SN-8

GGAAATTEEGGTTATTTTTAET

GGAAAATITGGGTTATTTTTATT,
GGAAAATICGGGTTATTTTTATT,
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT,
GGAAAATICGGGTTATTTTTATT
GGAAAATTAGGTTACTTTTATT,
GGAAAATICGGGTTATTTTTATT
GGAAAATTOGGTTATTTTTAT
GGAAAATICGGGTTATTTTTATT
GGAAAATITAGGTTATTTTTATT
GGAAAATICGGGTTATEGY TATT,
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT,
GGAAAATITAGGTTATTTTTATT FARRGE
GGAAAATICGGGTTATTTTTATT,
GGAAAATITAGGTTATTTTTACG

CpG

CpG CpG

CpG CpG

CpG

GGAAAATICGGGTTATTTTTATT ATATE FEEF

GGAAAATICGGGTTATTTTTATT
GGAAAATITGGGTGATTTTTATT
GGAAAATITGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT AFATE
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATITGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICAGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGAGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT] 23
GGAAAATICGGGTTATTTTTATT
GGAAAATITAGGTTATTTTTATT
GGAAAATICGGGTTATTTTTATT
GGAAAATITGGGTTATTTTTATT
GGAAAATITGGGTTATTTTTATT,
GGAAAATITGGGTTATTTTTATT

GGAAAATITGGGTTATTTTTATT A FAFE FEEPF

GGAAAATICGGG

GGAAAATC

Readable clones

TTTTATT

gGTtaTTtTTATT,

15 16 19 20 21 22
GRATATT TTTTC APPAS GG AP ATARET
GAATATTGTGTTTTTTEG S EARTASCAGATREATATRT
GRAATATTGTGTTTTT CRAPE CATPAFAPPH
GRATATT TTTTT & A CARPAAATTESCTATTEG
GAATATT TTTTT Ea
GRATATT TTTT es APP EGATIATAPRPEGSTATRTS
GAATATT TTTTT pﬁp” ARTARAETT S RARTTEG
GAATATT TTTTTE ATS AP v“UATTATATTTEiEﬁEQQG

ATATE PRPERPRECS AT PG SPRRAARAAACS ATPA S ACATFAPATEE RS FATEEG
GRATATTGTGTTTTTTGGRTICGGGTTAAAAAACGGEAFATFACSACATFATAFEH
GAATATTGTGTTTTTTLCG! TCGGTT@W“ ce6e
GRATATT PEGSPRFAAAARACS APEFEA S AGATFATATEE
GAATATTGTGTTTTTTIG! AP A AP TAPATPR
GAATATTGCGTTTTTTCG PRPAAAAIACG APPACGAGAPEATARRT

PEERET FRFELADLACS CAPEATAPRPSSPATRRS
GAATATTGCGTTTTT PRPRAADATAC CAPPAPA PSS TATETG
GRATATTGTGTTTTTTCGA LES CAPEATAPRPCSPADRES
AR PREEETEC AT PEPAPAALIA PESS6SAPTT CAPRATATERSCTACETG
AR PRERRERCSA: PREPALAAACS
FREA es GAPRATA PR CCTACETG
GAATATTGCGTTTTTTCGRATITGGT TTAAAAAANTGGCGIATT PAPRATARPRRSTAERRG
PREPERCSAT PREFAAARRA S S SS AT CARIATA RN SCEARRRG
GAATATTGCGTTTTT PEGSPREARAAAACS A S6 AGAPEATATTRCGFATEES
GRATATTGCGTTTTT PRFAAADAACS YA EATAER R SCTATER
GAATATTGCGTTTTTTCG PEPAPAAAIA RS A S ACATFATARTRSS PATTTS
GRATATTGCGTTTTT YRES SRR ARAARDL CS putane® CCAPEARARRRS SRR PRRS

GAATATTGCGTTTTT TCGSTREA AES PR S AGAERATATE PATT]
GAATATTGCGTTTTT PESHPET PR GAPRATATE
GRATATTGCGTTTTT PEGSTRFA es 2P CAPRATATE
GAATATTGCGTTTTT FESSFRRAAAAAACE ATPA G AGATPRATATRT
GAATATTGCGTTTTT PECEPFFA A CHAPPAPCACAPIATATP
GAATATTGCGTTTTTTCG PRPAAAAAACE ATPA G AGAPRATART
GRATATTGCGTTTTT 56 LG EAPEA SO AGATTATATT
GAATATTGCGT PEFPAPAARAA CE A PG AR A SS AGATFATATTE
GRATATTGCGTTTTT FECHTIE Al PP AGAPRATATE
GAATATTGCGTTTTT FEESERRAALAAA C6 S S FATRTA 6 ACAPRARATT
GAATATTGCGTTTTTTCG TCGGTTTA(@) 2 2 Llin BCATRREATAET
GRATATTGCGTTTTTTCG] TREA & APP EGAPPAAITE
GAATATTGCGTTTTT PRPAAAAIAGE APPACGAGAPEATAT
GRATATTGCGTTTTT ACCSSE EATEA SE ACAREATATTE
GAATATTGTGTTTTT PPEAAARAACS ATPA S ACA PR A RN D

A S PR AR G PR R AR s

GRAATATTGCGTTTTTTICGA CAPRATAPPRSGTATERG
GRATATT TREFFES AEEA TS PCARTATATERSCTATEES
GATTATT TTTTTCGA' TREA G CARFATATTEESTATLCES
GBATATT D R APFA PG PSAFPFAFATTFESGEATETS
GAATATTGTGTTTTT TEEAARAPATSSS A SAPRATARRRC SR ACSR

PREERPES ATTU"TT’G‘MM“""U WCATEATATEEE FSTATALG

GAATATTGCGTTTTTTICGA FRFAR = CAPRAFAPPRECEATATC

ghaTAtt _«-;LuL_gFt? tTTaa cggcgtAt gATTaTAth_gH\ttTG
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supplementary Figure S3: 50 sequenced clone of LINE-1 derived from male
peripheral blood derived PCR products (Line-1 degenerate primers). The consensus
sequence is shown in bold below the sequences. This figure shows the
polymorphisms at CpG sites, the non CpG/TpG dinucleotide at the CpGs number 15,
16, 17, 18, 19, 20, 21 and 22 are highlighted in the red boxes. The oval boxes
correspond to deviations from the consensus sequence at non CpG sites. Horizontal
lines indicate the unreadable sequence after a given polymorphism. Deviations from
the consensus sequence that is used by the pyrosequencer to read the methylation
averages causes the synthesis of the DNA strands to hold or to incorporate the
wrong nucleotide in the wrong timing thus affecting the quantitative reading of the
methylation values. This is particularly illustrated by the percentage of readable CpGs
at every site which start with 82% at position 1 (CpG15) and end with 0% at position

7 (CpG21).



