
SUPPORTING INFORMATION 

Text 1: Sequence of IGFBP1 promoter region (-25 to -204) PCR amplicon (5’3’): 

 

Character bordered sequences show the primers used for PCR amplification. Underlined sequences 
indicate FoxO1 binding sites including the FNBS (FoxO1 new binding site, 5’-ACAAACA-3’, described 
previously in Hatta et al. 2007) and two sites located in the IRE (insulin response element).  

Table S1. Target peptides for SRM analysis 

Peptide Sequence 
Isotopic 

Label 

Precursor 

m/z 
z 

Product m/z 

(Transitions) 

Collision 

Energy 

Declustering 

Potential 

NAWGNLSYADLITK 
Light   783.9

2.0 
1010.0 1107.2 1164.2

40.4  88.3 
Heavy  787.8 1018.0 1115.1 1172.2

SVPYFK 
Light   370.9

2.0 
457.5 554.7 653.8

16.9  58.2 
Heavy  374.9 465.5 562.6 661.7

Table S2. The effects of cross-linking and cross-linking reversal on mass spectrometric analysis of the 
FoxO1-DNA complex using the SRM assay. 

Peptide 
NAWGNLSYADLITK SVPYFK 

(fmol) Average (fmol) Average 

Non-Cross-
linked 

Prep 
1 

32.40 

32.74±0.76 

61.04 

61.60±0.69 

33.02 61.85 

33.30 61.25 

Prep 
2 

31.33 61.02 

33.23 61.56 

33.14 62.85 

Cross-linked 

Prep 
1 

25.44 

26.50±0.63 

71.35 

61.95±10.2
5 

26.62 71.31 

26.49 71.18 

Prep 
2 

26.28 52.34 

27.31 51.71 

26.86 53.78 

1    TTAGCTCCTG TCCCAGTCCA TCACCACGGG ACAAACATAG TAGAAAACCT 

61  GATCCCTTTA CCCCCTTCCA CCCACGGTTT GTGTAGAGCT CACAAGCAAA 

101 ACAAACTTAT TTTGAACACT GGGGTCCTAG CACGCTGCCC TGACAATCAT 

161 TAACCTGTGC CGCACAGCCA GCCCTTCATA 


