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Supplementary Fig. 1. Phenotypes of bikaverin pathways with bikl driven by
different promoters, growing on SC-Ura plate with glucose or galactose as carbon
source for 2 dayS. yZMOOG, Prpso-bik1; yZMOO?, Prpraza-bik1; yZMOOS, Pgpmi-bikl;
yZMO009, PgaL1-bikl; pRS416, empty control.
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Supplementary Fig. 2. Bikaverin analysis in yZM009 by HPLC, UV spectra and Mass
spectra. Strain yZMO009 grown in SC—Ura medium with galactose as the carbon source
was analyzed by HPLC at 510nm as shown in a. (Blue line: yZMO0Q09; yellow line:
empty control). Red arrow indicted the peak of bikaverin. UV spectra and Mass spectra
of bikaverin standard were shown in b. The UV spectra and Mass spectra for bikaverin
detection in yZMO009 were shown in c. The UV spectra and Mass spectra were extracted
from the peak 9 as shown in a.
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Supplementary Fig. 3. Results from shake-flask fermentation with different strains
carrying different copies of Pptase. Genotypes of strains were shown in a and titers of
bikaverin were shown in b. Data are presented as mean values +/— SD and error bars
show SD from n=3 biological replicates. Source data underlying Supplementary Figure
3b are provided as a Source Data file.



HPLC/ESI-MS analytical standard
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Supplementary Fig. 4. The Bikaverin standard for HPLC/ESI-MS analysis. a. the
extracted ion chromatogram (EIC) of m/z 383.1, the mass of [M-H]" of bikaverin. b.
the mass spectrum of the bikaverin peak in a.
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Supplementary Fig. 5. The EIC of pre-bikaverin with m/z 325.1 in strains yZMO026,
027 and 009. The mass spectrum of the corresponding peak in yZM026 is shown on the

right side.



yZMO027-EIC 339.0+All MS  oxo-pre-bikaverin

Intens. x10%

Strain yZM027 (bik1+bik2) triens. x00°

o W0 om 5 339.04(M+H)+ +MS, 11.6min

o

6

4
2121

2
4892

2681
e RO | 5182
IA | =i L N PO W e 2 ol

200 250 300 350 400 450 500 550 600 650 700n/z

0

5 10 15 20 25 T/min

yZMO027 EIC 355.0+All MS Di-nor-bikaverin

b Intens. x10°

1.0
- Strain yZM027 (bik1+bik2)

o OH o CHy
0.8
0.6 ‘O O
. HO' o OH
o OH

0.4

0.2

0.0 e e e e e e
0 5 10 15 20 25 30 35 T/min

Supplementary Fig. 6. The EIC of oxo-pre-bikaverin and di-nor-bikaverin in strain
yZMOQ027. a. the peak of oxo-pre-bikaverin, and the corresponding mass spectrum. b.
the extracted ion chromatogram of m/z 355.0, the mass of [M-H]" of di-nor-bikaverin.
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Supplementary Fig. 7. Me-pre-bikaverin detection from strain yZM028. a. The two
peaks in EIC of me-pre-bikaverin (m/z 339 for [M-H]"). b. The mass spectra of the
two peaks.
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Supplementary Fig. 8. HPLC/ESI-MS spectrum of strain yZM009, with the complete

bikaverin pathway. The extracted ion chromatograms and mass spectra of
pre-bikaverin, oxo-pre-bikaverin, me-oxo-pre-bikaverin, dehydroxy-bikaverin,
nor-bikaverin, bikaverin are shown in a, b, c, d, e and f, respectively.
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Supplementary Fig. 9. The effect of bik6 deletion. Strains carrying bikaverin
pathways were used to confirm that deletion of bik6 had little effect on bikaverin
production in S. cerevisiae. In each group, bikaverin pathways assembled are identical,
except for bik6. Blue, no bik6 in bikaverin pathways; yellow, biké was included as the
original deSign. yZMOOg and yZM032 PGALl-bikl, PTEFl-bikZ, PTP|1-bik3; yZMO3O
and yZM033 PGALl-bikl, PTEFl-bikZ, PGALl-bik3; yZMO31 and yZM034 PGALl-bikl,
PeaL1-bik2, Pgai1-bik3. Data are presented as mean values +/— SD and error bars show
SD from n=3 biological replicates. Source data are provided as a Source Data file.
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Supplementary Fig. 10. Homology modeling of Bik2 and Bik3. The homology
modeling shows that the active pocket and FAD bind site of Bik2 are close to the
N-terminal, while for Bik3, its SAM binding site and active pocket are near the
C-terminal. In plasmid pZM-y037, proteins were fused in N-Bik2-Bik3-C direction,
aiming to minimize the impact on the functions of Bik2 and Bik3.
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Supplementary Fig. 11. Western blotting of Bik2, Bik3 and fusion proteins.
Uncropped scans were supplied in the source data file. All the proteins were tagged
with a 6xHis-tag and driven by GAL1 promoter. All strains were cultured in SC-Ura
media with galactose as the carbon source. GADPH were used as internal reference
protein. Strain yZMO044 was used for Bik3-Bik2-His6; strain yZM043 was used for
Bik2-Bik3-His6; strain yZMO045 was used for Bik2-His6; strain yZMO046 was used for
Bik3-His6. Experiment was repeated 3 times independently with similar results.
Source data are provided as a Source Data file.
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Supplementary Fig. 12. The original uncropped scans of Western blot for Fig. 2 (a)
and Supplementary Fig. 11 (b).
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Supplementary Table 1. Yeast strains and coding plasmids for bikaverin pathway
expressing in yeast.

Strain Background Plasmid Description Source
yZMO006 BY4742 pZM-y006 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacss Prpso-BIK1- Tacs: Ppoki-BIK6- | This study
Tzeo1_ Penoz-PPT- Tapmz_Prera-NPGA- Ty
yZMO0O07 BY4742 pZM-y007 PRS416_ Preri-BIK2- Teyer Prpin-BIK3- Tacsz_ Preiasa-BIK1- This study

Tacs1_Ppok1-BIK6- Tzeor_ Penoz-PPT- Taprz_Prera-NPGA- Ty
yZMO008 BY4742 pZM-y008 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacss Popmi-BIK1- Tacsi Ppoki-BIK6- | This study
Tzeo1_ Penoz-PPT- Taprz_Prera-NPGA- Ty
yZMO009 BY4742 pZM-y009 PRS416_ P1eri-BIK2- Toyer Prpii-BIK3- Tacss Poari-BIK1- Tacs: Ppoki-BIK6- | This study
Tzeo1_ Penoz-PPT- Taprz_Prera-NPGA- Ty
yZMO010 BY4742 pZM-y010 PRS416_ Prer1-BIK2- Teyer Prpin-BIK3- Tacsz_ Pres2-BIK1-GFP- Tapps This study
Prer-KanMX- Trge- Tacsi_Ppoki-BIK6- Tzeo1_ Peno2-PPT- Taprz_Prer-NPGA-
( Bik1-GFP)
Txtr (derived from pZMO0O06 )
yZM011 BY4742 pZM-y011 PRS416_ P1er1-BIK2-GFP- Tapn1_ Prer-KanMX- Trgg- Teyer Prpir-BIK3- Tacsz | This study
Prps2-BIK1- Tacsi_Ppeki-BIK6- Tzeo1_ Peno2-PPT- TapHa_Prer-NPGA- Tuxrr
( Bik2-GFP)
( derived from pZMO006 )
yZMO012 BY4742 pZM-y012 PRS416_ P1er1-BIK2- Teyer Prpii-BIK3-GFP- Taphr_ Prer-KanMX- Trge- Tacsz_ | This study
PrpsoBIKL- Tacsi_Peoxi-BIK6- Tzeor_ PenozPPT- Taora_PrersNPGA- Tiaxry
( Bik3-GFP )
( derived from pZMO006 )
yZMO013 BY4742 pZM-y013 pPRS416_ Prgpi-BIK2- Teyer Prpir-BIK3- Tacsz Pres2-BIK1- This study
Tacs1_Ppok1-BIK6-GFP- Tapu1_ Prer-KanMX- Tree-  Tzeor_ Penoz-PPT-
( Bik6-GFP )
Taorz_Prera-NPGA- Txr7 (derived from pZMO006 )
yZMO014 BY4742 pZM-y014 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacsa_ Presa-BIK1- Tacst Ppii-BIK6- | This study
Tzeo1_ Penoz-PPT-GFP- Taphi_ Prer-KanMX- Tree- Taprz_Prera-NPGA- Thxrs
( PPT-GFP )
( derived from pZMO006 )
yZMO015 BY4742 pZM-y015 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacsa_ Presa-BIK1- Tacst Ppoii-BIK6- | This study
Tzeo1_ Penoz-PPT- Taprz_Prera-NPGA- GFP- Tapni_ Prer-KanMX- Tree- Tuxrs
( NPGA-GFP)
( derived from pZMO006 )
yZMO016 BY4742 pZM-y016 PRS416_ Prep1-BIK2- Teyer Prpin-BIK3- Tacsz Preraza-BIK1-GFP- Tapui_ This study
Prer-KanMX- Tree-  Tacsi_Ppeki-BIKG- Tzeo1_ Peno2-PPT-
( Bik1-GFP )
Taorz_Prera-NPGA- Tyxr7 (derived from pZMO007 )
yZMO17 BY4742 pZM-y017 PRS416_ Preri-BIK2- Teyer Prpin-BIK3- Tacsz_ Popmi-BIK1-GFP- Tapps_ This study
o ) Prer-KanMX- Tree- Tacsi_Proki-BIKG- Tzeo1_ Peno2-PPT- TapHz_Prer-NPGA-
Bik1-GFP
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Thxt7 (derived from pZMO008 )

yZMO018 BY4742 pZM-y018 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacso_ Poari-BIK1- GFP- Tapps_ This study
Prer-KanMX- Trer- Tacs1_Proki-BIK6- Tzeo1_ Penoz-PPT- TapHz_Prer-NPGA-
( Bik1-GFP)
Thxt7 (derived from pZMO009 )
yZM021 BY4742 pZM-y006 pRS413-GEV + pRS416_ Preri-BIK2- Teyer Prpir-BIK3- Tacsy Pres2-BIK1- This study
+pGEV Tacs1_Proki1-BIK6- Tzeo1_ PenozPPT- Taphz_Prer-NPGA- Thxrr
yZM022 BY4742 pZM-y009 pRS413-GEV + pRS416_ Prgri-BIK2- Teyer Prpir-BIK3- Tacsz Peari-BIK1- This study
+pGEV Tacs1_Ppck1-BIK6- Tze01_ Peno2-PPT- Tapz_Prer-NPGA- Thxrr
yZM026 BY4742 pZM-y026 PRS416_ PgaL1-BIK1-Tacsi Ppeki-BIK6- Tze01_ Penoz-PPT- Taphz Prer-NPGA- | This study
THXT?
yZMO027 BY4742 pZM-y027 PRS416_ P1eri-BIK2- Teyer _ Poatt-BIKL-Tacsi Ppeki-BIK6- Tzeor Penoz-PPT- | This study
TADHZ_PTEFZ'NPGA' THXT7
yZMO028 BY4742 pZM-y028 PRS416_ PgaL1-BIK3- Tacso_ Pear1-BIK1-Tacs: Ppoki-BIK6- Tzeo1 Peno2-PPT- | This study
TADHZ_PTEFZ'NPGA' THXT7
yZM029 BY4742 pZM-y029 PRS416_ PgaL1-BIK2- Teyer Prein-BIK3- Tacsz_ Peari-BIK1- Tacsi Ppeki-BIK6- | This study
TZEOl_ F)ENOZ'F)F)T' TADHLPTEFZ'NPGA' THXT?
yZMO030 BY4742 pZM-y030 PRS416_ P1eri-BIK2- Teyer Poatt-BIK3- Tacsz Pear1i-BIK1-Tacs: Ppoki-BIK6- | This study
TZEOl_ F)ENOZ'F)F)T' TADHLPTEFZ'NPGA' THXT?
yZM031 BY4742 pZM-y031 PRS416_ Pgar1-BIK2- Teyer Peari-BIK3- Tacsz Pear1-BIK1-Tacsi_Ppoki-BIK6- | This study
TZEOl_ PENOZ'PPT' TADHLPTEFZ'NPGA' THXT7
yZM032 BY4742 pZM-y032 PRS416_ P1eri-BIK2- Teyer Prpii-BIK3- Tacss Poari-BIK1-Tacsi Peno2-PPT- This study
TADHZ_PTEFZ-NPGA' THXT7
yZM033 BY4742 pZM-y033 PRS416_ P1eri-BIK2- Tever Poatt-BIK3- Tacse Peari-BIK1-Tacs: Penoo-PPT- | This study
TADHZ_PTEFZ-NPGA' THXT7
yZMO034 BY4742 pZM-y034 PRS416_ Pgar1-BIK2- Teyer Poali-BIK3- Tacsz Pear1-BIK1-Tacsi Penoz-PPT- | This study
TADHZ_PTEFZ-NPGA' THXT7
yZMO035 BY4742 pZM-y035 PRS416_ P1er1-BIK2- Teyer Prpin-BIK3- Tacss Poari-BIK1- Tacs: Ppoki-BIK6- | This study
TZEOl_ PENOZ'PPT' TADHZ
yZMO036 BY4742 pZM-y036 PRS416_ P1eri-BIK2- Teyer Prpi-BIK3- Tacso Poari-BIK1- Tacs: Ppoki-BIK6- | This study
TZEOl_ PENOZ-NPGA' TADHZ
yZMO037 BY4742 pZM-y037 PRS416_ PgaL1-BIK2-BIK3- Teyer Peari-BIK1-Tacsi Ppeki-BIK6- This study
TZEOl_PENOZ'PPT' TADHZ_PTEFZ'NPGA' THXT7
yZM038 BY4742 pZM-y038 pRS416_ PgaL1-BIK2-BIK3-GFP- Taph1_ Pree-KanMX- Treg- Teyer This study
Pear1-BIK1-Tacsi_ Ppaki-BIK6- Tzeo1_Penoa-PPT- TapHa_Prere-NPGA- Ty
( derived from pZMO037 )
yZM039 BY4742 pZM-y039 PRS416_ Pgar1-BIK2-GFP- Tapu1_ Prer-KanMX- Trer - Tever Poair-BIK3- This study
Tacsz2_ Poar1-BIK1- GFP-Tacsi_Ppoki-BIK6- Tzeo1_ Penoa-PPT-
Taprz_Prera-NPGA- Tyxr; (derived from pZMO031 )
yZMO040 BY4742 pZM-y040 PRS416_ PgaL1-BIK2- Tever Poali-BIK3-GFP- Tapny Prer-KanMX- Trgg - This study

TACSZ_ PGALl'BIKl' GFP'TACSLPPGKI'BIKG' TZEOl_ PENOZ'PPT'
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Taprz_Prera-NPGA- Tyxr7 (derived from pZMO031 )

yZMO041

BY4742

pZM-y041

pRS416_ PTEFl'BIKZ' TCYC]_PTPll'BIKS' TACSZ_ I:’GALI'BIK:L' TACSl_PPGKl'BIK6'

TZEOl

This study

yZM042

BY4742

pZM-y042

PRS416_ Pgar1-BIK3-BIK2- Teyer Peari-BIK1-Tacsi Ppeki-BIK6-
Tzeor_Peno2-PPT- Taphz_Prera-NPGA- Tixrr

This study

yZM043

BY4742

PRS416_ Pgai1-BIK2-BIK3-6xHis-tag- Tapp1_ Prer-KanMX- Tree- Tever
PGALl'BIKl'TACSl_ PF’GKl'BIK6' TZEO]_PENOZ'PPT' TADHLPTEFZ'NPGA' THXT7

( derived from pZMO037 )

This study

yZM044

BY4742

PRS416_ Pgar1-BIK3-BIK2-6xHis-tag - Tapmi_ Prer-KanMX- Tree- Tever
PGALl'BIKl'TACSl_ PPGKl'BIKG' TZEO]_PENOZ'PPT' TADHLPTEFZ'NPGA' THXT7

( derived from pZM042 )

This study

yZM045

BY4742

PRS416_ Pgar1-BIK2-6xHis-tag - Tapmi_ Prer-KanMX- Trer - Teyer Poali-BIK3-
TACSZ_ PGALl'BIKl' GFP'TACS]_PPGKSL'BIKG' TZEOl_ PENOZ'PPT'

TapHz_Prera-NPGA- Tyxr7 (derived from pZMO031 )

This study

yZM046

BY4742

PRS416_ Poai1-BIK2- Teyer Peaui-BIK3-6xHis-tag - Tapu_ Prer-KanMX- Trer -
TACSZ_ PGALl'BIKl' GFP'TACS]_PPGKSL'BIKG' TZEOl_ PENOZ'PPT'

Taorz_Prera-NPGA- Tyxr7 (derived from pZMO031 )

This study

yZMO047

BY4742

pRS416_ P1er1-BIK2- Teyer Prpii-BIK3- Tacsy Prpsy-BIK1- 6xHis-tag - Tapyi_
Prer-KanMX- Tree - Tacs1 Preki-BIK6- Tze01_ Peno2-PPT- Taprz_Prer-NPGA-

Thxr7 (derived from pZMO006 )

This study

yZM048

BY4742

pRS416_ Prer1-BIK2- Teyer Prpin-BIK3- Tacsy Pepmi-BIK1- 6xHis-tag - Taphi
Prer-KanMX- Tree - Tacs1_Preki-BIK6- Tzeo1_ Penoa-PPT- Taprz_Prer-NPGA-

Thxr7 ((derived from pZMO008 )

This study

yZM049

BY4742

PRS416_ Preri-BIK2- Teyer Pren-BIK3- Tacss Prevasa-BIK1- 6xHis-tag -
TADHl_ PTEF-KanMX- TTEF - TACS]_PPGKl-BIKG' TZEOl_ PENOZ'PPT'

Taphz_Prera-NPGA- Tyyr7 ((derived from pZMO007 )

This study

yZM050

BY4742

pRS416_ P1eri-BIK2- Teyer Prpir-BIK3- Tacsz Peari-BIK1-6xHis-tag - Tapni_
Prer-KanMX- Trgr - Tacsi_Peeki-BIK6- Tze01_ Penoo-PPT-

Taphz_Prera-NPGA- Tyyr7 ((derived from pZMO009 )

This study

yZM051

BY4742

PZMO35+bZ
M027

This study

yZM052

BY4742

PZMO36+bZ
M028

This study
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Supplementary Table 2. E. coli strains and plasmids used in this study.

Plasmid Description Source
hZM007 PUC19-VA1-Prep;-BIK2- Toyci-VA3 This study
hZM008 PUC19-VA3- P1p;1-BIK3- Tacs,-VA4 This study
bZM009 PUC19-VA4- Prpgy-BIK1- Tace;-VAS This study
bZM010 PUC19-VAS5- Ppgy-BIK6- Tze0;-VAB This study
bzM011 PUC19-VAB- Penoo-PPT- Taprp-VAT7 This study
bzZM012 PUC19-VAT- P1erp-NPGA- Tyxr7-VA2 This study
bZM013 PUC19-VAB- Penoo-PPT- Taphp-VA2 This study
bzM014 PUC19-VAB- Peyoo-NPGA- Tapio-VA2 This study
hZM015 PUC19-VAS5- Peyoo-PPT- Taphz-VA7 This study
hZM016 PUC19-VAS5- Peyoo-PPT- Taprz-VA7 This study
hzZM017 pRS416-VA3-VA4- RFP-VA2 This study
pJC170 pRS416-VA1-RFP-VA2 Mitchell et al.*
hZM019 PUC19-VA1-Pgp1-BIK2- Teye-VA3 This study
hZM020 PUC19-VA3- Pga1-BIK3- Tacs,-VA4 This study
bzM021 PUC19-VA4- Pga1-BIK1- Tacgi-VAS This study
bzZM023 PUC19-VA4- Prpy 43a-BIK1- Tacgi-VAS This study
bzZM024 PUC19-VA4- Pgppy-BIK1- Tacsi-VAS This study
bZM026 PUC19-VA1-Pga1-BIK2-BIK3 -Teyci-VA3 This study
bzZM027 PRS413- VAB- Peyoa-PPT- Tapr-VA2 This study
bZM028 PRS413- VAB- Peyoa-NPGA- Taps-VA2 This study
pGEV pGal4-ER-VP16-HIS3 Cai et al.> Mclsaac et al. 3
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Supplementary Table 3. Primer sequences used in this study.

Primer Sequence

Bik2-GFP-F CCAGTTCAAGCTGCTACCGGTGTTGTTGAAGTTGGTTCTGGTCGACGGATCCCCGGGTT
Bik2-GFP-R AACTAATTACATGATATCGACAAAGGAAAAGGGGCCTGTTCGATGAATTCGAGCTCGTT
Bik3-GFP-F TACGGTTCTTTCATGTCTGTTATCGACGTTGTTTTGGGTGGTCGACGGATCCCCGGGTT
Bik3-GFP-R CGAAATTTTATCTCATTACGAAATTTTTCTCATTTAAGTTCGATGAATTCGAGCTCGTT
Bik1-GFP-F GCTTTGTGTGCTAAGATCAGAGAAACCATGGGTGTTAACGGTCGACGGATCCCCGGGTT
Bik1-GFP-R AAAAAAAAGTCGTCAATATAAAAAGGAAAGAAATCATCATCGATGAATTCGAGCTCGTT
Bik6-GFP-F ATCAGAGCTAGAGGTGAATTCTCTAAGTTGTCTACCTACGGTCGACGGATCCCCGGGTT
Bik6-GFP-R AAAGAAACTTCTAGTAAAGTGCAGCACATTCAAGTGTGATCGATGAATTCGAGCTCGTT
PPT-GFP-F GAAGAAATCTTGGCTTTCGGTGAACAAGCTTCTAAGCCAGGTCGACGGATCCCCGGGTT
PPT-GFP-R AATGAAAACTATAAATCGTAAAGACATAAGAGATCCGCTTCGATGAATTCGAGCTCGTT
NPGA-GFP-F ATCCAACCATGTGCTACCGGTGTTTGTAACTGTTTGTCTGGTCGACGGATCCCCGGGTT
NPGA-GFP-R ATTAGAGCGTGATCATGAATTAATAAAAGTGTTCGCAAATCGATGAATTCGAGCTCGTT
His-tag-F CACCACCATCACCATCACTAAGCGAATTTCTTATGATTTATGATTTTTATTAT

His-tag-R TCGATGAATTCGAGCTCGTT

Bik2-6xhis-F CCAGTTCAAGCTGCTACCGGTGTTGTTGAAGTTGGTTCTCACCACCATCACCATCAC TAAGC
Bik2-6xhis-R AACTAATTACATGATATCGACAAAGGAAAAGGGGCCTGTTCGATGAATTCGAGCTCGTT
Bik3-6xhis-F TACGGTTCTTTCATGTCTGTTATCGACGTTGTTTTGGGTCACCACCATCACCATCAC TAAGC
Bik3-6xhis-R CGAAATTTTATCTCATTACGAAATTTTTCTCATTTAAGTTCGATGAATTCGAGCTCGTT
Bik1-6xhis-F GCTTTGTGTGCTAAGATCAGAGAAACCATGGGTGTTAACCACCACCATCACCATCAC TAAGC
Bik1-6xhis-R AAAAAAAAGTCGTCAATATAAAAAGGAAAGAAATCATCATCGATGAATTCGAGCTCGTT
Bik6-6xhis-F ATCAGAGCTAGAGGTGAATTCTCTAAGTTGTCTACCTACCACCACCATCACCATCAC TAAGC
Bik6-6xhis-R AAAGAAACTTCTAGTAAAGTGCAGCACATTCAAGTGTGATCGATGAATTCGAGCTCGTT
PPT-6xhis-F GAAGAAATCTTGGCTTTCGGTGAACAAGCTTCTAAGCCACACCACCATCACCATCAC TAAGC
PPT-6xhis-R AATGAAAACTATAAATCGTAAAGACATAAGAGATCCGCTTCGATGAATTCGAGCTCGTT
NPGA-6xhis-F ATCCAACCATGTGCTACCGGTGTTTGTAACTGTTTGTCTCACCACCATCACCATCAC TAAGC
NPGA-6xhis-R ATTAGAGCGTGATCATGAATTAATAAAAGTGTTCGCAAATCGATGAATTCGAGCTCGTT
Bik2-6xhis-F CCAGTTCAAGCTGCTACCGGTGTTGTTGAAGTTGGTTCTCACCACCATCACCATCAC TAAGC
Bik2-6xhis-R AACTAATTACATGATATCGACAAAGGAAAAGGGGCCTGTTCGATGAATTCGAGCTCGTT
Bik3-6xhis-F TACGGTTCTTTCATGTCTGTTATCGACGTTGTTTTGGGTCACCACCATCACCATCAC TAAGC
Bik3-6xhis-R CGAAATTTTATCTCATTACGAAATTTTTCTCATTTAAGTTCGATGAATTCGAGCTCGTT
Bik1-6xhis-F GCTTTGTGTGCTAAGATCAGAGAAACCATGGGTGTTAACCACCACCATCACCATCAC TAAGC
Bik1-6xhis-R AAAAAAAAGTCGTCAATATAAAAAGGAAAGAAATCATCATCGATGAATTCGAGCTCGTT

Note: The sequences underlined represent the homology arms used to promote yeast homologous

recombination.
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