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Pol III A-box Pol III B-box
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG-=-=—=== GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAAACAAAA

loci with =80% methylation in spermatozoa

B1_008
B1_004
B1_034
B1_022
B1_003
B1_054
B1_044
B1 013
B1_057
B1_020
B1_048
B1_029
B1 011
B1_017
B1_036
B1_031
B1_012
B1_030
B1_027
B1_026
B1_032
B1_035
B1_024
B1_056
B1_046
B1_ 021
B1_025
B1_051
B1_039
B1_055
B1_010
B1_040
B1_033
B1_018
B1_049
B1_023
B1_038
B1_050
B1_045
B1_042
B1_009
B1_047
B1_001
B1_061
B1_002
B1_053
B1_007
B1_058
B1_043
B1_041
Bl 014

GGCCGGGCG-TGGTGGCGCACG--~--CCTTTAGTCCCAGCACTCG—~——~~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCAAAAAACCAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCGGTGATGGCGCACA--CGCCTTTAACCCCGGCACTCG—————~! GGAGGCAGAGGCAGGCGGATTTCTGAGTTECAGGCCAGCCTGGTCTACAAAGTAAGTTCCAGGACAGICA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAATAAAAAACAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————~ GGAGGCAGAGGCAAGCGGATTTCTGAGTTCGAGGGCAGCCTGGTCTACAAAGTGAGTGCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAATCAAAAAAAAAAAA
AGCCGAGTA-TGGTAGCGCACG----CCTTTGATCCCAGCACACG-——~—~! GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGACTGGTCTACAGCGTGAGTTCCAGGACAGCCA-GGACTATACA--GAGAAA--TCCTGTCTCGAAAAAGCAAA
GGCCGGGCG-TGGTGGCGCACG--~--CCTTTAATCCCAGCACTEG-~-——~~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACGGAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCAAAAATACCAAAAAAAAAAAAAAAAAAAAAAAAA
LGCCGGGCG-TGGTGGCGCACG—-—-CCTTTAATCCCAGCACTCG-————~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCAAAAAAAAAAAAAAAAAAACAAAAAAAA
AGCCGGGCG-TGGTGGCGCACGTACGCCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGIGGATTTCTGAGTTCGAGGACAGCCTGGTCTACAGAGTGAGECTCCAGGACAGCCA-GAGCTATATA--GAGAAA--CCCTGTCTCGAAAAACCACAAAACAAAAAACAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTIG-————— GGAGGCAG=GGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACGGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCAAAAAGAAAAAAAAAAAAAAAAA
AACCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTTG-————~ GGAGGCAGAGACAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-AGACCATACA--GAGAAA--CCCTGTCTCAAAAAGCCAAAAACCAAACAAACAAACAAACAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGG-GGATTTCTGAATTAAAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACAAAAAACGAAAAACAAAACAAAAA
GGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG-————— GGAGGCAGAGGCGGGIGGATTTCTGAGTTCGAGGACAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGIAA--CCCTATCTCGAAAAACAAACAAACAAACAAACAAACAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTEG—————— GGAGGCAGAGGCAGGTGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCITA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCATTCG————-—. AGAGGCAGAGGCAGGTGGATTTCTGAGTTTGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGACTACACA--GAGAAA--CCCTGTCTCGGAAAACCAAA
AGCCGGECH-TGGTGGCGCGCG---~-CCTTTAATCCCAGCACTCA--————— GAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTATECA--GAGAAA--CCCTGTCTCAAAAAAAAAAAAAAAAAAAAA
CGCCGGGTG-TGGTGGCECACG--~--CCTTTAATCCCAGCACTCC—————~ GGAGGCAGAGGCG=GCGGATTTCTGAGTTCGAGGCCAGCCTGATCTACAAAGTGAGTTCCAGGACAGCCA-GAGCTACACA--GAGAAA--CCCTGTCTCAAAAACCAAAGAAAAAAAAAAAAAAAAAAAAAA
AGCCGGACT-TGGTGGCACACG----CCTTTAATCCCAGCACTEG-————— GGAGACCGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAATGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAGTCCCAGAACTEG-——~—~! GGAGGCAGAGACAGGCAGATTTCTGAGTTCGAGGCCAGCCTGATCTACAAAGTAAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCETGTTETCGAAAAACAAAA
AGCCGGGIG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGECGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAACGAGTGCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAAA
GGCCGGGEG-TGGTGGCGCACG--~--CCTTTAACCCCAACGCTCG—~——-~— GGAGGCAGAGGCAGGCGAATTTCTGAGTTCGAGGCCAACCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCTCAAAAAAAAAAAAAAAAA
AGCCGGGCA-TGGTGGCGCACG----CCTTTAATCECAGCACTCG—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCAAAAACCAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGIGGATTTCTGAGTTCGAGGCCAGCETGGTCTACAAAGTGAGTGCCAGGACAGCCA-GGGCTACACACAGAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAAAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAA
AGCEGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTEG-—————! GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCGEGTGGTGGCGCACG--~-~-CCTTTAATCCCAGCACTTG———~—~! GGAGGCAGAGACAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGAC-=TACA--GAGAAA--CCCTGTCTCAAAAACCCAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATTCCAGCACTIG-————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAAAGAAAAAAAAAAAAAAAAAAAAAA
TGCCGGGCG-TGGTGGCGCARG-~--~-CCTTTAATCCCAGEGCTCG-—~——~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAATGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTEGAAAAACCAGAAAGAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCETTEG— -~~~ GGAGGCAGAGGCAGGCGAATTTCTGAGTTCGAGGCCAGCCGGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTGTCGA-AAAACCAAAACCAAAAACCAAAAAAAAAAAA
TACCGAGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG-————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGTCA-AGGCTACACA--GAGAAA--CCCTGTCTCGAAAAAAAAAACCCAAAAAAAACCCAAAAAA
CGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTEG-—-———~ GGAGGCAGAGACAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-AGACCATACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAACCAAACAAACAAACAAACAAA
AGCCGGGCGGTGGTGGCGCACG--~--CCTTTGATCACAGCACTEG-—-———~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAACCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGACTATACA--GAGAAA--CCGTGTCTEGAAAAAACAA
GGCCGGGCG-TGGTGGCGCACG-~-~--CCTTTAATCCCAGCACTCG-~——~~ GGAGGCAGAGGCAGGCGAATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATAAA--GAGAAA--CCCTGTCTCGAAAAAAAAAAAAAAGAAAAAAAAAAAAAAA
CGCCGGTTGGTGGTGGCGAATG-~---CCTTTAATCCCAGCACTIG-~-———~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCAAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGETCCAGGACAGCCA-GGGCTACCCA--GAGAAA--TTCTGTCTCAAAAAAAAA
AGCCAGGCG-TGGTGGCGCACA----CCTTTAATCCCAGCACTEG-————— GGAGGCG=AGGCAGGCGGATTTCTAAATTCGAGGCCAGCCTGGTCTECAGAGTGAGTTCCAGGACAGCCAAGGGCTACACA--GAGAAA--CCCTGTETCGAAAAAACAAAAAACAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTIG-————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GAGCTATACA--GAGAAA--CCCTGTCTCGGAAAACCAAAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————~ GGAGGCAGAGGCAGGCAGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTACCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAAAACAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCGGAGGCAGGCGGATTTCTGAGTTCGAGGCCATCCTGGTCTACAAAGTGAGTTCCAGAACAGCCA-GGGCTATACA--GAGAAA--CTCTGTCTCAAAAAACCAAAAAAAAAAAAAA
AGCCGAGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GAAGECAGAGGAAGGCGGATTTCAGAGTTCGAGGCCAGACTGCTCTATAGAGTGAGTTCCAGGACAGCCA-GAGCTACACA--GAGAAA--CCCTGTCTCGAAAAAAACAAAACAAAACAAAACAA
CGCCGGGCG-TGGTGGCTCACG----CCTTTAATCCCAGCACTCE—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTETCGGGGGAAAAAAAAAAAAA
GGCCGGGCG-TGGTGGCACACG-~---CCTTTAATCECAGCACTCG-—-———~ GGAGGCAGAGGCAGGIGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TAGTGGCACACG----CCTTTAATCCCAACACTIT——————i CGAGGCAGAGGCAGGCCGATTTCTGAGTTCGAGTICCEGCCTGGTETACAAAGTGAGTTCCAAGACAGCCA-GGACTACACA--GAGAAA--CCCTGTCTCGAAAAAACAAAAACAAAAACAAAACAAAACAA
AGCCGGGCG-TGGTGGCGCECG----CCTTTAATCCCAGCACTCG—————-| TGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAACTCCAGGACAGCCA-AGGCTATACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAA
AGCCAGGCG-TGGTGGCGCACG----CCTTTTATCCCAGCACTEG—————~ GAAGGCAGAGGCAGGCAGATTTCTGAGTTCAAGGCCAGCGTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCGTGTCTCGATAAAAACAAAA
GGCCGGGCG-TGGTGGCGCACG-~-~-~-CCTTTAATCCCAGCACTCG-~——~~ GGAGGCAGAGGCAGGTGGATCTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-AGGCTATACG--GAGAAA--CCCTGTCTCGAAAAACAAAAAATAAAATAAATAAAAA
AGCCGGECG-TGGTGGCGCACG----CCTTTAATCCCAGCACTIG—————— GGAGGCAGAGACAGGCGGETTTCTGAGTTCGAGGCCAGECTGGTCTACAAAGTGAGETCCAGGACAGTCA-GAGCTATAAA--GAGAAA--CATACCET
AGCCAGGCGGTGGTGGCGCACG----CCTTTEATCCCAGCAATCG———~—~! GGAGGCAGAGGCAGGCGGATTT=TGAGTTCGAGGCCAGCCTGGTCTACAAAGTAAGTTCCAGGACAGCCA-GAGCTACACA--GAGAAA--CCCTGTCTEGAAAAACCAAA
AGCCGGGCG-TGGTGGTACACG----CCTTTAATCCCAGCACTCG——————| AAAGGCAGAAGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGTTCCAGGACAGCCA-GGGCTATACA--GAGAAA--CCCTGTCTCGAAAAACCAAA
AGCCGGGCGEGTGGTGGCGCACG--~--CCTTTGATCCCAGCACTCG—————~! GGAGGCAGAGGCAGGCGGATTTCTGAATTCGAGGCCAGCCTGGTCTACAAAGTGEGGTTCCAGGACAGCCA-GGGCTGCACA--GAGAAA--CIECTGTCTCGAAAAAAAAAGAAAAAAAAAAAA
CACCGGGCG-TGGTGGCECACG----CCTTTAATCCCAGCACTCG-——-—— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTGEGCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAA
AGCCGGGCA-TGGTGGCGCACG----GCTTTAATCCCAGCACTCG-——~—~! GGAGGCAGAGGCAGGIGGATTTCTGAGTTCGACGCCAGCCTGGTCTACAAAGTGAGETCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAA

loci with =20% methylation in spermatozoa

B1_037
B1_059
B1_015
B1_028
B1_019
B1_060
B1_062

AGCEGGGCG-CGGTGGCGCTCG-—---CCTTTAATCCCAGCACTCG—————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAGAGTGAGETCCAGGACAGCCA-AAGCTACACA--GAGAAA--CCCTGTCTCGAAAGAAA
AGCCGGGCG-TAGTGGCGCACG----CCTTTAATTCCAGCACTCG—————— GGAGGCAGIGGCAGGCAGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GATCTATACC--GAGAAA--CCCTGTCTCGGAAAAAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCEGTGGTGGCGCACG--~--CCTTTGATCGCAGCACTEG— -~~~ GGAGGCAGAGGCAGGCGGETTTCTGAGTTIGAGGCCAGCCTGGTATGCAGAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGGAAAAAAACGGAAAAAAAAAA
CGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTCG-————~ GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACAAAGTGAGTGEGCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTEGAAAAACCAAAAAAAAAAAAAAAAAAAAAAA
AGCCGGGCG-TGGTGGCGCACG----CCTTTAATCCCAGCACTIG—————— GGAGGCAGGGGCAGGCGAATTTCTGAGTTCAAGGCCAGCCTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAAAAAACACAAACA
AG-CGGGCGETGGTGGCGCACG----CCTTTAATCCCAGCLTTCACGCGAGGCAGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGCCTGGTCTACACAGTGAGTTCCAGGACAGCCA-GGGCTACACA--GAGAAA--CCCTGTCTCGAAAAACCAAAA

AGTCGGGCG-TGGCGGCACECG----CCTTTAATCCCAGCACTCA-————— GGAGGCAGAGGCAGGCGGATTTCTGAGTTCGAGGCCAGGTTGGTCTACAAAGTGAGTTCCAGGACAGCCA-GGGCTACGCA--GAEAAA--CCAAGTCTC
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B1_201
B1_202
B1_203
B1_204
B1_205
B1_206
B1_207
B1_208
B1_060
B1_209
B1_210
B1_019
B1_211
B1 212
B1_046
B1_028
B1 213
B1_052
B1 214
B1 215
B1_216

B1_059

methylation at the TSS region
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CpG sites in TSS

region analyzed gene name
61 CpG/556 bp Rpf1
44 CpG/349 bp Mtap4
32 CpG/323 bp Arpc3
37 CpG/407 bp Ccart
26 CpG/463 bp 1600002K03Rik
49 CpG/470 bp Git8d1
28 CpG/487 bp Dhdh
20 CpG/408 bp Gtf2a1l
10 CpG/237 bp Hcces
38 CpG/534 bp Polr3h
17 CpG/316 bp Polr2k
19 CpG/319 bp Cyb5r2
9 CpG/279 bp Zfp759
39 CpG/435 bp Atl3
11 CpG/326 bp Fam53c
59 CpG/680 bp Eif3c
29 CpG/314 bp Atrx
26 CpG/397 bp  BC023829
23 CpG/369 bp Nid1
36 CpG/418 bp Faf2
51 CpG/600 bp Trrap
36 CpG/432 bp Mbtps2
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