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Percant of unique sequences

1. HeLa_Control_trimmed. fgq.gz
frequent sequences (per Mio.):
GTGCAGTGCGCACATATCACATOCTATGOGTOTATG
A AT T ATATOCTOCCTOCTCATCOGTETATGOGT
CACGTCACOTOTACGTAGTNCGTACGCATACACGCA
TCTAGASTACAGTOACGASTOACGATACACGCATA
ATTCCATTCCATTCCATTOCATTOCATTOCATTCOCA
A AT TCATATOCTOCCTOCTCATCOCTOTATCOS
CATTCCATTOCATTOCATTOCATTCCATTCCATTC
ATGGAATGOARTHGART GGAR THGAATGLAATGRAA
GOARTHOARATHEAATOEAATORAATGRAATGOAAT G
ARTOOARTOOAA TCOAATGOAATGOAATOSARTGOA
GAATGGAATGCAATGOAATGOAATCCAATOGAATGS

AAARAAARAARAAASRARAA
TEGAATCEAATGOARTGOAATGOAATCOARTCOART
CACGTCACSTGTACGTAGTACGTACGCATACACG
AGATCTCATATCGTOOCTOGTCATGCGTETATG
TCCATTOCATTCCATTCCATTOCATTOCATTCCATT
CoATICCATTCCATRCCATICCATTOCATICCATT
LEPRETEFEITEFEF LI RETER LY
CATTOGATGAT TRCATTCAATTCATTOGATGACGAT
CTTHCAGACT TTACARACAGAGTGT T TCCTAACTG
ARARARRARARERARAREARAR

TOATGAT TGCATTCGAGTCCATSGATTATTCCATT
TTRCATTOCAT TOCATTOCATTECAT TCCATTOCAT
PR AR BB BB BB BB PR AR PR BB RS R RR AR

AGATCTCATATCGTOGCTOGTCATG
CATEGATTATTCOCATTCCATTCCATTAGATGATTC
CATTOGAGTOCAT TOGATGATTECATTEGATTCCAT
CCARTCAATTCAATGCARTCATCCARTCGTCTOGAA
CTAGARCAGAMGAATTCTCAGTAACTTCCTIGTGTTG
GAATGGAATCATC TARTOGAATGGARTGOAATART
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1. Hela_H3K4me3_trimmed.fq.gz
frequent sequences (per Mio.):

ACATGOTRAMCCOCATC TCTAC TAAAANTACAMA
AGACCATTCGATGATTRCATTCARTTCATTCGATS
ACATCTCATATCGTCGCTOCTCATGRS

ATGOANTGEANTGEANTGOAATEGANT GEAMTGEA
ATTCTCCTROCTCAGLCTOCTGAGT AGC TUGGACT

CTECASTECCCACATATCACATECTATCOCTOTATG | BEZ)
CACGTCACTTGTADGTAGTACGTACGCATACACED | 5121
AGATCTCATATCOTCGCTOSTCATEOGTOTATGOST | 352)
TCTAGRGTACAGTGROGRAGTGACGATACACGIATAC | 242)
ACATCTCATATCOTCOCTOCTCATRCOTOTATCOS L)
AGATCTCATATCG TGO TOOTCATROGTGTATGE i 5401
CATTOCATICCATT ITCCATTOCATICCATECS 241
ATTCCATTCCATTOCATTOCATTCCATTCCATTCS 24
COMATIOAATCIAATGEARTOORATRIANTGIANTS | Eﬂgl
RARRAAAARAARAARAARARAS i 19y
CTCCACTEOCCACATATCACATECTATCOSTOTAT 18)
AAAAEARMARMIAAMALARAAASDASARAARMARAR 16}
CACACRCATACACACACACACATACACATACATAL 1 161
TEECTCACCOCTGTAATCOCACCACTITOCEAGECC | 16}
TTCCATTCCATTCCATTCCATTOCATTICCATTICOCAT | 16}
TEEAATGEAATGGAATECAATOEANTCGAATOGRAT | 151
AR AN ACRCACACACAEACACACACACAL | 121
CCTCACGOCTCTAATCOCAGCACTTTOCEAROCCS 12)
AARAARAAAAMAAARARRAR i 10)
CAATCATCATCSAATGRAATCGAATGOAATCATCS 1)
CTARTT T T I TG TAT I T I TAGTAGAGAD GITT i 10)
CAATCCANTCOARTORAATOOARTCIAATCRAATOD | 10}
TETGTOT TGO TG Il G TG TG TG TSI BTG T e Tl | 191
TETTTCCTAAC TGO TCTATCAARAGARAGOTTAARS | 10}
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Supplementary Fig. 2. Duplication level. The most frequent sequences are listed; at the
same time, these plots show the fraction of reads observed at different duplication levels for

each sample.





