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Figure. S1. Screening of positive recombinant GS115 on MM plates.
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Score Expect Identities Gaps Strand Score Expect Identities. Gaps Strand
169 bits(91) Se-47 91/91(100%) 0/91(0%) Plus/Minus 1452 bits(786) 0.0 786/786(100%) 0/786(0%) Plus/Plus

Query 1 AATTCTGGA cncn'ncc ccmccrm AGA crccmmccrccmcmn 60 Quers 50  GATCCAAACGATGAGATTTCCTTCAATTTTTACTGCAGTTTTATTCGCAGCATCCTCCGC 109

Sbjct 201 :I«l#cITIrl,c 'mo: ”IAlclt'!'ll’Al'll'll'M”AlAl “”I”cltlcqclér'c'é%m 142 Sbjet 1 GATCCAAACGATGAGATTTCCTTCAATTTTTACTGCAGTTTTATTCGCAGCATCCTCCGC 60

Query 61  AMAGACCAAGAGTTAGATTGTCTGCTTAAGC 91 Query 110 ATTAGCTGCTCCAGTCAACACTACAACAGAAGATGAAACGGCACAAATTCCGGCTGAAGC 169

Sbjct 141 Hiéléé“élé#lél#é#é&'é#”&' m Shjct 61  ATTAGCTGCTCCAGTCAACACTACAACAGAAGATGARACGGCACAAATTCCGGCTGAGC 120

Query 170 TGTCATCGGTTACTCAGATTTAGAGGGGATTTCGATGTTGCTGTTTTGCCATTTICCAR 229

Sbijct 121 TGTCATCGGTTACTCAGATTTAGAAGGGGATTTCGATGTTGCTGTTTTGCCATTTICCAA 180

Query 230 CAGCACAAATAACGGGTTATTGTTTATAAATACTACTATTGCCAGCATTGCTGCTAAAGA 289

Sbict 181 CAGCACAAATAACGGGTTATTGTTTATAAATACTACTATTGCCAGCATIGCTGCTANAGA 240

Query 290 AGA ATCTCTC TGAAGCTTACGTAGAATTCTGGAAGAAGAT 349

Sbict 241 ATCTCTC TGAAGCTTACGTAGAATTCT T 300

Query 330 TTGGAAGCCAGGTATTAAGAAGTGGATTAAGGGTGGTGGTCAMAGCGTCCAAGAGTTAG 409

Sbjct 301 TIGGAAGCCAGGTAT TT: AAMAGCGTCCAAGAGTTAG 360

Query 410 ATTGTCTGCTGGTTC TCTTTGTTGACT TGAAGA 469

Sbjet 361 ATTGTCTGCTGGTTC TCTTTGTTGACT TGAAGA 420

Query 470  AAACCCCGGTCCAATGAGATTTCCATCTATTTTTACCGCCGTTTTGTTCGCCGCCTCTIC 529

B Shict 421 AMCCCCGGTCCAATGAGATTTCCATCTATTTITACCGOCGTTTIGTTCGOCGCCTCTTC 480

Query 530 TGCTTTGGCTGCTCCAGTTAACACTACTACTGAAGATGAACTGCTCAGATTCCAGCTGA 589

Sbjct 481 TGCTTTGGCTGCTCCAGTTAACACTACTACTGAAGATGAAACTGCTCAGATICCAGCTGA 540

Score Bt Tdentities Gone Strand Query 590 AGCTGTTATTGGTTACTCTGATTTGGAAGGTGATTTCGATGTTGCCGTTTTGCCATITIC 649

435 bits(235) 2e-126  235/235(100%) 0/235(0%) Plus/Minus Sbjct 541 AGCTGTTATIGGTTACTCTGATTTGGAAGGTGATTICGATGTIGCCGTTTTGCCATITIC 600

e T T, oo ittt

Sbjct 335 AATTCTGGAA \GOCAGGTATTAAGAAGTGGATTAAGGCTGGTGGTCAAA 27 Shjct 601 TAACTCTACCAACAACGGCTTGTTGTTCATTAACACCACTATCGCCTCTATCGCTGCTAA 660

Do 1 T Query 10 TR ORISR TITI T ™

Sbjct 275 TTGTCTGCTGCTTCTG: GCTTCTTTCTTC) 2 Sbjct 661 GGAAGAAGGTGTTTCTTTGGAAAAGAGAGAGGCCGAAGCTTGGAAGAAGATTTGGAAGCC 720

Query 121 AACAAAACCCACCTOCA AACATTTCCA, CCFACC ATTAACA 18 ery 770 AGGTATTAAGA T AAAAAGACCAAGAGTTAGATTGTCTGC 829

Sbjct 215 GTGG'II’(!;AI'II’GI'II'II'(!;AIAI(lﬂlAMHHI”“II”““”””II 1 | IIA'A'GIAl 15 :;jci 721 AGGTATTAAGA AAAAAGACCAAGAGTTAGATTGTCTGC 780
e "'"""'Ac'cucu'ag,uu:iiiiiﬁﬁixiﬂ,"'w"ﬁi@u"ﬁ ” oee m T

Figure. S2. Blast between gene sequencing and gene synthesis for transformants. A.
pPICIK-K; B. pPICI9K-KTK, C. pPICOK-KTAK.
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Figure. S3. WB for recombinant peptide. M: marker; E: empty vector; T: KTK; A:
KTAK



Table S1. The nucleic acid sequence of inserted fragment.

Items

Nucleic acid sequence

K

KTK

KTAK

TGGAAGAAGATTTGGAAGCCAGGTATTAAGAAGTGGATTAAGG
GTGGTGGTCAAAAAAGACCAAGAGTTAGATTGTCTGCT
TGGAAGAAGATTTGGAAGCCAGGTATTAAGAAGTGGATTAAGG
GTGGTGGTCAAAAGCGTCCAAGAGTTAGATTGTCTGCTGGTTCT
GGTGAAGGTAGAGGTTCTTTGTTGACTTGTGGTGATGTTGAAGA
AAACCCAGGTCCATGGAAGAAGATTTGGAAGCCAGGTATTAAG
AAGTGGATTAAGGGTGGTGGTCAAAAAAGACCAAGAGTTAGAT
TGTCTGCT
GGAAGAAGATTTGGAAGCCAGGTATTAAGAAGTGGATTAAGGG
TGGTGGTCAAAAGCGTCCAAGAGTTAGATTGTCTGCTGGTTCTG
GTGAAGGTAGAGGTTCTTTGTTGACTTGTGGTGATGTTGAAGAA
AACCCCGGTCCAATGAGATTTCCATCTATTTTTACCGCCGTTTTG
TTCGCCGCCTCTTCTGCTTTGGCTGCTCCAGTTAACACTACTACT
GAAGATGAAACTGCTCAGATTCCAGCTGAAGCTGTTATTGGTTA
CTCTGATTTGGAAGGTGATTTCGATGTTGCCGTTTTGCCATTTTC
TAACTCTACCAACAACGGCTTGTTGTTCATTAACACCACTATCG
CCTCTATCGCTGCTAAGGAAGAAGGTGTTTCTTTGGAAAAGAGA
GAGGCCGAAGCTTGGAAGAAGATTTGGAAGCCAGGTATTAAGA
AGTGGATTAAGGGTGGTGGTCAAAAAAGACCAAGAGTTAGATT
GTCTGCTT




