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Supplementary Table 1.  List of BP cloning primers used in this study. Forward and reverse 
primers are indicated as “primer name_f” and “primer name_r” respectively. Gene-specific 
sequences are underlined. Mutant sites are indicated in red color. 

 

  

Primer name Sequences 
pax1_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CACGTACGGCGAAGTGAACCAACTTG3’ 
pax1_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTAGCTGCCAATCTTATTTCGC

AGGATG3’ 
pax2_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CACGTACGGCGAAGTGAACCAACTTG3’ 
pax2_r  5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTACTGCTGAACTTTGGTCCGG

ATGATCC 
pax3_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CGACGTACGGCGAAGTGAACCAACTTG3’ 
pax3_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTATTTTCCAAATTTACTCCTC

AGGATG3’ 
pax4_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CACGTACGGCGAAGTGAACCAACTTG3’ 
pax4_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTAGTCTTCCTGAAGTGCCCGA

AGTAC3’ 
pax6_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CAGTCACAGCGGAGTGAATC3’ 
pax6_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTACTGTTGCTTTTCGCTAGC3

’ 
pax8_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CGACGTACGGCGAAGTGAACCAACTTG3’ 
pax8_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTACTGCTGCACTTTGGTCCGG

ATGATTC3’ 
pax9_f 5’GGGGACAAGTTTGTACAAAAAAGCAGGCTTCGAAAACCTGTATTTTCAGGG

CGACGTACGGCGAAGTGAACCAACTTG3’ 
pax9_r 5’GGGGACCACTTTGTACAAGAAAGCTGGGTTTAGTTGCCGATCTTGTTGCGC

AGAATAC3’ 
Sox2_D123G_f 5’GACGCTCATGAAGAAGGGTAAGTACACGCTTCCC3’ 
Sox2 _D123G_r 5’GGGAAGCGTGTACTTACCCTTCTTCATGAGCGTC3’ 
pax6_G36R_f 5’GAGCTAGCTCACAGCCGGGCCCGGCCGTGC3’ 
pax6_G36R_r 5’GCACGGCCGGGCCCGGCTGTGAGCTAGCTC3’ 
pax6_R44Q_f 5’GTGCGACATTTCCCAAATTCTGCAGGTATCC3’ 
pax6_R44Q_r 5’GGATACCTGCAGAATTTGGGAAATGTCGCAC3’ 



Narasimhan	  et	  al.	  

	   2	  

 

Supplementary Table 2. List of DNA elements used in this study. The following DNA 
sequences labeled at the 5’ end with 5-Carboxyfluorescein (FAM) or Cy5 were employed in the 
study. Sox half sites are colored blue and pax half sites are colored orange. 

Name Forward strand sequence 
DC5  5’AAATATTCATTGTTGTTGCTCACCTACCATGGATCC3’  
DC5con 5’AAATATTCATTGTTGATGTTCACGCATCATGGATCC3’ 
N3core 5’TCTTTTGTTTGGGATTACTGAGAGCTTAGCCTA3’ 
“-2” 5’TCTGAAATATTCATTGTTTGCTCACCTACCATGGATCC3’ 
“-1” 5’CTGAAATATTCATTGTTTTGCTCACCTACCATGGATCC3’ 
“+1” 5’GAAATATTCATTGTTGGTTGCTCACCTACCATGGATCC3’ 
“+2” 5’AAATATTCATTGTTGGGTTGCTCACCTACCATGGATCC3’ 
“+3” 5’AATATTCATTGTTGGGGTTGCTCACCTACCATGGATCC3’ 
“+4” 5’ATATTCATTGTTGGGGGTTGCTCACCTACCATGGATCC3’ 
“+5” 5’TATTCATTGTTGGGGGGTTGCTCACCTACCATGGATCC3’ 
Lama 1 5’ATCCAGGACAATAGAGACTGT3’ 
Pax6_xtal 5’AAGCATTTTCACGCATGAGTGCACAG3’ 
DC5_Pax6_site 5’GTTGTTGCTCACCTACCATGGACAAT3’ 
LE9 5’AAATATTAATTGATTTGAATGGGCAATGAGCGGAAA3’ 
G8 5’AAATATTCATTGTTGTTGCTCACGTACCATGGATCC3’ 
C9 5’AAATATTCATTGTTGTTGCTCACCCACCATGGATCC3’ 
T11 5’AAATATTCATTGTTGTTGCTCACCTATCATGGATCC3’ 
T3 5’AAATATTCATTGTTGTTGTTCACCTACCATGGATCC3’ 
G8C9 5’AAATATTCATTGTTGTTGCTCACGCACCATGGATCC3’ 
T3G8C9 5’AAATATTCATTGTTGTTGTTCACGCACCATGGATCC3’ 
G8C9T11 5’AAATATTCATTGTTGTTGCTCACGCATCATGGATCC3’ 
T3C9T11 5’AAATATTCATTGTTGTTGTTCACCCATCATGGATCC3’ 
T3T11 5’AAATATTCATTGTTGTTGTTCACCTATCATGGATCC3’ 
ACACA 5’AGGTTTGTATTCATTCTTTTCAGCTTGCTTGGATTT3’ 
FGFR2 5’AAAGGATAATTGTGGTTTCTCAGTTACAAGCTCGAT3’ 
UPP2 5’CTTCTGTTTTTCTTTCAGCACGTGCATGAGGTCCAT3’ 
EFNA5 5’AGGTTTGTATTCATTCTTTTCAGCTTGCTTGGATTT3’ 
DC5con’-1 
DC5con’-2 
 

5’AAATATTCATTGTTGGTGCACTCATGCGTGAAATCC3’ 
5’AAATATTCATTGTTGTTGCACTCATGCGTGAAATCC3’ 
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Supplementary Figure 1. Cooperativity of Sox2 and Oct4 is not altered due to point mutation D123G
on Sox2.

EMSAs to compare the potential of Sox2 and Sox2 D123G to cooperate with Oct4 on Fgf4 DNA element. 
Cooperativity was not altered due to a point mutation D123G on Sox2. The cartoons on the left and right 
depicts the different binary and ternary complexes formed during EMSA.
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