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Figure S1.
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STAT motif (Ehret et al., 2001):

MAF response element (MARE) (Kataoka et al., 1994):

Blimp-1 motif (Kuo and Calame, 2004):

1110 CNS-0.5 (identity: 80,7%

>mm10 chr1:131019438-131019696 259bps
GGAGGAAACAATTATTTCTCAATCCTAATATGTTCTGGAATAGCCCATTTATCCA
CGTCATTATGACCTGGGAGTGCGTGAATGGAATCCACAGATGAGGGCCTCTGTA
CATAGAACAGCTGTC AGGAAATACAACTTTTAGTATTGAGAAGCTAAAA
AGAAAAAAAAATTAAAA GTAGCCCATACTAAAAATAGCTGTAATGCAGAA
GTTCATTCCGACCAGTTCTTTAGCGCTTACAATGCAAAAA

1110 CNS-4.5 (identity: 80,0%)
>mm10 chr1:131015400-131015593 194bps )
CAAACTTCTCATGTGAGAAGTTAGAGTAAGGTGTTGGTCCT!
AATTGCTTTATGTGGCACCACAGTTACACAAAGGGGAATTCCACATTGGCTGTC
CAGCGATCAGCCCTTCCGTTGTGCTTTGCAACATCTGCTTGGCCACGATTCTCA
[GGACATTCAATCCGGTTTGCATAATCCTGGCT

1110 CNS-9 (identity: 83,9%)
>mm10 chr1:131010529-131010907 379bps
TGTGGTGCTCTCGAGGGTTTTCCAGTAATTTCTCCCTGACACAGTC
CCCACCACCTCCCTCCCACACCTGGGTCGCCACCCTGGTCATGCTCTTGA
GCCAGCATCATGTCCTGCCACTCAATGAAGGCCTCTCTGGTTTCCGAT
GCTCTCAGCAGGCCTGACTCACAACGAAACTGCAACCTCAAAGCACCGGGGG
CCAGGACGGCGAGAAGGAAACACAGGTGAACACGCAAAAGCTGCCCCCAGGA
AAAAGGTTTGTTTCTCTTACAGAATGGCACTTCCAGAGCTGGGCAGGAGCACAG
ACTAGTAGAGACTGAAGGGGCCTGCCTGGTCTTGTACCTGGGGTTTTGGTATG
GAAAAAA

1110 CNS-20 (identity: 80,0%

>mm10 chr1:130999687-130999976 290bps
GTTAGGAAGATGGAGAACACTGGAAGGATTACAGCTTGACAAAACGCTAGGCTT
GATACAGGTCATGAAACATGGTCCAGGGAAATCCCCAAACAGAAGCACCCCAG
CTGGTTTCCCCATCACTTTGGGTAACTTTCCATTGCCACACACACATACACACAC
CCTGCCTACCCTCCAGGTCTCGTCTCAAGAACCTAGCTGCTCACTTGGCGGCCT
GGTAAGGCATGGGAATCAAAAGAAGCAATGGACCCAGCTCCTGAACTTGAGAA

GCTACATTCTTCGTAGGGAAA

Computational analysis of STAT, MARE, and Blimp-1 consensus sequences within CNSs upstream of //70. 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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STAT motif (Ehret et al., 2001): TCN(2.4G

MAF response element (MARE) (Kataoka et al., 1994):  TGA®/cTCA

Prdm1 CNS+14 (identity 88,3%

> mm10 chr10:44444389-44444891 503bps
AAATGTCAGTCTCTAAAATACTTTACAGCTGGAAATTATAGACTGTATATGAAGG
TACATTTTTAAAAACTCATCCTTCAGCAGCTGACTAATCACAGGAGCTGATATCA
TTTCTAACTCTCCCACTTAGCAGCTTGAGTTAACATGAAAAAGAAAATCAAGATC
TGTTTTTGTTCTTAAATCTTAAATGGCTGTAGGCGGACAGAGTCATTTCAAGAGT
GAGCTGCTTTGGAAGGTTCTGAATGGCTTAATTATG CTCACATTTTCGAT
CTATAATAAGCACCCCTAAGACTACAAGAAAGAACCTAGAAGTTCTGCAGTAGG
CAAAACAAAGTCTGTTTTCAACATGAACCGAGAAAGCAGATTAACATTCAGAAGT
CTATAATTTGGTCAACTGATTTCTAGATGGGTTAGTTAGATAGATAGAAAAAAAAA
TTACCAAAAAGGTTGGGAGGGCCAGGAGCTAAATTTAACAGTTCTTTTCCACATT
CCTCTCTCC

Prdm1 CNS-1 (identity 89,0%
mm10 chr10:44459445-44459716 272bps
GGGATGTTGGGCTGGGGGCAGTGAGTGGAAAGCTGTTGGAGGCAGTAATTAGT
GGGGCTCGTTCTGAGCCTGGCCGGCTTTTCCTTCAGCCCCAGTCTGTCITCTG
[GAGAAGGAAGGACATCCTGTGATGATGGCATACAATGTCCTGTTTGTTTATTAT
TAAGAGCGTGGACCTTGCATTCCTGCTTCTCATTACAAAACAAACCAGATGCGG
TACTTCCTTCAATGGTCTTTTGCCTTCAGCAGGGATCCTCCAATTCACAGAAAC
AATG

Prdm1 CNS-1.5 (identity 83,9%)

> mm10 chr10:44459873-44460126 254bps
TATCTTTTCTAGTATTCTAAACACACGGGGCATACACACCCACCCACATCCAGAT
CCACACCCACATTCACACACCCAGACCCAACCTAATGATACCAACTTAGTCATAC
AATGAAGTGGACATTTGAGTATTTGTTTACAGGAAGAAATGAAACACAGCAAAAC
AAAAGCCCAACTCAATCATAAAGACAGGCTTGTTCTTCTGTTTTCCTTTCAAGAA

ACTTTCCCAGAAAAATTTTTTTGGGGGGGAGGGG

Prdm1 CNS-2 (identity 84,9%)

> mm10 chr10:44460425-44460609 185bps
AAACCCGAATGAACAATTCTTAAGAGTTCTCAGAAAGGTCCAA! AT
CAAAAGAAATCCAGCCTCCTGCAGAGGGTTTATTAACCGATGCTGAGTCAGCAC

CACTATGGACAGAAAAACAATGTAGTCATCTCAGGGTCTGGCC !
GTCTCCACTGCACAGCAGTTAA

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") MgCl, concentration Annealing temperature
mM °C

Ubc AGCCCAGTGTTACCACCAAG TCACACCCAAGAACAAGCAC 4 60°C

1110 ATCGATTTCTCCCCTGTGAA TICGGAGAGAGGTACAAACGA 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-gqPCR

Target Forward primer (5'-3') Reverse primer (5'-3") MgCl, Annealing
concentration temperature
mM °C
1170 locus
CNS-20 CTTTCCATTGCCACACACAC GGGTCCATTGCTTCTTTTGA 2.5 65
CNS-9 CTTGAGGAAAAGCCAGCATC TTITGCGTGTTCACCTGTGTT 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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