Supplemental Table 1: Sequences of synthetic histone tail peptides used in binding experiments

Name Sequence

H2A SGGKGGKAGSAAKASQSRSAK-GGK-biotin

H2AZ SGKAHGGKGKSGAKDSGSLRS-GGK-biotin

H2B PEPSKSAPAPKKGSKKAITKA-GGK-biotin

H3 ARTKQTARKSTGGKAPRKQLA-GGK-biotin
Ac-(K9,14)-H3 ART[AcK]JQTAR[AcK]STGGKAPRKQLA-GGK-biotin
Me-(K4)-H3 ART[,.K]IQTARKSTGGKAPRKQLA-GGK-biotin
Mes-(K4)-H3 ART[e3:K]QTARKSTGGKAPRKQLA-GGK-biotin
H4 SGRGKGGKGLGKGGAKRHRKV-GGK-biotin

Ac-(K5,8,12,16)-H4

SGRG[AcK]GG[AcKIGLG[AcK]GGA[AcK]JRH-GSGSK-biotin

Ac-(K5,12)-H4

SGRG[xcK]GGKGLG[1cK]GGAKRH-GSGSK-biotin

Ac-(K8,16)-H4

SGRGKGG[ ,cK]GLGKGGA[,cK]RH-GSGSK-biotin

Ac-(K8)-H4

SGRGKGG[acK]IGLGKGGAKRHRC-GSGSK-biotin

Ac-(K12)-H4

SGRGKGGKGLG[xcK]GGAKRHRC-GSGSK-biotin

Ac-(K16)-H4

SGRGKGGKGLGKGGA[,cK]JRHRC-GSGSK-biotin




Supplementary Information 2 — Amino Acid Sequence of ts mutants aligned to wild type
sequence. Locations where a base pair change led to a change in the coding sequence are

highlighted in red.
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MSQSTASRVPEGNQGSLOKDVSFDFNGVPGQALDAVRMRLAQLTHSLRRIRDEVSKAGLP
MSQSTASLVPEGNQGSLQEDVSFDFNGVPGQALDAVRMRLAQLTHSLRRIRDEMSKAELP

OWYTLOSQLNVTLSQLVSVTSTLOQHFQETLDSTVVYPLPKFPTTSHESLVATLLRKKSIP
OWYTLOSQLNVTLSQLVSVTSTLOQHFQETLDSTVVYPLPKFPTTSHESLVTTLLRKKNIP

EVDEWMKYVGGTSGVTTALLKDEEIEMLLOODREITNWARTTYRNEYGERDFKNEESLCE
EVDEWMKYVRETSGVTTALLKDEEIEKLLOQODREITNWARTTFRNEYGKHDFKNEESLSE

EHASLLVRDSKPSKPFNVDDVLKSTFTWEKPIITGSTPTSSSN 223
EHASLLVRDSKPSKPFNVDDVLKFTFTGEKPIITGSTSTSSSN 223

MSVODTKAVEFSMGHIRSSSVSLVAEATSNTNSEDKLSKVQLYEELWRYEDTLSKLVESV
MSVODTKAVEFSMGHIRSSSVSLVAEATSNTNSEDKLSKVQLYEDLCRYEDTLSKLVESV

DRFKPNLDIAKDLIRADEALFENVKLLAEYDNIYRNLQEIDKDSEELDSKTRKILEDPNE
DRFKPNLDIAKDLIRTDEALFENVKLLAEYDNIYRNLQKIDKDSEELDSKTRKILEILNE

CHDGLKALPTLEQVEFEKNAILQQRSKVNSTELLDYATKLSKFAKIPPTFGKGAVGPNNF
CHDELKALPMLEQVEFEKNTILQQORSKINSTELLDYATKLSKFTKIPPTFDKGAVGPNNF

IWPAEDALRGGMLAMASLHSKELTRIPGEEVEETEVPTVPPSQSEEQKGOMAKKEGTPKT
IWPAEDALRRGMLAMASLHSKELTRIPGEEVEETEVPTVPPSQSEEQKGOMAKKEGTPKT

DSFIFDGTAKEVGDEADDTKDEEKEENNDDALDLDLDLFGPDDF 284
DSFIFDGTAKEVGDEADNTKDKEKEENNDDALDLDLDLFDPDDF 284

MSNDPGNEVSSLYPPPPPYVKFFTQSNLEKLPKYKEKKAASAKQTAPNNSNGGSEEEITC
MSNDPGNEVSSLYPPPPPYVKFFTQSNLEKLPKYKEKKAASAKQTAPNNSNGGSEEEITC

ALDYLTPPPMPRNQQYRAFGSIRQVKDQLPDLESMGLTQLYKKSTENESTNYQCKIQELR
ALDYLIPPPMPKNQQYRAFGSIWQVKDQLPDLESMGLTQLYKKSTENESTNYQYKIQELR

KLLKSLLLNYLEPIGVSSTNPDMYERKVENIRTILVDIHHLLNEYRPHQSRESLIVLLEE
KLLKSLLLNYLELIGVLSINPDMYERKVENIRTILVNIHHLLNEYRPHQSRESLIMLLEE

OLEYKRGEIREIEQVCERVHGKLTSIQDTLRTGSQSPPSSSQ 222
OLEYKRGEIREIEQVCKQVHDKLTSIQDTLRTGSQSPPSSSQ 222
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