
Figure S1.	
  	
  Growth properties of NAB3-FRB, RPB2-HTB.  (A) NAB3-FRB protein 

expression. (B) NAB3-FRB and control strain grown with or without rapamycin. 

(C) Growth curves of FRB tagged Nrd1 and Nab3 compared to WT. (D) Growth 

curve of Nab3-FRB grown in the presence or absence of rapamycin. Arrows 

indicate the timing of labelling, irradiation and harvesting. 



 
Figure S2. Increased expression of nitrogen catabolite repressed genes.  Pol II 

and Nab3 binding maps showing examples of Nab3 regulated NCR genes. 
 
 
 
 
 
 
 
 



Gene 41 nt sequence centered on T to C change reads 
MEP3 acaauuugauagauaucuucucccuuuccuaucuuguagaa 474 
DIP5 aggaaaaaaagaacuaacucuaaguaaugaagaugccucua 434.5 
YGK3 acauguuuaccggauagcucugcuaccaguuuaaaaacugu 364 
DIP5 guagaugcacucgaguauucuuggagaacguaacuuguauu 357 
MEP3 uaucuucucccuuuccuaucuuguagaauaagguugugugc 342.5 
NRK1 aucugacauaaaaagauuucugaaguuaucgucagauaaga 310 
DIP5 cuuggagaacguaacuuguauugagcuagagugcuggauaa 297.5 
GLT1 uacuacgcagacggauacucucaguugcucuuucuuccccu 283.5 
GAP1 guuggggcaacacaccuuucuuccggaauucgcucuggaug 244.5 
MEP3 ugcagcacggacuuucccucuccuugucuuaucgcaucuua 242.5 
GLT1 aacacaccaaacuaaucgucuccacaucauaggaagauagg 239 
GLT1 auacucucaguugcucuuucuuccccuucuuuuagcucauu 237.5 
YGK3 auagucugugugacccuaucuguuuacguaaagaucucuug 205.5 
MEP2 gcucacgcaucgacgaauacuaagcggcgugaagacccugu 193 
GDH2 caaaaguuauacugucgacaucaacacugacaagcguuuac 178 
SLX9 cguagcgaacaauggcauucuggacgagaguuaugacauag 168 
MEP2 cgugaagacccugugccuuaucaaugaaguauucaguacaa 167 
YGK3 uacguaaagaucucuugcucucaaauagcaagcuuaggguu 165.5 
GDH2 uguuuagucagaauucuuguuauauaagaacaaccgguuuc 164.5 
AVT1 gcucugagguucacuauaucucaaucccauugaacagaggu 163.5 
MEP1 aacugcaguacggauucuuauacuguagaaacuauggagag 158 
PRB1 gacgaugaugaggagccaucugacucugaagauaaagaaca 157.5 
GDH2 cuguuuagucagaauucuuguuauauaagaacaaccgguuu 152.5 
GLN1 ugauucuauauaucgaauucucaggcuugguugguucguag 151 
GLN1 gguguaaguaguaggcuugauaaugaauuaaagaugacucc 148 
UGA1 guaaaauuaagugaguaaucucgcgggauguaaugauuuaa 147 
AVT1 uacguauucuguauaacugauuccgagacgcaaaugccuga 144.5 
YLR257W cacuuauuuuuaagagguucucuauucgucagugauagaaa 142 
AGP1 ugauggucugcccacaacaauguagaacaaguuuauuaugu 141 
DAL3 aaucgcucuugaugcuuaucuuguagggcaaaaaaucuuug 140.5 
AVT1 uuacguagacuuacguauucuguauaacugauuccgagacg 138.5 
YLR257W ggucucuuaguauuugcgucugaaaagaucuuagcucuguc 135.5 
GAT1 aagaaaucugggaccuguacucgagcgcccagaaaauauug 135 
UGA4 gaauacggcuuacucuugaauaacaaaugcauauauauuaa 134.5 
CAN1 ucuucagacuucuuaacuccuguaaaaacaaaaaaaaaaaa 134.5 
MEP1 cauaacugcaguacggauucuuauacuguagaaacuaugga 133 
AGP1 aaugucgucgucgaagucucuauacgaacugaaagacuuga 131.5 
PUT1 caaguccguagcagcucuucucuuuugucuuuuauauauca 127.5 
UGA4 auagcgaauacggcuuacucuugaauaacaaaugcauauau 126 
CAN1 aguucuucagacuucuuaacuccuguaaaaacaaaaaaaaa 125.5 
GAP1 aacacaccuuucuuccggaauucgcucuggaugagacauau 124 
SLX9 gagaguuaugacauagaaucugauccaagggccuuucugca 123.5 
LAP4 auagagccugaucaguaaucuuagugcaauuguagaaaccu 121 
DAL7 aagcuuggacaacacugcucuauacgcagacaucgacacga 119.5 
GAP1 cuuccggaauucgcucuggaugagacauauaaagaugaagg 119.5 
ARG4 gucagacggcacucaaaaacuauggggugggagauucacug 116 
AGP1 gugcuuugucuuugauggucugcccacaacaauguagaaca 113.5 
MEP2 auugcucacgcaucgacgaauacuaagcggcgugaagaccc 112.5 



MEP1 gauucuuauacuguagaaacuauggagagucgaacuacagg 110 
GAT1 cacgaacagagucccgaaccucgacccggacuugaauuuaa 109 
YLR257W gaaaagaucuuagcucugucuuugacucuaucacuuauuuu 108 
SLX9 aucugauccaagggccuuucugcaccaaccuaaagaaacua 104.5 
GAT1 aaccucgacccggacuugaauuuaaacaaagaaaucuggga 103.5 
GLN1 ucaaauuuuacaaaaauaucuagaacuggaccaaagaggua 101 
DAL3 cgcucuugaugcuuaucuuguagggcaaaaaaucuuugaag 98 
UGA1 guauaagcaagcgccagaucuguuuacuguaaaauuaagug 98 
NRK1 uuagcaccugaguauauaucugacauaaaaagauuucugaa 97 
ECM38 acuucucaauauuauaauucuuccguaaaguucgaucguga 96.5 
DAL3 aucuuguagggcaaaaaaucuuugaagcaaagauaugguga 93.5 
PUT1 gcugggaaccgaacacaaacuccacaaguccguagcagcuc 92 
LAP4 augcuaacuguagagccaucuaaaaauaaccaaaucgccaa 89.5 
CAN1 uucagaguucuucagacuucuuaacuccuguaaaaacaaaa 88 
NPR2 ggaacuggaguaaucguaucucggaaauacauagaggugcg 88 
MIG2 ucacgcuaagacuauugaccucgagaacaaacaaaauaaaa 87.5 
UGA1 gugauuggauaugauuugucuccaguaguauaagcaagcgc 87 
AAH1 cuugcauuuggaagguacucuagaaccugaccuauuguucc 87 
PUT1 ccgaacacaaacuccacaaguccguagcagcucuucucuuu 84 
NRK1 guuaucgucagauaagaagauggagucaaaauguaaacaau 84 
BAT2 ucccucucugacaccucuuguuaucuaaucuguagauccga 83.5 
DAL7 ccuuccaaaacuacuguagcugauauuuuaacaaaagaugc 80.5 
DAL7 auaggcacgguaaagagcacugaacaauggugaagauaagc 79.5 
LAP4 aucaguaaucuuagugcaauuguagaaaccugcacaaccaa 79.5 
GUD1 uuacuauaauaccauugaucucaaguccacuaagcucuugg 78.5 
OPT1 uauggacaaucaucggaagcuguguauucuugguaaaaagu 76.5 
GUD1 uagaucacgauaguagcuuaucaccagaggaugucacggug 74.5 
UGA4 uagcgaauacggcuuacucuugaauaacaaaugcauauaua 74.5 
MIG2 aauuaaguuuuaacucacgcuaagacuauugaccucgagaa 74.5 
PRB1 aaacaaacuaaaccuaauucuaacaagcaaagaugaaguua 73 
MIG2 uguguagcuuaucuuaacucucaauuaaguuuuaacucacg 69.5 
ARG4 gcaaacaugucagacggcacucaaaaacuauggggugggag 68.5 
DAL80 aaaccgauccugggcuuaucucgcugcauuguggcggcauc 67 
OPT1 cgacuauauauggacaaucaucggaagcuguguauucuugg 66.5 
OPT1 cugcaagggcagucgaugggucuguaaacgccuuagcaauc 66 
DAL80 uuguggcggcaucccuggacuguaaucagcaaguguugcuu 66 
PRB1 ucggugcccuagggagcaucucugcugcuuuggucauccca 65.5 
ARG4 cagacggcacucaaaaacuauggggugggagauucacuggu 65 
GUD1 guuuagaucacgauaguagcuuaucaccagaggaugucacg 64 
ECM38 cuuccuguugcacaguuaucuuaaauaauagaauaaaaagc 62.5 
BAT2 cucugacaccucuuguuaucuaaucuguagauccgacucuu 61.5 
PUT2 cuuacugagggcuuccuugaugaaauucaaaaguucuucuu 60 
DAL80 uuucucuugguuauucuuucugagacaguaguaauuuugua 60 
CPS1 cagaacaucuucuuguuaucucagccucgccacccuuaucu 57 
ECM38 uguugcacaguuaucuuaaauaauagaauaaaaagcuaacg 57 
GDH3 cuggaaauggcucagaauucucaaaaaguaacuuggacugc 56 
PUT2 cuuaaaagacugggacuuacugagggcuuccuugaugaaau 53 
BAT2 cccucucugacaccucuuguuaucuaaucuguagauccgac 52 

 
Table S1.  DNA sequences from Nab3 cross-linked sites used to determine binding motifs.  



Nab3	
  Only	
   Nrd1	
  Only	
   Both	
  
BAG7 ARO4 AGP3 
DAK2 BIO5 ATG19 
DAL1 BUD9 CRF1 
FLO5 CTS1 DAL80 
MEP3 DIP5 DSE4 
MET13 EGT2 DUR1,2 
MET3 HRP1 FRE4 
MET6 OPT1 GAP1 
NRK1 PBI1 GLT1 
OLE1 PCL9 HEM25 
OPT2 PRY3 HMS1 
PHD1 SCW11 IMD2 
RGT1 SEN1 IMD3 
SAM2 SET6 IZH4 
STE23 SVL3 MEP2 
TOS2 TIR4 MKK2 
YCR101C YDL183C MTO1 
YDR124W YHL026C NRD1 
YGK3 YKL183C-A PTR2 
YJL213W YKR015C REF2 
YLR053C  SPO23 
YNR066C  SUL2 
  TDA4 
  UGA4 
  URA10 
  URA8 
	
  
Table S2.  List of genes upregulated in Nab3 nuclear depletion only, Nrd1 nuclear depletion only, 
and in both. The genes selected were upregulated in all cases by at least 2 fold with p values < 
0.05. This list was used to generate the venn-diagram in Figure 3B.  
	
  


