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Figure S1. Confocal imaging of interphase and mitotic undifferentiated HL-60/S4
cells stained with anti-H1.2 (top row) including DAPI (right column) or with anti-H1.5
(bottom row) including DAPI (right column). Note that anti-H1.2 stains the mitotic
chromosomes weaker than does anti-H1.5; but the staining of interphase nuclei are
comparable.
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Figure S2. Analysis of the size (bp) distribution of chromatin peaks enriched with
anti-H1.2 and anti-H1.5 based on xChIP-seq. Peak calling was performed using
MUSIC.
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Figure S3. Nucleotide content around MUSIC-called peaks enriched for H1 variants.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xXChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).

Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChlIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).

Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).

Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP

H1.2

(black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).

Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.



T s T T N 7 O o [ T 7 DO Tl Tl T [ 7 W [ | W T 1 T[]
chr9 p24.1 p23  p222 p21.2 p133 p12 piid qi2 qi3  q21.12  q21.2 42133 2231 q31.1 313 q33.1 333  q34.13

-+ 140 mb >

[0-1.00]
XChIP H15
[0-1.00]
XXChIP H1.2 II I IlI '. ' IIlII II I I I I
XXChIP H1.5 i I i I I I I I I I
H3K4me1
w Lal kb 1
H3K9ac
colt b 01 ek o wihd v d Wl k| 1 i) g,
H3K2Tac
IV EIE oo 00l | o 11 g
Epichromatin
il cel o Al ekl i L
RNA Pol Il
SMC3
[ R o R YT P T PRPR TR ————1 )
e (M= OO 0V DI o | N EOO Y TR (OO 11 OV O O A I O N A N
11L5  IL33 TYRP1 SAXO1 Tusc1 ACO1 SHB FAM27C FAM74A4 FXN RORB TLE4 NAA35 SYK HABP4 CYLC2 ELP1 ORM1 MEGF9 ZBTB34 AKS8 E

Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChlIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.



I | |
pi32 pisd p12 pii2z  piia qi1.2 qiz  qz21.1 q21.31 qz133 qz2 q23.1 Q233 Q242 Q243 q25.1 q25.3

Chr17

[ 80 mb =

nb 10 mb 20 mb 30 mb 40 mb 50 mb 60 mb 70 mb 80m
| | | | | | | | | | | | | |

[0-100]

[0-1.00]

XChIP H15

[0-1.00]

XXChIP H1.2 I II I I I IlIII I I I

[0-1.00]

XXChIP H1.5 || I I I A 1 l" I I I N
bl L

[0-1.00]

H3K4me1

[0-100]

o b b 1 0 d R e | e el el d el L ekt ol o e

[0-1.00]

s | e ) Dk b ke iy e b o e g 0

[0-1.00]

Epichi ti
| P Dl o Do AR b Lk et |

[0-1.00]
RNA Pol ll

[0-076]

N2 bttt da  bibdiins  dhieiauer batennsilibiobuidad) bstidilli

A0 NVROASONR ) A O MO W 000 0 OO O OO A A AU A O OO O

2B CTNS XAF1 GLP2R CDRT15P1 RAI1  USP22 NR 135673 NF1 CCL2 AATF MSL1 NBR2 NSFP1 PHB C170rf112 NOG DHX40 TANC2 MIR634 CASC17 RAB37 TK1  AATK

RefSeq Gene

Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChlIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP

H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
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sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak

densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4mel, H3K9ac, H3K27ac, Pol Il and SMC3.
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Figure S4. Large-scale (low resolution) comparisons between xChlIP and xxChIP
sequencing strategies for all the human chromosomes. H1 epitope “exposure” peak
densities are measured by scanning with a window of 1000 base pairs: for xChIP
H1.2 (black), xChIP H1.5 (orange), xxChIP H1.2 (blue) and xxChIP H1.5 (green).
Also indicated are cytogenetic road marks, chromosome coordinates (mb), the
epichromatin track (Olins et al., 2014), and tracks showing the density of peaks
enriched with H3K4me1l, H3K9ac, H3K27ac, Pol Il and SMC3.



