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Supplementary Fig. 1. Histone modification patterns on promoters of developmentally-regulated genes in the ZF4 cell line. (A) Ch/P-qPCR
analysis of histone PTMs on indicated genomic sites (relative to the TSS). (B) RT-PCR analysis of expression of indicated genes; “-" refers to a control
PCR without reverse transcription.



SUPPLEMENTARY TABLE 1

CHIP-PCR PRIMERS USED IN THIS STUDY

Forward primer (F) 5’8 3’ Position rel. to TSS Annealing

Gene Reverse primer (R) 5K 3’ (nt) temp. (°C)

bact2 F1: ATTGTTTGTATTACGGTATTTCG -442 60
R1: GAGTTACAAGTGGCAGAATG -309
F2: ACTATGAACTGAACCGACTG +939 60
R2: CTGCGATCAATTACACAACC +1072

kif4 F1: ATCTGATAGGCTACAACTAC -113 60
R1: TGGCTGGATGTCTACC -17
F2: CTGCACGAAGTTTCACTGGACAGAG -539 60
R2: ATGGATATGAGATTCGTTGGATGTTTTTCC -430
F3: CAAATGTTAATTGAGCCGGAGTTGGACG -921 60
R3: CATTGCTGTGAGTTTCACCTCTTCATTCG -815

mic2 F1: GGCATCTGGGGTGGGTTA -74 60
R1: GGTGGGTTTTGACTTTAGCA +1
F2: CAGCAGGAGGAGAGGGTTC -449 60
R2: ATCATTGGGTGCCAGGATA -327
F3: ACTTCTCTTCTTGATCTTCTTAG -1228 60
R3: GAGCGAGGCATTATGTCC -1099
F4: GCTCAAACAGTCCCTTACG -1540 60
R4: GCTATTGGAGTCTTGGAATGG -1426

nes F: TGTCTATGAAAGCAGGGTCGT -14 55
R: CTGTGAAGAAATGGGGCACT +101

nnr F1: ACTGTAAAGGGCCTCGAACA -189 60
R1: CCTCCCTCATTTGCTGTTGT -63
F2: CACAGCCGACAGAGAATATG -1882 60
R2: TTGACTGCCGTGCCATC -1809
F3: ACAAGGCTGATGAAGGTGAC - 2706 60
R3: GAGAAACTGAGGTGTAAACTGC -2523

otx1 F1: GATGTTCTACCTGTGGATTG -127 60
R1: CTAAGAGCGTAGGACACC -26
F2: CCCTCTTTGACCAAACATAACAG -3156 60
R2: ATTCTGCCTTAATCTCCCTCTG -2981

poubf1 F1: GATACACCTCGCGTTCCCAAACATGTC -188 60
R1: TTGCTAATCAATCGGAGTTGGAGGCAG -38
F2: CGTTGCGCATATTGCATAAGTGTTTTCC -309 60
R2: CGTCATTTTGTCATTCCTGCCCTC -163
F3: GATCTACTGTACTTTTTTCCTGATCCAC -549 60
R3: GTAATATGTACTTAATGAGCTGTCCTTG -380
F4: CATCGCTACTCTGGATCTGGAAGC -2263 60
R4: TAGGAGCTCCACGAGACGCATC -2204

sox2 F1: TGCTGACCGTCCGTAACC -141 60
R1: ACAACCATTCATAGAGCGACTG -28
F2: GGCTTTTGTCGTGCTTTTGT -786 60
R2: AGGTAGTTTTGTTTCGGCTGTT -726

sox3 F: TGTTATGCTGTCAATCCAAATCAC -148 60
R: GCTCAAACTCTGGTCAAGTAAAG +3

tert F1: GCGTGTCGTTATCTGGGAGT -69 60
R1: CGTGCTTGGGGAGTTCTATT -10
F2: ACTGTTGGGGAAAACTGCAC -2793 60
R2: TGCTGGAGGACTGGAACTTT -2648

vasa F: ACAATGCTAGTCCAATTAACAC -309 55

R: TCTCAAACGACAACCTAACG -175




SUPPLEMENTARY TABLE 2

BISULFITE SEQUENCING PRIMERS USED IN THIS STUDY

Forward primer (F) 5’8 3’ Position rel. to Annealing
Gene Reverse primer (R) 5K 3’ TSS (nt) temp. (°C)
kif4 F: AGATAAATTGATTTTTTTTGTAATTTATAT -279 /-1 55
R: ATTTAACTAAATATCTACCTATCCCATTAT
otx1 F: AAAGGTGTTTTTTTTGATTTTTTGA -1032 /-860 54
R: AAATAACTAATCCCCACTTAAAATTACATT
pou5f1 F: TGTTTTTTTTATTTTTTAAATATTTTTG -618/-536 55
R: TACTTTCACTTACATTTTTACTATTCTTTT
sox2 F: TTTATAGTTATTGTTTGTGGTTTTG -397/-218 55
R: ATCAACTCCTAATACTTTTTAAACAAATTA CpG island
sox3 F: AATAATATTTAAGAGTAGTTTGGAAAGTAA -11401/-1184 52
R: TTAAAAAAAATCAATATTAACACATC
tert F: ATAGTAGGATAGGGTTTTGGTTTTG -1186 /-954 54
R: CCTTCAATTCTTCAAAAATTAACTC CpG island
vasa F: AATTGGGAATTTTAGTAGTATATTGATAGT -369/-163 54

R: TTTAATTTAAAACCTCATTAATCTAAATCA

SUPPLEMENTARY TABLE 3

RT-PCR PRIMERS USED IN THIS STUDY

Forward primer (F) 5’8 3’

Gene Reverse primer (R) 5K 3’ Annealing temp. (°C)

bact2 F: CCCTTGACTTTGAGCAGGAG 60
R: ACAGGTCCTTACGGATGTCG

kif4 F: ATGCTGACTCCACCATCCTC 60
R: CTGCAGTGGTAGGGCTTCTC

mic2/mic2f F: ACGACCTTAGGGACGTGTTG 60
R: CTTGAAGGCAGACACGATGA

nnr F: CACAAAGGTGCTCTTGTGGA 60
R: CGTCTGGGTTCAGAGTGACA

nes F: TGGACAGCGAGGGCCTGAGA 60
R.: GCAGACTGCGGGATGAGGCG

otx1 F: TACATTTACGCGCTCACAGC 60
R: GCTGACGACATTTAGCACGA

poubf1 F: GCCGAAAACTCCGAGAACCC 60
R: GCACTTCACGAAGTACGACTCTAG

sox2 F: CATGACCAACTCGCAGACC 60
R: GCTTTGCTGCGAATAGGAC

sox3 F: GACTGACGCCGAGAAGAGAC 60
R: CATGTGCGTGTAGTCCATCC

tert F: GCTGGGTGTTGAGTGGTTTT 60
R: CACTGCACTATTGGGGACCT

vasa F: GCATACGGGACCTGTGTACG 60
R: TCTTCCAGGAGTAGCACACAG




