Name

Sequence

pCAPO5-1_5121F

AGCTCCAATTCGCCCTATAGATCACGAGCAATAAACCCGC

pCAP05-1_5121R

CTGGAAAGCGGGCAGTGAGCGGCCTTTTGCTCACATGTTC

pCAP05-2_3943F

GAACATGTGAGCAAAAGGCCGCTCACTGCCCGCTTTCCAG

pCAPO05-2_3943R

CCTATTTGTTTATTTTTCTAACGATTGATGGCGGTCCTGG

pCAP05-3_2024F

CCAGGACCGCCATCAATCGTTAGAAAAATAAACAAATAGG

pCAP05-3_2024R

GGGTTAATTCCGAGCTTGGCTATTTCACACCGCATATGAT

pCAPO05-4_1639F

ATCATATGCGGTGTGAAATAGCCAAGCTCGGAATTAACCC

pCAPO05-4_1639R

GCGGGTTTATTGCTCGTGATCTATAGGGCGAATTGGAGCT

vio2tal6-1_3121-40F

CTCGGTTTGACGCCTCCCATGGTATAAATAGTGGCTCGAGCCTAAACTAACCGCCAT
GTG

vio2tal6-1_3121-134R

CTGTAGTAGCTGCGTATGTCCAGTGACTGT

vio2tal6-2_3058-134F

TGCTCAGAGCGGCACACTTG

vio2tal6-2_3058-108R

TCTGGCGGGTAATGATCTGG

vio2tal6-3b_3027-482F

GCGGTTTGCCTTCCTTATACGGGTCAAGTG

vio2tal6-3b_3027-40R

AGTAGCAGCACGTTCCTTATATGTAGCTTTCGACATCGATCCGCGGGTTTCCTAAAT
TAC

vio2tal6check 402F

CTCGGGAGATGCCAGAAGTC

vio2tal6check 402R

GCTCGCCCAATGCCATAAGG

pET28a-vioE-F

TGAAATTTTTCAACCGACTCCATTAAAACAACCTGAGTAAGCACTCGAGCACCACCA
CCA

pET28a-vioA-R

CCGCTCCGATGATTGAGATGGTGTTTTCTCTAACCGTCATGTATATCTCCTTCTTAAA
GT

PLR1(Ncol) 669F

ACCTGCCCATGGGCTTTTTGGGCTGCACAAAAGA

PLR1(Hindlll)_669R

GGCCGCAAGCTTTTAGCTAAAGCTCAGCTCTTTG

PLR2(Ncol)_684F

ACCTGCCCATGGGCAAACCTACCGAACAAGATAG

PLR2(HindIll)_684R

GGCCGCAAGCTTCTAAATAAGGTTGTTTATTAAACACT

PLR3(Ncol)_654F

ACCTGCCCATGGGCAATCAGTTTTTAATTGCGGATGA

PLR3(Hindlll)_654R

GGCCGCAAGCTTCTACTTTGCCGCCTCGATT

PLR4(Ncol) _657F

ACCTGCCCATGGGCAGCAGTACTGCATTTTTATTG

PLR4(Hindlll)_657R

GGCCGCAAGCTTTTAACGTATCTCGTCAGGGA

PLR5(Ndel)_642F

CGGAATTCCATATGGGTAACGGAAAAGAAAATAG

PLR5(Xhol)_642R

AACCGCTCGAGCTACACAACTAGCCCTTCTT

PLR6(Ncol)_717F

ACCTGCCCATGGGCAAAGCGATTCAAACTAGCAA

PLR6(Hindlll)_717R

GGCCGCAAGCTTTTAATGACGCTGTATTGAGA

PLR7(Ndel)_600F

CGGAATTCCATATGAAAATTTTAGTTGTAGAAGATCAA




PLR7(Xhol)_600R

AACCGCTCGAGTTACAGCCAACCCTTTTGTC

gRT-cysG_126F TCCACAGTTCACCGCATGGG
gRT-cysG_126R CGCTGGTTAAGCGCGTCATC
gRT-vioA_140F CTGACAATGCTGGCTATGAG
gRT-vioA_140R CGCAGTATCAGCTTCTAGAC

csgD(Ndel) _651F

CGGAATTCCATATGTTTAATGAAGTCCATAGTATTCATG

csgD(Xhol)_651R

AACCGCTCGAGTTATCGCCTGAGGTTATCGT

yhjB(Ncol)_603F

ACCTGCCCATGGGCCAAATAGTCATGTTTGACAG

yhjB(HindIll)_603R

GGCCGCAAGCTTTCAGGAGGAGATATTTAACA

uhpA(Ncol)_591F

ACCTGCCCATGGGCATCACCGTTGCCCTTATAGA

uhpA(HindIll)_591R

GGCCGCAAGCTTTCACCAGCCATCAAACATGC

sdiA(Ncol)_723F

ACCTGCCCATGGGCCAGGATAAGGATTTTTTCAGCT

sdiA(HindlII)_723R

GGCCGCAAGCTTTCAAATTAAGCCAGTAGCGG

PPR1(Ndel)_660F

CGGAATTCCATATGACCTGTAGACTACTGCT

PPR1(Xhol)_660R

AACCGCTCGAGTCAGTCATCCAGGCTGATGA

PPR2(Ncol)_666F

ACCTGCCCATGGGCTACAAAATTCTGATTGCCGAC

PPR2(Hindlll)_666R

GGCCGCAAGCTTTCAACGGCGCAGATAATCA

PPR5(Ndel) 2718F

CGGAATTCCATATGACAGATCTGTCCCGTACCCA

PPR5(Xhol)_2718R

AACCGCTCGAGTCACGCCAGCAACCCCAGG

PPRX(Ncol)_708F

ACCTGCCCATGGGCCTTCACTGGAAACCCGA

PPRX(Hindlll)_708R

GGCCGCAAGCTTTCAGATCCAGCCACGCAAGG

ATR1(Ndel)_1479F

CGGAATTCCATATGGACGACAGCGTAAACAT

ATR1(Xhol)_1479R

AACCGCTCGAGTTATTTTTCCCTATGGCCGG

ATR2(Ndel)_930F

CGGAATTCCATATGAGCGGGCAAGGCGCAG

ATR2(Xhol)_930R

AACCGCTCGAGTCACCCCTGATGCAAAATATGCGCG

ATR3(Ncol)_717F

ACCTGCCCATGGGCCCGAAGACGGAGCGCCAGG

ATR3(Hindlll)_717R

GGCCGCAAGCTTTCAGCTTATCAGGCCAAGGCG

ATRX(Ncol)_756F

ACCTACCATGGGCAAGAACCGCTTCATGCA

ATRX(Hindlll)_756R

GGCCGCAAGCTTCTATTTAATCAGACCGACCC




Name Description Reference

DARS-VN Plasmid used to amplify sele_ctivg, counter-s:elective, and maintenance (1)
elements for yeast TAR cloning in construction of pCAPQ5
Plasmid used to amplify broad-host-range origin of replication and

pRK442(H) maintenance elements for Gram-negative bacteria in construction of (2
pCAPQ5
TAR cloning and broad-host-range heterologous expression vector;

pCAPO5 CEN6_ARS4, HIS3, pAHD1, URA3, oriV, tral, oriT, tetR, tetA, trfA, incC, This study
korA

PCAPO5-vio2tal6 _;I)_g:{AR\POS containing violacein gene cluster from P. luteoviolcea 2tal6; This study

PET28a-vio2tal6 pET28a containing violacein gene cluster from P. luteoviolcea 2tal6 This study
under control of T7 promoter; Kan®

pACYCDuet-1 Commercial expression vector used for co-expression of LUxR Novagen

homologs; CmR
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4:16.

family. Plasmid 50:74-9.
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