTCAAGGCTAACATGACCCAATTTATTCCTCATGTARAGACGTCTGCCGGAATAGTCAAGGACCGTGAAGCGATCA
B L LT N
AGGAGCACAAACGTCAGAAGAGGCCAGGCTTGGTCCCCATGGCCGCTGTCAACGTTTCCTTCTCTCATCTCGGTCTCCAGAAGCTTGGGATCACG
AGGAGCACAAACGTCAGAAGAGGCCAGGCTTGGTCCCCATGGCCGCTGTCAACGTTTCCTTCTCTCATCTCGGTCTCCAGAAGCTTGGGATCACG
AGGAGCACAAACGTCAGAAGAGGCCAGGCTTGGTCCCCATGGCCGCTGTCARCGTTTCCTTCTCTCATCTCGGTCTCCAGAAGCTTGGGATCACG
AGGAGCACAAACGTCAGAAGAGGCCAGGCTTGGTCCCCATGGCCGCTGTCAACGTTTCCTTCTCTCATCTCGGTCTCCAGAAGCTTGGGATCACG
e
GACGACCTGAGCGATTCCTCCTTCACCACTGGCCAGCGCAAGGATGCTGAAGTACTCGGTGATCCTGGTACCAAGAACGGTGACACTTTCACCCC
GACGACCTGAGCGATTCCTCCTTCACCACTGGCCAGCGCAAGGATGCTGAAGTACTCGGTGATCCTGGTACCAAGAACGGTGACACTTTCACCCC
GACGACCTGAGCGATTCCTCCTTCACCACTGGCCAGCGCAAGGATGCTGAAGTACTCGGTGATCCTGGTACCAAGAACGGTGACACTTTCACCCC
GACGACCTGAGCGATTCCTCCTTCACCACTGGCCAGCGCAAGGATGCTGAAGTACTCGGTGATCCTGGTACCAAGAACGGTGACACTTTCACCCC
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AGCTTGGGAAGCCCCCTTCCTCAAGGATATCCACGGCGTCATCTTTGTTGCTGGTGATTGCCACGCCTCGGTGCACAAGARACTCGACGAGATCA
AGCTTGGGAAGCCCCCTTCCTCAAGGATATCCACGGCGTCATCTTTGTTGCTGGTGATTGCCACGCCTCGGTGCACMGMCTCGA'SAGATCA
AGCTTGGGAAGCCCCCTTCCTCAAGGATATCCACGGCGTCATCTTTGTTGCTGGTGATTGCCACGCCTCGGTGCACAAGAAACTCGACGAGATCA
AGCTTGGGAAGCCCCCTTCCTCAAGGATATCCACGGCGTCATCTTTGT TGCTGGTGAT TGCCACGCCTCGGTGCACAAGAAACTCGATGAGATCA
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AGCACATCTTCGGCGTCGGCACCTCCCATGCTTCAATCTCCGAGGTAACCCATGTTCGCGGAGATGTCCGTCCGGGCCAAGTCAGCGCCCATGAA
AGCACATCTTCGGCGTCGGCACCTCCCATGCTTCAATCTCCGAGGTAACCCATGTTCGCGGAGATGTCCGTCCGGGCCAAGTCAGCGCCCATGAA
AGCACATCTTIGGCGTCGGCACCTCCCATGCTTCAATCTCCGAGGTAACCCATGTTCGCGGAGATGTCCGTCCGGccJAGTCAGCGCCCATGAR
AGCACATCTTCGGCGTCGGCACCTCCCATGCTTCAATCTCCGAGGTAACCCATGTTCGCGGAGATGTCCGTCCGGGCCAAGTCAGCGCCCATGAA
KAXRKEAAAE AAARKEARR AR A AR AR AR AR AR AR AR AR AR AR AR AR KRR AR AARKAAR KK ARRAAAA R ARR A
CIXZTTCGGCTTCCT’I‘GACGGTATCTCTAACCCTGCTGTCGACCAAT'ICGATCAGMCCCCTTCCCAGGCCAAGATTCGATTAGGCCAGGGTTCAT
CACTTCGGCTTCCTTGACGGTATCTCTAACCCTGCTGTCGACCAATTCGATCAGAACCCCTTCCCAGGCCAAGATTCGATTAGGCCAGGGTTCAT
CAC'ITCGGCTTCCTTGACGGTATCTCTMCCCTGCTGTCGACCAATTCGATCAGAACCCCTTCCCAGGCCMGATTCGAT‘&GGCC’GGGTTCAT
CACTTCGGCTTCCTTGACGGTATCTCTAACCCTGCTGTCGACCAATTCGATCAGAACCCCTTCCCAGGCCAAGATTCGATTAGGCCAGGGTTCAT

TCTGGCGAAGGAAAATGGAGACAGTCGCGCTGCCGCCCGACCTGATTGGGCCAAGGATGGAAGTTTCTTGACCTTCAGATATCTATTCCAGATGG
TCTGGCGAAGGAAAATGGAGACAGTCGCGCTGCCGCCCGACCTGATTGGGCCAAGGATGGAAGTTTCTTGACCTTCAGATATCTATTCCAGATGG
ECTGGCGAAGGAAAATGGAGACAGTCGCGCEGCCGCCAGECCEGATTGGGCTAARGAGGGAAGT TTCTTGACCTTCAGGTATCTITTCCAGATGG
TCTGGCGAAGGAAAATGGAGACAGTCGCGCTGCCGCCCGACCTGATTGGGCCAAGGATGGAAGTTTCTTGACCTTCAGATATCTATTCCAGATGG

AR RRRAAAAAK KRR RRAAAEAANRRRR AAAEAN % A% AAARIIRR HA K KXRARRAAAAAA KNS ARRAE KKAIR ARRAEA KRR
TCCCCGAGTTTGACGATTTCCTGGAAAGCAACCCCATTGTTCTACCTGGTTTGTCGAGGAAGGAAGGTAGCGAGCTCCTTGGTGCTAGGATTGTG
TCCCCGAGTTTGACGATTTCCTGGAAAGCAACCCCATTGTTCTACCTGGTTTGTCGAGGAAGGAAGGTAGCGAGCTCCTTGGTGCTAGGATTGTG
TCCCTIGAGTTTGACGAGTTCCTGGAAAGCAACCCCATTGTTCTACCTGGTTTGTCGAGGAAGGAAGGTAGCGAGCTCCTTGGEGCTAGRATTGTG
TCCCCGAGTTTGACGATTTCCTGGAAAGCAACCCCATTGTTCTACCTGGTTTGTCGAGGAAGGAAGGTAGCGAGCTCCTTGGTGCTAGGATTGTG
FARE AAAARRRARRE AR AARRAAAAAA AR AR AAARAA AR AR AR AR AR AR AR AAAAA R AR AR RAAARAARRRE AAAAE AARRR
6CCGATGGARCAG TGN EGCGCCCATCGAGATAACTCCCCTCARAGACGACCCARAGCTGGGGECAGATGCTCARAGRAACAACAATTTCGACTT
GGCCGATGGAAGAGTGGCGCGCCCATCGAGATAACTCCCCTCARAGACGACCCARAGCTGGGGGCAGATGCTCARAGAAACAACAATTTCGACTT
GGCCGATGGAAGAGEGGIGCACCTATCGAGATAACTCCTICTGARAGACGACCCARAGCAGcljacaclcTcanacEaACAACATTTCGACTT
GGCCGATGGAAGAGTGGCGCGCCCATCGAGATAACTCCCCTCAAAGACGACCCAAAGCTGGGGGCAGATGCTCAAAGAAACAACAATTTCGACTT
FXRRRAAKKKKRRR KX KA KR AXARAKKRKRRRAR AE KXARRRAAAAAKIRRR X KK KRK AR KRAAAR AXKAARRAAR
CGGTGATTCATTAGTTAGAGGCGATCAGACGAAATGTCCTTTCGCTGCTCACATCCGAAAGACATACCCCCGTAACGACTTGGAGGGGCCCCCTT
CGGTGATTCATTAGTTAGAGGCGATCAGACGAAATGTCCTTTCGCTGCTCACATCCGAAAGACATACCCCCGTAACGACTTGGAGGGGCCCCCTT
CGGEGATTCITTAGT TEGAGGCGATCAGACGAAGTGTCCTTTCGCTGCTCACATCCGARAGACATACCCCCGTAACGATTTGGAGGGGCCACCTT
CGGTGATTCATTAGTTAGAGGCGATCAGACGAAATGTCCTTTCGCTGCTCACATCCGAAAGACATACCCCCGTAACGACTTGGAGGGGCCCCCTT
FAE AR KRRARE AR ERRRAAAEARAR RRAAAAA AR AR RARAAK AR RRRAAAAA AR A RAAAEAKE KRARAEAAARE HAAR
TGAACGCTACATCGACAACCO ICGAATCATCCGOCGCGECATTCARTTCGGGCCTGAGGTCACAAGCCAGGAGCACCACGACAAGAAGACGCAC
TGAACGCTGACATCGACAACCGTCGAATCATCCGCCGCGGCATTCAATTCGGGCCTGAGGTCACAAGCCAGGAGCACCACGACAAGAAGACGCAC
TGAA'GCTGA’AI‘:ACAACCGTCGAATCATCCL‘CGCG&‘ATTCAATTCGGGCCTGAGG'I.ACQaECAGGAGCA'CACGACAAGAAGA*AC

TGAACGCTGACATCGACAACCGTCGAATCATCCGCCGCGGCATTCAATTCGGGCCTGAGGTCAC, CAGGAGCACCACGACAAGAAGACGCAC

KARE KAARE KA RAAAARRARAAAARAARRAE ARRAE ARARAARRARAARARAA AR KRR ARARAAAAR KAARARRAAARAAA Ahk

CATGGTCGTGGCCTTCTATTTGTCTGCTACTCCAGCAGCATCGACGATGGATTCCATTTCATTCAGCAAT'CTTGGGCGAATGCTCCGAACTTCCC
CATGGTCGTGGCCTTCTATTTGTCTGCTACTCCAGCAGCATCGACGATGGATTCCATTTCATTCAGCAATCTTGGGCGAATGCTCCGAACTTCCC
CATGGECGTGGCCTTCTATTEG|CTGCTACTCCAGCAGCATCGACGACGGETTCCACT TCATECAGCAATCTTGGGCEAATGCTCCGAACTTCCC
CATGGTCGTGGCCTTCTATTTGTCTGCTACTCCAGCAGCATCGACGATGGATTCCATTTCATTCAGCAATCTTGGGCGAATGCTCCGAACTTCCC
S
AGTCAATGCTGTGACTTCGGCTGGGCCTATCCCACCGTTGGATGGTGTCATTCCTGGCTTTGATGCTATCATCGGGCARRAGGTCGGCGGGGGTA
AGTCAATGCTGTGACTTCGGCTGGGCCTATCCCACCGTTGGATGGTGTCATTCCTGGCTTTGATGCTATCATCGGGCARAAGGTCGGCGGGGGTA
AGTCAACGCTGTGACTTCGGCTGGGCCEATCCCACCTTTGGATGGAGTCTTCCTGGCTTTGATGCTATCATCGGGCAGAAGGTCGGTGGGGETA

AGTCAATGCTGTGACTTCGGCTGGGCCTATCCCACCGTTGGATGGTGTCATTCCTGGCTTTGATGCTATCATCGGGCAAAAGGTCGGCGGGGGTA
KAARE ARAKKRARRAAARRRKARRARK AARRAAAR KAAAARAE ARk ARRRAAAARRAAARRARAAAREAARRAE ARKKAAAR AAARRAA

TCAGGCAGATCAGTGGTACCAACCCCAACGATCCCACCACAAACATCACGCTCCCAGACCAAGATTTCGTCATCCCAAGGGGGGGTGAATATTTC
TCAGGCAGATCAGTGGTACCAACCCCAACGATCCCACCACAAACATCACGCTCCCAGACCAAGAT TTCGTCATCCCAAGGGGGEGTGARTATTTC
TCAGGCAGATCﬁGTGGT}\CCMCCCCAACGATCCCACCAI*AC;\TCACGCTCCQGACCAAGATTTCSTCRTCCCAAGGGGGGGTGMTATTTC
TCAGGCAGATCAGTGGTACCAACCCCAACGATCCCACCACAAACATCACGCTCCCAGACCAAGATTTCGTCATCCCAAGGGGGGGTGAATATTTC

TTCTCTCCCTCTATCTCGGCCTTGAAGACTAAATTCGCTGCTGETGTGGCCTCTTCCGCTCCTCAGGCCCAGGCTCCGATCTCTACCTGA
TTCTCTCCCTCTATCTCGGCCTTGAAGACTAAATTCGCTGCTGGTGTGGCCTCTTCCGCTCCTCAGGCCCAGGCTCCGATCTCTACCTGA
TTCTCTCCCTCTATCTCGGCCTTGAARGACTARATTCGCTGCTGGTGTGGCCTCTTCCGCTCCTCAGGCCCAGGCTCCGATCTCTACCTGA
TTCICTCCCTCTATCTCGGCCTTGAAGACTAAATTCGCTGCTGGTGTGGCCTCTTCCGCTCCTCAGGCCCAGGCTCCGATCTCTACCTGA
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