Table S1. Oligos used in this study.

Name Site Size  Sequence
AB Neol 80 5’GGCGGATAATGCCTTTAGCGGCTTAACTGTGCCCTCCATGGAAAAATCAGTCAAGATATCCACATGTGTT
cD Neol 80 IE%%L%%&AAACAcATGTGGATATCTTGACTGATTTTTCCATGGAGGGCACAGTTAAGCCGCTAAAGGC
ABs sacl 80 SAI}TGAG:T(?GCETCACATGCCTTTAGCGGCTTAACTGTGCCCTCGAGCTCAAAATCAGTCAAGATATCCACATGTGTTT
CDs sacl 80 ;FEF%—;%?IEAAAACACATGTGGATATCTTGACTGATTTTGAGCTCGAGGGCACAGTTAAGCCGCTAAAGGC
ABy xbal 80 ?I}TGA&T(?GC/STC:ATGCCTTTAGCGGCTTAACTGTGCCCTCTCTAGAAAAATCAGTCAAGATATCCACATGTGTTT
CDy xbal 80 yc—?r%Tr%KAAAACACATGTGGATATCTTGACTGATTTTTCTAGAGAGGGCACAGTTAAGCCGCTAAAGGC
A20B60s sacl 80 ISA’LRA(;I—:CC}:"?:IEAAAATTGTACTTGGCGGATAATGCCTTTAGCGGCTTAACTGTGCCCTCGAGCTCAAAATCAG
C60D205 sacl 80 g%%i%ﬁgACTGATTTTGAG CTCGAGGGCACAGTTAAGCCGCTAAAGGCATTATCCGCCAAGTACAATT
el 80 ;-IFEEAGC/IX;}ETGGCCAATTGATACAATTAATTGACATCAGCAGACAGCAAATGCACTTGATATACGCAGCTT
AAAGCAAGGG
fl 80 5’CCCTTGCTTTAAGCTGCGTATATCAAGTGCATTTGCTGTCTGCTGATGTCAATTAATTGTATCAATTGGCCA
R1 80 ?%?T%?%ATACCACTACTCTGTGATTTTTTTTCACTCTTGGGAAGGAAAGAAAAAGTGAAAACATCAACTG
R2 80 ?TG%:?AI:ﬂCACCAGTTGATGTTTTCACTTTTTCTTTCCﬁCCCAAGAGTGAAAAAAAATCACAGAGTAGTGGT
Trp5.A3F 80 %EE%%GAGTTGGAAAAGGGTTTTGATGAAGCTGTCGCCATGGAGGGCACAGTTAAGCCGCTAAAGG
ATTATCCGCC
Trp5.A3-R 80 Sc ’_FTCC:TI_CT?A%:"E:AATGCCTTTAGCGGCTTAACTGTGCCCTCCATGGCGACAGCTTCATCAAAACCCTTTTCCAACT
Trp5.UR-F 80 i ’_I”_Fg_l”_lz_”ll_“_/r\g_l”_l"AAAAACACATGTGGATATCTTGACTGATTTTTCCGATCCCACATTCTGGGAAGACTTCAAATCC
Trp5.UR-R 80 5'AGAATACAAGGATTTGAAGTCTTCCCAGAATGTGGGATCGGAAAAATCAGTCAAGATATCCACATGTGTT

TTTAGTAAACA

The structures of the oligos used in this study are described from the 5’ end, with restriction endonuclease site sequences shown in bold and

underlined. The presence of the Sacl site within the ABg and CDs oligo sequence changes the 69" serine codon (TCC) of URA3 and the 70"

methionine codon (ATG) to glutamine (GAG) and leucine (CTC), respectively. The presence of the Xbal site within the AByx and CDy

oligo sequence creates a silent mutation on codon 69" serine of URA3 (TCC to TCT) and changes the 70" codon methionine to arginine

codon (ATG to AGA). These changes into the URA3 coding sequence do not alter the functionality of the Ura3 protein.



