





Figure S20 Cell cycle ChIP assays for DNA polymerases in {rt1 mutants. (A, B) Raw data of dot blot-
based cell cycle ChIP assays for Pol1 (a) (A) and Pol2 (¢) (B), performed with cdc25-22 synchronized cell
cultures and telomeric DNA probe. (C, D) % septated cells were measured to monitor cell cycle
progression of cdc25-22 synchronized cell cultures for Pol1 (o) (C) and Pol2 (¢) (D) ChIP assays. (E) Pol1
(a) showed similar timing of recruitment to ars2004 in wt and frt1A cells. Error bars correspond to SEM.
(F) Anti-FLAG western blot analysis indicated comparable expression levels in different genetic
backgrounds for both Pol1 and Pol2. Cdc2 western blot served as a loading control.
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Figure S21 Cell cycle ChIP assays for DNA polymerases and Stn1 in rap1A trt1A cells. (A-C) Raw data of
dot blot-based cell cycle ChIP assays for Pol1 (a) (A), Pol2 (¢) (B) and Stn1 (C), performed with cdc25-22
synchronized cell cultures and telomeric DNA probe. (D-F) % septated cells were measured to monitor
cell cycle progression of cdc25-22 synchronized cell cultures for Pol1 (D), Pol2 (E) and Stn1 (F) ChIP
assays. Error bars correspond to SEM. (G) Anti-FLAG (Pol1 and Pol2) and anti-myc (Stn1) western blot
analyses indicated comparable expression levels in different genetic backgrounds for both Pol1 (a) and

Pol2 (g). Cdc2 western blot served as a loading control.
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Supplementary Table S1 Telomere length correction factors (telomere/rDNA) for dot blot-based ChIP

Tagged Genetic Correction factor  Tagged Genetic Correction factor®

protein background protein background

Trt1-myc wt 1.000+£0.011 (n=23) Rad11-FLAG wt 1.000+0.026 (n= 17)
poz1A 7.523+0.235 (n=22) poz1A 2.950+0.063 (n=17)
rap1A 7.576+£0.133 (n=23) rap1A 6.281+£0.152 (n=17)
taz1A 6.507+0.085 (n=22) taz1A 4.407+0.093 (n=15)
trt1-D743A 1.277+0.158 (n=9)
trt1-D743A rap1A  2.409+0.190 (n=7)

Pol1-FLAG  wt 1.000+0.013 (n=18) Tpz1-myc wt 1.000+0.014 (n= 18)
poz1A 2.474+0.044 (n=18) poz1A 5.671+0.107 (n=18)
rap1A 1.802+0.032 (n=18) rap1A 6.22910.154 (n=18)
taz1A 1.001+0.027 (n=18) taz1A 5.420+0.194 (n=18)
trt1A 0.669+0.035 (n=9)
trt1-D743A 0.508+0.049 (n=9)
rap1A trt1A 0.146+0.009 (n=9)

Pol2-FLAG  wt 1.000+0.020 (n=18) Ccq1l-myc wit 1.000+0.020 (n=36)
poz1A 5.389+0.146 (n=18) poz1A 3.544+0.140 (n=33)
rap1A 6.362+0.151 (n=15) rap1A 5.061+£0.216 (n=35)
taz1A 5.008+0.087 (n=15) taz1A 4.975+0.258 (n=35)
trt1A 0.632+0.015 (n=9)
trt1-D743A 0.450+0.014 (n=9)
rap1Atrt1A 0.832+0.016 (n=9)

myc-Rad3 wt 1.000+0.019 (n=9) Poz1-myc wit 1.000+0.025 (n=26)
poz1A 3.730+0.097 (n=9) rap1A 4.773+0.311 (n=24)
rap1A 4.790+0.114 (n=9) taz1A 3.892+0.282 (n=27)
taz1A 2.750+0.101 (n=9)

myc-Rad26  wt 1.000+0.017 (n= 18) Stn1-myc wit 1.000+0.021 (n=25)
poz1A 6.842+0.132 (n=18) poz1A 3.624+0.237 (n=27)
rap1A 9.516+0.165 (n=18) rap1A 5.416+0.364 (n=27)
taz1A 6.105+0.124 (n=16) taz1A 4.497+0.260 (n=26)

rap1Atrt1A  0.666+0.013 (n=9)

@Mean + standard error of the mean. Values are normalized to wt cells with indicated tagged proteins. Number of
samples used to determine correction factors are also indicated as (n=#).

23



Cell cycle regulation of telomere maintenance
YT Chang et al

Supplementary Table S2 Fission yeast strains used in this study

Figure Strain Full Genotype®
1B, S1 wt TN2411 h™ his3-D1
pozi1A YTC8489  h ade6-M216 his3-D1 poz1A::natMX6
rap1A YTC9370  h" his3-D1 rap1A::urad’
taz1A YTC9369  h" ade6-M216 his3-D1 taz1A::ura4”
poz1Arap1A YTC9371  h" his3-D1 poz1A::natMX6 rap1A::ura4”
poz1Ataz1A YTC9372 h* ade6-M216 his3-D1 poz1A::natMX6 taz1A::urad"
rap1A taz1A YTC9373 h* ade6-M210 his3-D1 rap1A::ura4” taz1A:LEU2
poz1Arap1AtaziA YTC9374 h* his3-D1 poz1A::natMX6 rap1A::urad” taz1A::LEU2
1C rap1” (no tag) TN2411 h™ his3-D1
rap1-myc YTC9493  h" ade6-M210 rap1*-7myc::kanMX
rap1-myc poz1A YTC9929 h™ ade6-M210 his3-D1 rap1*-7myc::kanMX poz1A::natMX6
rap1-myc taz1A YTC9934  h" ade6-M210 rap1*-7myc::kanMX taz1A::ura4"
rap1-myc poz1A taz1A YTC10060 h" ade6-M210 his3-D1 rap1*-7myc::kanMX poz1A::natMX6 taz1A::ura4”
1D trt1* (no tag) SS5264 h™ his3-D1 cdc25-22
trt1-myc TN7708 h his3-D1 trt1*-Gg-13myc::kanMX6 cdc25-22
trt1-myc poz1A YTC8558  h™ his3-D1 trt1"-Gg-13myc::kanMX6 poz1A::natMX6 cdc25-22
trt1-myc rap1A YTC8969  h his3-D1 trt1"-Gg-13myc::kanMX6 rap1A::ura4” cdc25-22
trt1-myc taz1A TN8601 h his3-D1 trt1"-Gg-13myc::kanMX6 taz1A::ura4* cdc25-22
trt1-myc poz1A taz1A YTC9404  h his3-D1 trt1*-Gg-13myc::kanMX6 poz1A::natMX6 taz1A::ura4* cdc25-22
trt1-myc rap1A taz1A YTC9411 h™ ade6-M210 his3-D1 trt1"-Gg-13myc::kanMX6 rap1A::urad” taz1A:LEU2
cdc25-22
trt1-myc poz1A rap1A YTC9453 h his3-D1 trt1*-Gg-13myc::kanMX6 poz1A::natMX6 rap1A::ura4” cdc25-22
trt1-myc poz1A rap1A YTC9452 h his3-D1 trt1*-Gg-13myc::kanMX6 poz1A::natMX6 rap1A::ura4” taz1A:LEU2
taz1A cdc25-22
2,3C, 5, trt1-myc TN7708 h his3-D1 trt1-Gg-13myc::kanMX6 cdc25-22
7C, S2, S3, trt1-myc poz1A YTC8558 h™ his3-D1 trt1*-Gg-1 3myc::kanMX6 poz1A::natMX6 cdc25-22
S5, S6, trt1-myc rap1A YTC8969 h™ his3-D1 trt1 +-Ga-13myc::kanMX6 rap1A::ura4+ cdc25-22
S17,818  trt1-myc taz1A TN8601 h his3-D1 trt1"-Gg-13myc::kanMX6 taz1A::ura4* cdc25-22
pol1-FLAG TN4781 h” his3-D1 pol1*-5FLAG::kanMX cdc25-22
pol1-FLAG poz1A YTC8705 h™ his3-D1 pol1*-5FLAG::kanMX poz1A::natMX6 cdc25-22
pol1-FLAG rap1A YTC9589 h™ his3-D1 pol1*-5FLAG::kanMX rap1A::ura4” cdc25-22
pol1-FLAG taz1A YTC9375  h his3-D1 pol1*-5FLAG::kanMX taz1A::ura4" cdc25-22
pol2-FLAG TN4782 h* ade6-M210 his3-D1 pol2*-5FLAG::kanMX cdc25-22
pol2-FLAG poz1A YTC8693  h” ade6-M210 his3-D1 pol2*-5FLAG::kanMX poz1A::natMX6 cdc25-22
pol2-FLAG rap1A YTC9423 h™ ade6-M210 his3-D1 pol2*-5FLAG::kanMX rap1A::ura4” cdc25-22
poI2-FLAG taz1A YTC9280  h” ade6-M210 his3-D1 pol2*-5FLAG::kanMX taz1A:ura4* cdc25-22
wt (no tag) SS5264 h™ his3-D1 cdc25-22
poz1A (no tag) YTC8929  h his3-D1 poz1A::natMX6 cdc25-22
rap1A (no tag) YTC8938  h" his3-D1 rap1A::urad” cdc25-22
taz1A (no tag) YTC8933  h his3-D1 taz1A::ura4” cdc25-22
3, S11 myc-rad26 TN7840 h” his3-D1 9myc-rad26"::hphMX6 cdc25-22
myc-rad26 poz1A YTC10349  h his3-D1 9myc-rad26”::hphMX6 poz1A::natMX6 cdc25-22
myc-rad26 rap1A YTC10338  h™ his3-D1 9myc-rad26”::hphMX6 rap1A::ura4” cdc25-22
myc-rad26 taz1A YTC10420 h" his3-D1 9myc-rad26"::hphMXG6 taz1A::ura4” cdc25-22
rad11-FLAG BAM5875  h* his3-D1 rad11"-5FLAG::kanMX cdc25-22
rad11-FLAG poz1A YTC10334  h" his3-D1 rad11"-5FLAG::kanMX poz1A::natMX6 cdc25-22
rad11-FLAG rap1A YTC10341 h" his3-D1 rad11*-5FLAG::kanMX rap1A::ura4” cdc25-22
rad11-FLAG taz1A YTC10319  h" his3-D1 rad11*-5FLAG::kanMX taz1A::ura4" cdc25-22
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4A

4B, 5,
S$12-S15,
S17, 518

6A, S19A

6B-C, 7C,
S19

7,820

8, 21

ccq1-FLAG
ccq1-FLAG rap1A
ccq1-FLAG taz1A

ccq1-myc
ccq1-myc poz1A
ccq1-myc rap1A
ccq1-myc taz1A
tpz1-myc
tpz1-myc poz1A
tpz1-myc rap1A
tpz1-myc taz1A
poz1-myc
poz1-myc rap1A
poz1-myc taz1A
stn1-myc
stn1-myc poz1A
stn1-myc rap1A
stn1-myc taz1A

rad26" (no tag)
myc-rad26
myc-rad26 trt1A

trt1* (no tag)

trt1-myc

trt1-myc rap1A
trt1-D743A-myc
trt1-D743A-myc rap1A

pol1-FLAG trt1*
pol1-FLAG trt14
pol1-FLAG trt1-D743A

pOI2-FLAG trt1*
pOI2-FLAG trt14

pol2-FLAG trt1-D743A

pol1-FLAG
pol1-FLAG rap1A
pol1-FLAG rap1A trt1A

pol2-FLAG
pol2-FLAG rap1A
PpoI2-FLAG rap1A trt1A

stn1-myc
stn1-myc rap1A
stn1-myc rap1A trt1A

wt (no tag)

TN6847
YTC10947
YTC10950

TN7456

YTC8709
YTC9384
YTC9292
TN7467

YTC9362
YTC9307
YTC9327
TN6843

YTC9314
YTC9285
TN6886

YTC8717
YTC9299
YTC9414

TN2411
LS7680
YTC12785

S§S5264
TN7708
YTC8969
YTC12787
YTC12788

TN4781
TN8388"
YTC10066°

TN4782
TN8393°

YTC10064°

TN4781
YTC9589
BAM10118°

TN4782
YTC9423
BAM10114°

TN6886
YTC9299
YTC13543°

555264
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h™ his3-D1 ccq1™-5FLAG::kanMX6 cdc25-22
h™ ccq1™-5FLAG::kanMX6 rap1A::urad” cdc25-22
h* his3-D1 ccq1’-5FLAG::kanMX6 taz1A::ura4” cdc25-22

h his3-D1 ccq1’-13myc::kanMX6 cdc25-22

h his3-D1 ccq1’-13myc::kanMX6 poz1A::natMX6 cdc25-22
h* his3-D1 ccq1*-13myc::kanMX6 rap1A::ura4” cdc25-22
h his3-D1 ccq1’-13myc::kanMX6 taz1A::ura4” cdc25-22
h” his3-D1 tpz1*-13myc::kanMX6 cdc25-22

h” his3-D1 tpz1"-13myc::kanMX6 poz1A::natMX6 cdc25-22
h™ his3-D1 tpz1*-13myc::kanMX6 rap1A::ura4” cdc25-22

h” his3-D1 tpz1"-13myc::kanMX6 taz1A::ura4” cdc25-22

h” his3-D1 poz1*-13myc::kanMX6 cdc25-22

h his3-D1 poz1*-13myc::kanMX6 rap1A::ura4” cdc25-22
h his3-D1 poz1*-13myc::kanMX6 taz1A::ura4* cdc25-22
h” his3-D1 stn1*-13myc::kanMX6 cdc25-22

h his3-D1 stn1"-13myc::kanMX6 poz1A::natMX6 cdc25-22
h” his3-D1 stn1*-13myc::kanMX6 rap1A::ura4” cdc25-22
h* his3-D1 stn1*-13myc::kanMX6 taz1A::ura4* cdc25-22

h™ his3-D1
h™ his3-D1 9myc-rad26”::hphMX6
h” ade6-M216 his3-D1 9myc-rad26”::hphMX6 trt1A::his3"

h™ his3-D1 cdc25-22

h his3-D1 trt1*-Gg-13myc::kanMX6 cdc25-22

h his3-D1 trt1*-Gg-13myc::kanMX6 rap1A::ura4* cdc25-22

h™ ade6-M210 his3-D1 trt1-D743A-Gg-13myc::kanMX6 cdc25-22

h™ ade6-M210 his3-D1 trt1-D743A-Gg-13myc::kanMX6 rap1A::ura4” cdc25-
22

h™ his3-D1 pol1*-5FLAG::kanMX cdc25-22

h” ade6-M210 his3-D1 pol1*-5FLAG::kanMX trt1A::his3" cdc25-22
/ONR210-trt1* (ade6"; Pagn::tk; trt1”)

h™ ade6-M210 his3-D1 pol1*-5FLAG::kanMX trt1-D743A::LEU2 cdc25-22
/PONR210-trt1" (ade6”; Paan::tk; trt1”)

h* ade6-M210 his3-D1 pol2*-5FLAG::kanMX cdc25-22

h” ade6-M210 his3-D1 pol2*-5FLAG::kanMX trt1A::his3" cdc25-22
/ONR210-trt1" (ade6”; Paan::tk; trt1”)

h™ ade6-M210 his3-D1 pol2*-5FLAG::kanMX trt1-D743A::LEU2 cdc25-22
/PONR210-trt1" (ade6”; Paan::tk; trt1”)

h” his3-D1 pol1*-5FLAG::kanMX cdc25-22

h™ his3-D1 pol1*-5FLAG::kanMX rap1A::ura4” cdc25-22

h™ ade6-M210 his3-D1 pol1*-5FLAG::kanMX rap1A::urad” trt1A::his3" cdc25-
22 //pNR210-trt1" (ade6"; Pagn::tk; trt1”)

h* ade6-M210 his3-D1 pol2*-5FLAG::kanMX cdc25-22

h™ ade6-M210 his3-D1 pol2*-5FLAG::kanMX rap1A::urad” cdc25-22

h- ade6-M210 his3-D1 pol2*-5FLAG::kanMX rap1A::urad” trt1A::his3"
cdc25-22 //pNR210-trt1* (ade6”; Pagn::tk; trt1”)

h” his3-D1 stn1*-13myc::kanMX6 cdc25-22

h” his3-D1 stn1*-13myc::kanMX6 rap1A::ura4” cdc25-22

h- ade6-M210 his3-D1 stn1"-13myc::kanMX6 rap1A::ura4” trt1A::his3"
cdc25-22 //pNR210-trt1* (ade6”; Pagn::tk; trt1”)

h his3-D1 cdc25-22
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S4 wt TN4777 h leu1-32::[hENT1 leu1’] his3-D1 his7-366::[hsv-tk his7+] cdc25-22
poz1A YTCO777  h leu1-32::[hENT1 leu1’] his3-D1 his7-366::[hsv-tk his7'] poz1A::natMX6
cdc25-22
rap1A YTC6430  h leut-32::[hENT1 leu1’] his3-D1 his7-366::[hsv-tk his7'] rap1A::ura4*
cdc25-22
taz1A YTC6479  h leut-32::[hENT1 leu1’] his3-D1 his7-366::[hsv-tk his7'] taz1A::ura4"
cdc25-22
S7-S9 trt1-myc TN7708 h™ his3-D1 trt1*-Gg-13myc::kanMX6 cdc25-22
trt1-myc poz1A YTC8558  h™ his3-D1 trt1"-Gg-13myc::kanMX6 poz1A::natMX6 cdc25-22
trt1-myc rap1A YTC8969  h his3-D1 trt1"-Gg-13myc::kanMX6 rap1A::ura4” cdc25-22
trt1-myc taz1A TN8601 h his3-D1 trt1"-Gg-13myc::kanMX6 taz1A::ura4* cdc25-22
myc-rad26 TN7840 h” his3-D1 9myc-rad26"::hphMX6 cdc25-22
myc-rad26 poz1A YTC10349  h his3-D1 9myc-rad26”::hphMX6 poz1A::natMX6 cdc25-22
myc-rad26 rap1A YTC10338 h his3-D1 9myc-rad26”::hphMX6 rap1A::ura4” cdc25-22
myc-rad26 taz1A YTC10420 h"* his3-D1 9myc-rad26*::hphMX6 taz1A::ura4” cdc25-22
myc-rad3 YTC13163 h" his3-D1 9myc-rad3" cdc25-22
myc-rad3 poz1A YTC13047 h" his3-D1 9myc-rad3" poz1A::natMX6 cdc25-22
myc-rad3 rap14 YTC13053  h" his3-D1 9myc-rad3" rap1A::ura4” cdc25-22
myc-rad3 taz14 YTC13057 h" his3-D1 9myc-rad3" taz1A::ura4” cdc25-22
rad11-FLAG BAMS5875  h" his3-D1 rad11"-5FLAG::kanMX cdc25-22
rad11-FLAG poz1A YTC10334 h" his3-D1 rad11*-5FLAG::kanMX poz1A::natMX6 cdc25-22
rad11-FLAG rap1A YTC10341 h" his3-D1 rad11*-5FLAG::kanMX rap1A::ura4” cdc25-22
rad11-FLAG taz1A YTC10319  h his3-D1 rad11™-5FLAG::kanMX taz1A::ura4” cdc25-22
tpz1-myc TN7467 h” his3-D1 tpz1*-13myc::kanMX6 cdc25-22
tpz1-myc poz1A YTC9362 h” his3-D1 tpz1"-13myc::kanMX6 poz1A::natMX6 cdc25-22
tpz1-myc rap1A YTC9307 h” his3-D1 tpz1*-13myc::kanMX6 rap1A::ura4” cdc25-22
tpz1-myc taz1A YTC9327  h his3-D1 tpz1"-13myc::kanMX6 taz1A::ura4” cdc25-22
ccq1-myc TN7456 h his3-D1 ccq1’-13myc::kanMX6 cdc25-22
ccq1-myc poz1A YTC8709 h his3-D1 ccq1’-13myc::kanMX6 poz1A::natMX6 cdc25-22
ccq1-myc rap1A YTC9384  h" his3-D1 ccq1*-13myc::kanMX6 rap1A::ura4” cdc25-22
ccq1-myc taz1A YTC9292  h his3-D1 ccq1’-13myc::kanMX6 taz1A::ura4” cdc25-22
poz1-myc TN6843 h his3-D1 poz1*-13myc::kanMX6 cdc25-22
poz1-myc rap1A YTC9314 h his3-D1 poz1*-13myc::kanMX6 rap1A::ura4” cdc25-22
poz1-myc taz1A YTC9285  h his3-D1 poz1*-13myc::kanMX6 taz1A::ura4” cdc25-22
stn1-myc TN6886 h” his3-D1 stn1*-13myc::kanMX6 cdc25-22
stn1-myc poz1A YTC8717  h™ his3-D1 stn1*-13myc::kanMX6 poz1A::natMX6 cdc25-22
stn1-myc rap1A YTC9299  h his3-D1 stn1*-13myc::kanMX6 rap1A::ura4* cdc25-22
stn1-myc taz1A YTC9414  h" his3-D1 stn1*-13myc::kanMX6 taz1A::ura4” cdc25-22
wt (no tag) S$S85264 h™ his3-D1 cdc25-22
poz1A (no tag) YTC8929  h his3-D1 poz1A::natMX6 cdc25-22
rap1A (no tag) YTC8938  h" his3-D1 rap1A::urad” cdc25-22
taz1A (no tag) YTC8933  h his3-D1 taz1A::ura4” cdc25-22
S10A, C, D tel1” (no tag) S$S85264 h™ his3-D1 cdc25-22
myc-tel1 YTC13049 h" ade6-704 his3-D1 9myc-tel1” cdc25-22
myc-tel1 LS8284 h™ ade6-704 his3-D1 9myc-tel1*
poz1A (no tag) YTC8930  h" his3-D1 poz1A::natMX6 cdc25-22
myc-tel1 poz1A YTC10940 h" ade6-704 his3-D1 9myc-tel1” poz1A::natMX6 cdc25-22
rap1A (no tag) YTC8938  h" his3-D1 rap1A::urad” cdc25-22
myc-tel1 rap1A YTC10935 h" ade6-704 his3-D1 9myc-tel1* rap1A::ura4” cdc25-22
taz1A (no tag) YTC8933  h his3-D1 taz1A::ura4” cdc25-22
myc-tel1 taz1A YTC10932 h" ade6-704 his3-D1 9myc-tel1” taz1A::ura4” cdc25-22
S10B,D  tel1” (no tag) TN2411 h™ his3-D1
myc-tel1 LS8284 h™ ade6-704 his3-D1 9myc-tel1*
rap14 (no tag) TN5346 h* his3-D1 rap1A::ura4”
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myc-tel1 rap1A YTC10938
rad3-kdA (no tag) TN1678
myc-tel1 rad3-kdA YTC12932

rad3-kdA rap14 (no tag) YTC13045
myc-tel1 rad3-kdA rap1A YTC12931
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h his3-D1 9myc-tel1” rap1A::ura4*

h™ ade6-M216 his3-D1 rad3-kdA::kanMX4

h™ ade6-704 his3-D1 9myc-tel1* rad3-kdA::kanMX4

h* ade6” his3-D1 rad3-kdA::kanMX4 rap1A::urad”

h* ade6-704 his3-D1 9myc-tel1” rad3-kdA::kanMX4 rap1A::ura4”

?All strains are leu?-32 ura4-D18, except for strains expressing hENT1, which are leu1-32::[hENT1 leu1’] ura4-D18.

bEarly generation strains that have just lost trt1* plasmid (pNR210-trt1") were used to ensure that ChIP assays monitored
trt1A or trt1-D743A cells carrying longest telomeres as possible.
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Supplementary Table S3 DNA primers used in this study

Primer Name Primer Sequence (5 to 3’) Description
jk380 TATTTCTTTATTCAACTTACCGCACTTC Used as real-time PCR primers for telomere
jk381 CAGTAGTGCAGTGTATTATGATAATTAAAATGG ChIP [63].

ars2004-66-F
ars2004-66-R

CGGATCCGTAATCCCAACAA
TTTGCTTACATTTTCGGGAACTTA

Used as real-time PCR primers for ars2004
ChlIP [64].

BAM140 TTTTCAGGGTCGGTAGAGTCAGAG Used to PCR amplify a region near ars3001

BAM141 CCTCCTTACTTCTCCTTATTCCACG within rDNA repeats. The PCR product was
used as template to generate rDNA region
probe to establish telomere correction factors.

trt1-B29 CTTATTCTAAATGAAAGGAGATTAGC Used to PCR amplify trt1-Gg-13myc::kanMX6

trt1-T30 TAGGCTAGGATACTCTATGTGTATGAGAGC ~ construct to generate cells carrying #rt1-D743A-
Gs-13myc::kanMX6 allele.

UraKan-T1 CCCACTGGCTATATGTATGCATTTGTGTTAAAA Used to swap marker from ura4’ to kanMXx4. 5'
AAGTTTGTATAGATTATTTAATCTACTCAGCATT end anneals to ura4” and 3’ end (underlined)
CTTTCTCTAACGCGCCAGATCTGTTTAGCTTGC anneals to kanMX4 module in pFA6a-kanMX4

UraKan-B1 GATATTGACGAAACTTTTTGACATCTAATTTATT Plasmid.
CTGTTCCAACACCAATGTTTATAACCAAGTTTT
ATCTTGTTTGGGCGGCGTTAGTATCGAATCGA
C

Supplementary Table S4 Plasmids used in this study

Plasmid (Lab stock #) Genes Description

pTELO (254) Fission yeast telomere

fragment; ampR

pNR210-trt1* (290) ade6"; trt1"; Pagn::tk; ampR

pFA6a-kanMX4 (4) kanMX4; ampR

pTM580 (461) Full length GAD-tpz1; LEU2;
ampR

pGAD-GH-th12.420 (838) GAD-th12.420; LEU2; ampR
pGAD-G H-th1 224-508 (814)
pGAD-G H-th1 224-420 (81 8)
PGAD-GH-tpz12.225 (812)

pGAD-G H-th1 421-508 (81 6)

GAD-th12.223; LEU2; ampR

pGBKT7-stn1 (476)
pGBKT7-ten1 (474)
pGBKT7-stn1+ten1 (570)

DBD-stn1; TRP1; kanR
DBD-ten1; TRP1; kanR
DBD-stn1; ten1; TRP1; kanR

GAD-th1224.508; LEUZ; ampR
GAD-th1224.420; LEUZ; ampR

GAD-th1421.508; LEUZ; ampR

Carries a telomeric repeat fragment (Apal-Sacl) used in
generating a telomere probe for Southern blot analysis
[54].

Trt1 plasmid used to maintain telomeres. It also
expresses tk (herpes simplex virus thymidine kinase)
gene to allow counter selection of the plasmid on media
containing 5FdUR [65].

Used as a PCR template for kanMX4 [55] to swap marker
to generate rad3-kdA::kanMX4 strain.

pGAD-GH-Tpz1 full length plasmid from Ishikawa lab [6].

Expresses truncated GAL4 AD-Tpz1 (2-420).
Expresses truncated GAL4 AD-Tpz1 (224-508).
Expresses truncated GAL4 AD-Tpz1 (224-420).
Expresses truncated GAL4 AD-Tpz1 (2-223).
Expresses truncated GAL4 AD-Tpz1 (421-508).

Expresses GAL4 DNA BD-Stn1.

Expresses GAL4 DNA BD-Ten1.

Expresses GAL4 DNA BD-Stn1 and wt Ten1. (Not fused
to either GAL4 DNA BD or GAL4 AD.)
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