
	  
Table	  S1:	  List	  of	  strains	  used	  in	  this	  study	  

	  

Strain	   Genotype	   Reference	  
Hu29	   h-‐	  ade6-‐M210	  leu1-‐32	  ura4-‐D18	   [1]	  
Hu1867	   h+	  fft3::hph	  ade6-‐M210	  uraDS/E	  leu1-‐32	   [1]	  
Hu1824	   h-‐	  pht1-‐myc::KanMx6	  	  leu1-‐32	  ade6-‐M210	  ura4-‐D18	   [3]	  	  
Hu1993	   h-‐	  fft3::hph	  pht1-‐myc::KanMx6	  	  leu1-‐32	  ade6-‐M210	  ura4-‐	   [3]	  	  
Hu2130	   h-‐	  Man1-‐7myc-‐Dam:NAT	  (nmt41	  promoter)	   [4]	  
Hu2078	   h-‐	  7myc-‐Dam-‐NLS:NATr	  (nmt41	  promoter)	   [4]	  
Hu2193	   	  fft3::hph	  Man1-‐7myc-‐Dam:Nat	  (nmt41	  promoter)	  	   This	  study	  
Hu2206	   fft3::hph	  7myc-‐Dam-‐NLS:NATr	  (nmt41	  promoter)	  	   This	  study	  
Hu2417	   h-‐	  fft3-‐K418R-‐myc::hph	  ade6-‐M210,	  ura4-‐D18,	  leu1-‐32	   This	  study	  
Hu1911	   h+	  fft3-‐myc::hph	  leu1-‐32	  ade6-‐210	  ura4-‐D18	   This	  study	  
Hu1271	   h+	  fft3-‐TAP	  Kan-‐MX6	  leu1-‐32	  ade6-‐210	  ura4-‐D18	   This	  study	  
Hu2330	   h-‐	  sfc4-‐myc::kan	  ade6-‐M210	  leu1-‐32	  ura4-‐D18	   This	  study	  
Hu2343	   sfc4-‐myc::kan	  fft3-‐TAP::hph	  ade6-‐M210	  leu1-‐32	  ura4-‐D18	   This	  study	  
Hu2192	   h+	  nup61::kan,	  ade6-‐M216,	  ura4-‐D18,	  leu1-‐32	   Bioneer	  Deletion	  

Collection	  
Hu2173	   h+	  man1::kan,	  ade6-‐M216,	  ura4-‐D18,	  leu1-‐32	   Bioneer	  Deletion	  

Collection	  
Hu2413	   cnd2-‐GFP::NatR	   This	  study	  
Hu2414	   cnd2-‐GFP::NatR	  fft3D::HygR	   This	  study	  
Hu802	   h-‐	  clr6-‐1	  (ts)	   [5]	  
Hu2108	   clr6-‐1	  (ts)	  fft3::hph	  ade6-‐M210?	  uraDS/E?	  leu1-‐32?	   This	  study	  
Hu369	   h-‐	  clr3::kanMX	  ade6-‐M210,	  ura4-‐D18,	  leu1-‐32	   [5]	  
Hu2102	   fft3::hph	  clr3::KanMX	  adeM210	  leu1-‐32	  ura4-‐	   This	  study	  
Hu1026	   h-‐	  hos2::LEU2	  leu1-‐32	   [5]	  
Hu2117	   fft3::hph	  hos2::leu2	  leu1-‐32	  ade6M210?	  uraDS/E?	   This	  study	  
Hu2424	   h+	  otr1R(SphI)::ura4+	  	  ura4-‐DS/E	  ade6-‐M210	  leu1∆::nmt1(81x)-‐dam-‐myc-‐

nup85-‐kan	  
[2]	  

Hu2422	   h+	  otr1R(SphI)::ura4+	  	  ura4-‐DS/E	  ade6-‐M210	  leu1∆::nmt1(81x)-‐dam-‐myc-‐
kan	  

[2]	  	  

Hu2438	   fft3::HygR	  leu1D::nmt1(81x)-‐dam-‐myc-‐nup85-‐KanR	   This	  study	  
Hu2434	   fft3::HygR	  leu1D::nmt1(81x)-‐dam-‐myc-‐KanR	   This	  study	  
Hu2582	   h90	  taz1-‐mCherry::kanR	  hus5+::ccr1N-‐GFP::LEU2	  leu1-‐32	  lys1-‐131	  ura4-‐

D18	  ade6-‐m210	  
[6]	  

Hu2583	   h90	  taz1-‐mCherry::kanR	  hus5+::ccr1N-‐GFP::LEU2	  leu1-‐32	  bqt4D::ura4+	  
lys1-‐131	  ura4-‐D18	  ade6-‐m210	  

[6]	  

Hu2575	   h90	  taz1-‐mCherry::kanR	  hus5+::ccr1N-‐GFP::LEU2	  leu1-‐32	  fft3D::HygR	  
lys1-‐131	  ura4-‐D18	  ade6-‐m210	  

This	  study	  

Hu2595	   h90	  taz1-‐mCherry::kanR	  hus5+::ccr1N-‐GFP::LEU2	  leu1-‐32	  bqt4D::ura4+	  
fft3D::HygR	  lys1-‐131	  ura4-‐D18	  ade6-‐m210	  

This	  study	  

Hu2241 h- Nup61-myc::Kan ade6-M210 ura4-D18 leu1-32 This study 
Hu2256 h- Nup61-myc::Kan fft3D::Hyg ade6-M210 ura4-D18orDS/E leu1-32 This study 
Hu2530 h- Nup61-myc::Kan man1D::Kan ade6-M21X ura4-D18 leu1-32 This study 
Hu2566 h- Nup61-myc::Kan bqt4D::ura4+ ade6-M21X ura4-D18 leu+ This study 
Hu2568 h- Nup61-myc::Kan bqt4D::ura4+ fft3D::Hyg ade6-M21X ura4-D18orDS/E 

leu1-32 
This study 

Hu2446 fft3-K418R-myc::Hyg 7myc-‐Dam-‐NLS:NAT	  (nmt41	  promoter) This study 
Hu2448 fft3-K418R-myc::Hyg 	  Man1-‐7myc-‐Dam:NAT	  (nmt41	  promoter) This study 
Hu2771 h- pht1-GFP::NAT leu1-32 ura4- [7] 
Hu2791 pht1-GFP::NAT fft3::HygR This study 
Hu2797 pht1-GFP::NAT fft3-K418R-myc::HygR This study 
Hu2779 fft3-myg::HygR ura4+ This study 
Hu2803 fft3-myg::HygR ura4::ura4-LTR This study 
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