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Figure S1.  Computational analysis of STAT, MARE, and Blimp-1 consensus sequences within CNSs upstream of Il10. Analysis of sequence 
homology and identification of putative regulatory sequences were performed using the ECR browser (http://ecrbrowser.dcode.org) and rVista 2.0 soft-
ware. Putative STAT, MARE, and Blimp-1 binding sites are highlighted within the respective CNS sequence (one mismatch within a presumed binding site 
compared with the published core sequence was tolerated).
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Figure S2.  Computational analysis of STAT and MARE consensus sequences within CNSs in the Prdm1 locus. Analysis of sequence homology 
and identification of putative regulatory sequences were performed as in Fig. S1. Putative STAT and MARE binding sites are highlighted within the respec-
tive CNS-sequence (one mismatch within a presumed binding site compared with the published core sequence was tolerated).

Table S1.  Sequences of primer used for qPCR analysis

Target Forward primer (5–3) Reverse primer (5-3) MgCl2 concentration Annealing temperature

mM °C
Ubc AGCCCAGTGTTACCACCAAG TCACACCCAAGAACAAGCAC 4 60°C
Il10 ATCGATTTCTCCCCTGTGAA TTCGGAGAGAGGTACAAACGA 5 60°C
Maf GCATGCTGGACATGTATGGT ATGTACAACGGGAGGCTGAA 4 65°C
Prdm1 GACGGGGGTACTTCTGTTCA GGCATTCTTGGGAACTGTGT 1 60°C
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Table S2.  Sequences of primer used for ChIP-qPCR

Target Forward primer (5–3) Reverse primer (5–3) MgCl2 
concentration

Annealing 
temperature

mM °C
Il10 locus
CNS-20 CTTTCCATTGCCACACACAC GGGTCCATTGCTTCTTTTGA 2.5 65
CNS-9 CTTGAGGAAAAGCCAGCATC TTTGCGTGTTCACCTGTGTT 2 65
CNS-4.5 GCCACGATTCTCAGGACATT GTATCCAACCCCACTTGCAC 2 65
CNS-0.5 CTCTCCTCTGACCAACTGCC TGGGTTGAACGTCCGATATT 3 65
Prdm1 locus
CNS-2 CCCTGTCTCCAAAAACCAAA GCAGGAGGCTGGATTTCTTT 3 65
CNS-1.5 GCAAAACAAAAGCCCAACTC TCTGTGATACCTTCCACACACC 1.5 65
CNS-1 AGTGAGTGGAAAGCTGTTGGA CAGGACATTGTATGCCATCATC 2.5 65
CNS+14 (intron 5; Ochiai et al., 2008) GTTAATCTGCTTTCTCGGTTTC TCTTAAATGGCTGTAGGCGGAC 3 65
Negative region; Stittrich et al., 2010) GTGCATTCCCTGGTGTATCC GATGTTGGGGACGAGAGAAG 3 65
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