SUPPLEMENTAL INFORMATION

SUPPLEMENTAL Table 1. Yeast strains used in this study.

Strains Genotype

HY1279 his4, ura3, leu2, Pcrp>-SCC?2 ::KAN/arg4-Nsp, ura3, leu2, Pcppo-
SCC2 ::KAN

HY1294C arg4-Nsp, ura3, leu2, his4, lys2, ho::LYS2/ura3::tetOx224.::URA3,
leu2::tetR-GFP::LEU2, lys2, ho::LYS2

HY1336 arg4-Nsp, ura3, lys2, ho::LYS2, DEC82-URA3-DEDSI1, PCLB2-
SCC2 ::KAN/ura3, lys2, ho::LYS2, arg4-Bgl, Pcrp>-SCC2 ::KAN

HY1370 ura3, leu2, his3, SCC2-3HA::HIS5/ura3, leu2, his3, SCC2-3HA::HISS

HY 1499 his4, leu2, spol1-YI135F::HB, REC8-3HA::URA3, lys2, ho::LYS2/his4,
leu2, spol1-Y135F::HB, REC8-3HA::URA3, lys2, ho::LYS2

HY1503C arg4, his4, leu2, REC8-3HA::URA3/leu2, REC8-3HA::URA3

HY 1586 leu2, ura3, his4-x, trpl, REC8-3HA::URA3,Pcrp>-SCC2 ::KAN/leu2,
ura3, his4-x, trpl, REC8-3HA::URA3, Pcrp>-SCC2 ::KAN

HY 1644 leu2, SCC2-V5::HIS5, REC8-3HA::URA3, ndt80A::CLONAT, lys2,
ho::LYS2/leu2, SCC2-V5::HISS5, REC8-3HA::URA3,
ndt804::CLONAT, lys2, ho::LYS2

HY1750 leu2, ura3, SMC3-3HA::HISS, Pcrg-SCC2 ::CLONAT, lys2,
ho::LYS2/his4, ura3, leu2, Pcrpr-SCC2 ::KAN, lys2, ho::LYS2

HY1750C leu2, ura3, SMC3-3HA::HISS, lys2, ho::LYS2 /his4, ura3, leu2, lys2,
ho::LYS2

HY 1975 leu2, REC8-3HA::URA3, spoll-Y135F::HB, Pc1p;-SCC2 ::CLONAT,
lys2, ho::LYS2/leu2, arg4, his4, REC8-3HA::URA3, spoll-Y135F::HB,
Pcrpr-SCC2 ::CLONAT, lys2, ho::LYS2

HY2020 arg4, leu2, SCC2-GFP::HIS5, REC8-3HA::URA3, lys2,
ho::LYS2/arg4, leu2, SCC2-GFP::HIS5, RECS8-3HA::URA3, lys2,
ho::LYS?

HY2107 his4, ura3, leu2::PRECS8-GFP::RECS, Pcp>-SCC?2 ::KAN/arg4-Nsp,
ura3, leu2::PRECS8-GFP::RECS8, Pcrp,-SCC2 ::KAN

HY2109 his4, ura3, leu2::PRECS-GFP::LEU2, rec84::KAN, lys2,
ho::LYS2/arg4, ura3, leu2::Prpcs-GFP::LEU2, rec84::Kan, lys2,
ho::LYS2

HY2113 his4, ura3, leu2, Pcrp>-SCC2 ::KAN, Iys2,
ho::LYS2/ura3::tetOx224::URA3, leu2::tetR-GFP::LEU2, Pcyp>-
SCC2 ::CLONAT, lys2, ho::LYS2

HY2115 ura3::tetOx224::URA3, leu?2::tetR-GFP::LEU2, Pcyp>-
SCC2 ::CLONAT, ndt80A::HB, lys2, ho::LYS2/his4, ura3, leu2, Pcrp-
SCC2 ::KAN, ndt804::CLONAT, lys2, ho::LYS2

HY2122 leu2, ura3, his4, trpl, Pcupi-RECS8-3HA::URA3, Pcrpa-
SCC2 ::CLONAT, lys2, ho::LYS2/leu2, wura3, his4-x, trpl, Pcup;-
RECS8-3HA::URA3, Pcrp-SCC2 ::CLONAT, lys2, ho::LYS2

HY2130 ura3::tetOx224::URA3, leu2::tetR-GFP::LEU2, ndt80::HB/his4, ura3,

leu2, ndt80::Kan
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his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Prpcs-GFP::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Prepcs-GFP::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Prpcs-GFP::RECS/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Precs-GFP::RECS8

his4, ura3, leu2, rec84::Kan, leu2::Prpcs-GFP::LEU2/arg4-Nsp, ura3,
leu2, rec84::KAN, leu2::Prgcs-GFP::LEU?2

his4, ura3, leu2, Pcrp,-SCC2 ::KAN, PRECS-GFP::LEU2, lys2,
ho::LYS2/arg4-Nsp, ura3, leu2, PCLB2-SCC?2 ::KAN, Pgrecs-
GFP::LEU2, lys2, ho::LYS?2

his4-x, ura3, lys2, ho::LYS2, Precs-GFP::LEU2/arg4-Nsp, ura3, lys2,
hO.‘.‘LYSZ, PRECg—GFP.'.'LEUZ

his4, ura3, Pcrp2SCC3::KAN, lys2, ho::LYS2, leu2::Prgcs-
GFP::LEU2/arg4, ura3, lys2, ho::LYS2, Pcr2SCC3::KAN,
leu2::Prrcs-GFP::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Prpcs-GFP::LEU2, Pcrp)-
SCC?2 ::KAN/his34200, leu2-k, ura3, lys2, ho::LYS2, TUB4-
mApple:.‘HIS5, PREcg—GFP.'.'LEUZ, PCLBZ—SCCZ

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-GFP::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Ppyc;-GFP::LEU?2

arg4-Nsp, ura3, leu2,Pcrp-SCC2 ::KAN, Ppyci-GFP::LEU2/his4,
ura3, leu2, PCLBZ—SCC2 I(A]V, PDMc1—GFP.'.'LEU2

leu2, ura3, SCC2-GFP::HISS, rec8A4::KAN/leu2, ura3, SCC2-
GFP::HISS, rec84::KAN

arg4-Nsp, ura3, leu2, Precs-MCD1::vec8A, lys2, ho::LYS2/his4, ura3,
leu2, Prpcs-MCD1 ::vec8A, lys2, ho::LYS2

arg4-Nsp, ura3, leu2,Pcrp)-SCC2 ::KAN, Prrcs-MCD1 ::rec84, lys2,
ho::LYS2/his4, ura3, leu2, Pcrp-SCC2 ::KAN, Precs-MCDI ::rec8A,
lys2, ho::LYS2

arg4, ura3, leu2, Pcyp,SCC3::KAN, tetR-SCC3::URA3/his4, ura3,
leu2, PcrpsSCC3::KAN, tetR-SCC3::URA3

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-mApple::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Precs-215s-GFP::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-mApple::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Precs-1297.GFP::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-mApple::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Precs-69s.GFP::LEU2

leu2, ura3, his4-x, RECS8-3HA::URA3, Pcrp>-SCC2 ::NAT, 10xtetO-
PRECS-GFP::LEU2/his4, ura3, leu2, Pcrg-SCC?2 ::KAN, tetR-
SCC3::URA3

his4, ura3, leu2, PCLB2-SCC2 ::KAN/arg4-Nsp, ura3, leu2,Pcrp>-
SCC2 ::KAN, 10xtetO-Prpcs-GFP::LEU?2

his4, ura3, leu2, Pcrp>-SCC2 ::KAN, tetR-SCC3::URA3/arg4-Nsp,
ura3, leu2, PCLB2-SCC?2 ::KAN, Prgcs-GFP::LEU2

leu2, ura3, his4-x, trpl, KAN::Ppyci-REC8-3HA::URA3, Pcrpo-
SCC2 ::NAT/his4, ura3, leu2, Pcyp,-SCC2 ::KAN

leu2, ura3, his4-x, trpl, KAN:Ppyci-REC8-3HA: :URA3/leu2-k, arg4-
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Nsp, ura3

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-

mApple::LE U2/his3A200, leu2-k, ura3, lys2, ho::LYS2, Prgcs-
GFP::bud3::HIS5

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-mApple::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Prpcs-GFP::dccl::LEU2

his4, ura3, leu2, Pcrp>-SCC2::KAN, Ppyci-mApple::LEU2/arg4-Nsp,
ura3, leu2, Pcrp,-SCC2::KAN, 10xtetO-Prpcs-GFP::LEU2

his4, ura3, leu2, Pcrp>-SCC2::KAN, Pyraz-tetR-SCC3::URA3, Ppyci-
mApple::LEU2/arg4-Nsp, ura3, leu2, Pcrp-SCC2::KAN, 10xtetO-
PREcg—GFP.' LEU2

his4, ura3, leu2, Pcrp>-SCC2::KAN, Ppyci-mApple::LEU2/arg4-Nsp,
ura3, leu2, Pcyp>-SCC2::KAN, Prrcs-GFP::DCCI, 10xtetO::LEU?2
his4, ura3, leu2, Pcrp,-SCC2::KAN, Pyrys-tetR-SCC3::URA3, Ppyci-
mApple::LEU2/arg4-Nsp, ura3, leu2, Pcyp-SCC2::KAN, Precs-
GFP::DCCI, 10xtetO::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Ppyci-mApple::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, 10xtetO-Prgcs-GFP::LEU2

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Pyp-GFP::HIM1/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Pup-GFP::HIMI

hiS4, ura3, Zeu2, PCLBQ—SCCZ.'.'IC/IN: PHIMI—GFP.‘.‘HIM]/arg4—Nsp,
um3, leuZ, PCLBZ-SCCZ.'.'KA]V, PHIMI-GFP.'.'HIM]

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Pyp-GFP::LEU2/leu2-k,
arg4-Nsp, ura3, lys2, ho::LYS2, Pup-GFP::LEU2

his4, ura3, leu2, Pcrpr-SCC2::KAN, Pyp-GFP::LEU2/arg4-Nsp,
um3, leuZ, PCLBZ-SCCZ.'.'KA]V, PHIMI-GFP::LEUZ

his4-x, ura3, lys2, ho::LYS2, leu2::hisG, Pcrp,-SMCI1::KAN, Pygas-
tetR-SCC3::URA3/his3A200, leu2-k, ura3, lys2, ho::LYS2, Pcrpo-
SMC1::KAN, 10xtetO-Precs-GFP::LEU?2

his4, ura3, leu2, Pcrpy-SCC2::KAN, Pyrys-tetR-SCC3::URA3/leu?2,
ura3, his4-x trpl, 10xtetO-RECS8-3HA::URA3, Pcrpy-SCC2::KAN
his4, ura3, leu2, Pcrp>-SCC2::KAN//leu2, ura3, his4-x, trpl, 10xtetO-
RECS-3HA:: URA3, PCLBQ—SCCZ.'.'KAN

arg4, leu2-k, ura3, lys2, ho::LYS2, Pcrp-SMCI :KAN/his34200, leu2-
k, ura3, lySZ, ho::LYS2, Pcrp-SMCI::KAN, 10xtetO-Precs-
GFP::LEU2

MATa, ura3, leu2, his3, TDEGRON-SCC2-V5::HISS

arg4-Nsp, ura3, leu2, SCC2-3HA::KAN/his4, ura3, leu2, SCC2-
3HA::KAN

argd, ura3, leu2, Pcrp-SCC3::KAN/his4, ura3, leu2, Pcppo-
SCC3::KAN

his4, ura3, leu2, rec8A::HB/arg4, ura3, leu2, rec8A::HB

arg4-Nsp, ura3, leu2, lys2, ho::LYS2/his4, ura3, leu2, lys2, ho::LYS2




Supplemental Table 2. PCR primers used in this study.

Primer name

Primer sequence

SCC2-TAGF1 CATCAAATGGCAAGCTTCTTACATATTTTAGAAAACACGTGAAGGATAC
GGCGGCCGCTCTAGAACTAGTAG
SCC2-TAGRI AATGCAAAATGATTATTAATACTATGTATATTTTAAGTGCAATATATITAT

CGACGGTATCGATAAGCTIC

Pcrpr-SCC2F1

GTATTGTTCTTATAACTATTCATTTTTTGAAAGAATTGGCGCTAGCAGC
ATAGGCCACTAGTGGATICTG

Pcrpr-SCC2R1

CCICTATTATTCTTCCAGGAATATTCTTIGTCTTTCCCTGGGTACGACAT
AGCAGCGTAATCTGGAACGIC

ndt80AF1 GATGGCACCACTTCGAATTATITCGACAAAAGGAAACTAAAAATTGCC
CCTCAGGGGCATGATGTGACT

ndt80AR1 GAAAGGGAGAGITTCGITACCATAGCITGTTTTGCATTCAGAACGTGAG
CAGCTCGTTTTCGACACTGGAT

RECS8PROBEF1 | AATCACCTGCTTGTGCAGIT

RECSPROBERI | TCTTCCAAAACTTGAAGGAGG

IMEIPROBEF1 CAAAATTGCCTCATCTCAGC

IMEIPROBERI TCAACGTCGAAGGCAATTTC

ACTIPROBEF1I TTTCTCCACCACTGCTGAAA

ACTIPROBERI TCATGGAAGATGGAGCCAAA

SCC2PROBEF1 CAACGACAATTCTTCCAACAA

SCC2PROBERI TTCATCAGCAAGICGCTAAAG

DEGRON- GTATTGTTCTTATAACTATTCATTTTTTGAAAGAATTGGCGGCTAGCAA

SCC2F1 TGCTTCCGGCTCGTATGIT

DEGRON- CCTCTATTATTCTTCCAGGAATATTCTTGICTTTCCCTGGGTACGACAT

SCC2RI GGTACCGICTTICTTCTCGT

SMC3TAGF1 AGAAGAAGCAATCGGATTCATTAGAGGTAGCAATAAATTCGCTGAAGT
CGCCGCTCTAGAACTAGTGGA T

SMC3TAGRI1 GTAAGCAAAACTGATATTTTTATATACAAATCGTTTCAAATATCTCTTAT
CGACGGTATCGATAAGCTTC

GFPPROBEFI TGGAGITTGTCCCAATTCTTG

GRPPROBERI CCATCGCCAATTGGAGTATIT
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