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Chaperones influence histone conformation and intermo-
lecular interaction in multiprotein complexes, and the
structures obtained with full-length histones often pro-
vide more accurate and comprehensive views. Here, our
structure of the Hat1–Hat2 acetyltransferase complex
bound to Asf1–H3–H4 shows that the core domains of
H3 and H4 are involved in binding Hat1 and Hat2, and
the N-terminal tail of H3 makes extensive interaction
with Hat2. These findings expand the knowledge about
histone–protein interaction and implicate a function of
Hat2/RbAp46/48, which is a versatile histone chaperone
found in many chromatin-associated complexes, in the
passing of histones between chaperones.
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Histone lysine acetylation is a major type of histone mod-
ification catalyzed by a family of enzymes known as his-
tone acetyltransferases (HATs) (Roth et al. 2001). These
enzymes transfer the acetyl group from acetyl-CoA onto
the ε-amino group of specific lysine residues on histones.
Following the initial discovery of HAT activities in Tetra-
hymena Gcn5 and yeast Hat1 (Kleff et al. 1995; Brownell
et al. 1996; Parthun et al. 1996), more than a dozen differ-
ent HAT proteins have been identified and characterized,
giving rise to detailed mechanistic understandings of
HATs (Berndsen and Denu 2008; Marmorstein and Trie-
vel 2009). However, certain aspects of HAT–histone inter-
action, such as that important for regulation of enzymatic
activity and enzymatic activity-independent functions,
are less well understood, especially in cases involving
large, multidomain HATs; multiprotein HAT complexes;
and/or multiprotein substrate complexes, such as the
Gcn5-containing SAGA complex (Grant et al. 1997;
Sterner et al. 2002; Soffers and Workman 2020; Wang
et al. 2020) and the Rtt109–Asf1–H3–H4 H3K56 HAT–
substrate complex (Tyler et al. 1999; Driscoll et al. 2007;
Han et al. 2007; Zhang et al. 2018).

Here we focus our attention on the Hat1–Hat2 acetyl-
transferase complex, where Hat1 is one of the earliest
discoveredHATs, andHat2 (RbAp46/48) is a histone-bind-
ingWD40 repeat protein found in numerousmultiprotein
complexes associated with chromatin processes (Qian
et al. 1993; Kleff et al. 1995; Parthun et al. 1996; Verreault
et al. 1998). TheHat1–Hat2 complexwas originally isolat-
ed as amajor cytoplasmic histoneH4 acetylase, consistent
with being a type B HAT (HAT-B) (Parthun et al. 1996;
Ruiz-García et al. 1998; Ai and Parthun 2004). The HAT
complex primarily acetylates lysine 12 of histone H4
(H4K12), while Hat1 can also acetylate H4K5. The Hat2
subunit has been shown to increase both theHAT activity
and the specificity toward H4K12. A nuclear Hat1 com-
plex, termed NuB4, also includes histone chaperone
Hif1/NASP (Ai and Parthun 2004; Poveda et al. 2004).
Both the cytoplasmic and the nuclear Hat1 complexes ap-
pear to acetylate predeposited histones and have been im-
plicated in various pathwaysof chromatin assembly (Ruiz-
García et al. 1998; Verreault et al. 1998). In addition to
Hif1, histone chaperone Asf1 has also been shown to asso-
ciate with Hat1–Hat2 and HAT-B/NuB4 complexes (Qin
and Parthun 2002; Campos et al. 2010; Alvarez et al.
2011; Haigney et al. 2015). Asf1 is well known for binding
an H3–H4 heterodimer to facilitate nucleosome assembly
in bothDNA replication-dependent and -independent pro-
cesses (Mousson et al. 2007).

To date, several structures of Hat1 or Hat1–Hat2 alone
or in complex with histone peptides have been deter-
mined (Dutnall et al. 1998; Wu et al. 2012; Li et al.
2014). However, compelling evidence suggests that addi-
tional structural information is needed to fully account
for the biochemical properties of the Hat1–Hat2 complex
(Haigney et al. 2015). Furthermore, how the NuB4 com-
plex facilitates the transfer of the H3–H4 complex to
Asf1 remains unknown. Here, our structure of yeast
Hat1–Hat2 in complex with Asf1–H3–H4 reveals a new
binding mode of the N-terminal helix (αN) of H4 to Hat2
and extensive interactions between theN-terminal region
of H3 and Hat2, implicating a mechanism of transfer of
H3–H4 from Hif1/NASP to Asf1.

Results and Discussion

Overall structure

To gain an overall picture of histones H3–H4 binding to
Hat1–Hat2, we assembled a Hat1–Hat2–Asf1–H3–H4
complex using a bacterially expressed, catalytically ac-
tive fragment of yeast Hat1 (Hat1ΔC, residues 1–320); in-
sect cell-expressed, full-length yeast Hat2; and a
separately prepared Asf1–H3–H4 complex using the con-
served core of Aspergillus fumigatus Asf1 (AfAsf1, resi-
dues 1–154). AfAsf1 was chosen over Saccharomyces
cerevisiae Asf1 (ScAsf1) because the ScAsf1–H3–H4 com-
plex easily precipitates at low salt concentrations, limit-
ing the ability of its biochemical characterizations only at
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a salt concentration much higher than a physiological
one (Haigney et al. 2015), while the AfAsf1 complex
can sustain a salt concentration as low as 150 mM (Zhang
et al. 2018). Furthermore, yeast Hat1–Hat2 acetylates
AfAsf1–H3–H4 and ScAsf1–H3–H4 with nearly identical
efficiency, and Hat2 stimulates H4K12 acetylation of
AfAsf1–H3–H4 by Hat1 in a manner similar to that of
ScAsf1 (Supplemental Fig. S1A,B; Haigney et al. 2015).
To improve the crystal quality, we removed six N-termi-
nal residues of histone H4 in our sample due to the
following considerations: First, H4K5 is a minor Hat1–
Hat2 acetylation site, and deleting the first six residues
should limit the binding of only H4K12 to the active
site of Hat1–Hat2, thus yielding a homogenous sample
suitable for structural studies. Second, previous struc-
tural studies of human Hat1 and yeast Hat1–Hat2 all
used H4 peptides with an authentic N terminus, but
the very N-terminal four and six residues were disor-
dered, respectively (Wu et al. 2012; Li et al. 2014). More-
over, the visible H4 residues 4–6 in the human Hat1
complex are not interacting with the enzyme.
Best diffracting crystals were obtained with N-terminal

BRIL (cytochrome b562RIL)-fused Hat1ΔC, which was en-
gineered with the intention of optimizing crystal packing
(Chun et al. 2012). The 3.3-Å structure of yeast Hat1ΔC–
Hat2 bound to theAfAsf1(1–154)–H3–H4(7–102) complex
and CoA shows an equimolar complex with onemolecule
each (Fig. 1). Continuous and well-defined densities
for residues 8–318 of Hat1, 8–86 and 107–387 of Hat2, 1–
14 and 52–134 of H3, 8–100 of H4, and 1–154 of Asf1
were observed. The disordered loop segments in Hat2 (res-
idues 87–106) andH3 (residues 15–51) are surface exposed.
Most of the amino acid side chains arewell defined, except
for some of the solvent-exposed residues. There is no obvi-
ous density for BRIL, but it was projected to occupy an
empty region near Asf1 in a neighboring complex from
crystal packing. A disordered BRIL tag indicates that its
fusion did not interfere with the folding or intermolecular
interactions of the protein complex. The structural model
has been refined to satisfactory statistics and good stereo-
chemistry (Supplemental Table S1).
The structures of Hat1 alone and its complex with Hat2

have been reported previously, and the structure of our
Hat1–Hat2 unit agrees with them well (Dutnall et al.
1998; Li et al. 2014). Briefly, Hat1 is an elongated α/β struc-
ture composed of an N-terminal and C-terminal domain.
The HAT active site is located in the C-terminal domain,
which can be further separated into two structural mod-
ules, a central α/β-fold module with an extended β sheet
of six antiparallel strands sandwiched by an α helix on ei-
ther side of the β sheet, and an all α-helical C-terminal
module that holds the α/β-fold module together with the
N-terminal domain from opposite directions (Fig. 1A).
The structure of Hat1 in the complex can be superim-
posed with that of apo Hat1 (PDB: 1BOB) with a RMSD
of 0.8 Å. The only major difference is that the Hat2-bind-
ing loop (residues 197–210), termed LP1, becomes ordered
in the complex structure (Li et al. 2014). Hat2 is a WD40
repeat protein with a seven-bladed β-propeller structure,
and it interacts with LP1 of Hat1 principally via amino
acid residues located in the β1–β2 and β3–β4 turn regions
of the fifth blade (Fig. 1B). Additionally, residues in the
loop connecting β3 and β4 (residues 325–342), termed
LP2, in the sixth blade of Hat2 also contribute to the inter-
action with Hat1 (Fig. 1). LP2 protrudes from the outer
edge of the β propeller and rests next to the central α/β-

fold module of Hat1. The juxtaposition of Hat1 and
Hat2 forms a narrow cleft between them, and the N-ter-
minal tail of histone H4 (residues 8–17) is bound in the
cleft (Fig. 1).
At the wider end of the H4 tail-binding cleft, a helical

turn at the tip of LP2 forms a negatively charged isle,
and the C-terminal portion of the H4 tail goes around
the isle (Fig. 1). As a consequence, the histone fold core
of the H3–H4 heterodimer is snugged into the wedge
formed between the C-terminal α-helical module of
Hat1 and the dorsal edge of the β propeller near the sev-
enth blade and the very C-terminal of the tail of Hat2
(Fig. 1B). The histone fold domains of bothH3 andH4 con-
tact the C-terminal α-helical module of Hat1. Further-
more, the N-terminal portion of H3, from the tail region
to α1, interacts with Hat2. H3 residues 1–14 bind the ven-
tral surface of the β propeller, followed by a disordered seg-
ment encompassing residues 15–51; residues 52–57 run
antiparallel to the outermost strand of the seventh blade
and go underneath the N-terminal helix (αN) of Hat2 to
join the histone fold domain of H3 (Fig. 1). Histone chap-
erone Asf1 binds H3–H4 in the same manner as in the
stand-alone Asf1–H3–H4 complex (English et al. 2006;
Zhang et al. 2018), and the interface between Asf1 and
the histone heterodimer faces away from the HAT

A

B

Figure 1. Overall structure. (A) A side view of the structure. (Left
panel) A cartoon representation. The N-terminal domain and the C-
terminal helical module of Hat1 are colored slate and light blue, re-
spectively, while the catalytic α/β module is colored magenta; Hat2
is colored orange; histone H3 and H4 are colored green and cyan, re-
spectively; and Asf1 is colored gray. The CoA molecule is shown in
a stickmodel. (Right panel) Hat1 and Hat2 are shown in a surface rep-
resentation colored according to electrostatic potential. (Red) Nega-
tive, (white) neutral, (blue) positive. The narrower and wider surface
areas of the Hat2 β-propeller structure are designated ventral and dor-
sal sides, respectively, and the outer perimeter is denoted as the side.
The rest of the structure is displayed the same as in the left panel. (B)
A view of the structure from the direction facing the ventral side of
Hat2. The left and right panels depict the structure in the same man-
ner as the corresponding panels in A, respectively. Each of the seven
blades of the Hat2 WD40 propeller structure is labeled. Within each
blade, β strands are labeled from 1 to 4, as shown for blade 2.
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complex (Fig. 1). No apparent contact between Asf1 and
Hat1–Hat2 was observed, which is consistent with the re-
port that Asf1 binding does not impact the enzymatic ac-
tivity of the Hat1–Hat2 complex (Haigney et al. 2015).

Structure comparison

Besides the apo structure of yeast Hat1mentioned earlier,
the structures of human Hat1 in complex with an N-ter-
minal peptide of histone H4 as well as yeast Hat1–Hat2
in complex with H3 and H4 peptides have been solved
(Wu et al. 2012; Li et al. 2014). The catalytic subunit
Hat1 from this study superimposes well with that of hu-
man Hat1 and the histone peptide complex of yeast
Hat1–Hat2, with RMSDs of 1.1 and 0.4 Å, respectively.
As a result of Hat1 superposition, histone H4 residues
from Lys8 to Arg17 in all three structures are aligned ex-
tremely well (Supplemental Fig. S2A,B), indicating the
conserved H4K12 substrate specificity of Hat1 proteins.

The previous structure of the yeast Hat1–Hat2–histone
peptide complex was solved using a histone H4 peptide
spanning residues 1–48 and a H3 peptide encompassing
residues 1–15 (Li et al. 2014). The ordered regions of these
peptides contain residues 7–46 of H4 and residues 1–12 of
H3. Significant differences from the current Hat1–Hat2–
Asf1–H3–H4 structure occur at the H4 region encompass-
ing residues 20–45 (Fig. 2A). H4 residues 30–40 form a he-
lix in both structures, and this helix, known as α1, is part
of the conserved histone fold domain. In the complex
structure with histone peptides, α1 of H4 is snugly fitted
into a cleft in Hat2 formed by LP2 and αN (Fig. 2A; Supple-
mental Fig. S2B). This H4 binding mode of Hat2 has also
been observed in the structures of its metazoan orthologs,
human RbAp46/48 and Drosophila p55, in complex with
short histoneH4 fragments encompassing α1 (Supplemen-
tal Fig. S3;Murzina et al. 2008; Song et al. 2008). However,
in the context of theH3–H4 heterodimer or tetramer, α1 is
tightly packed against the central helix, α2, in the core his-
tone fold domains of both H3 and H4. In particular, hydro-
phobic residues Ile29, Ile34, Leu37, and Ala38, located on
or near α1 of H4, interact with αN of Hat2 in the histone
peptide complex (Supplemental Fig. S4A), but these resi-
dues are buried in interactions with α2 of H4 and H3 (Sup-
plemental Fig. S4B). Furthermore, mutations of Hat2
residues Asn20, Leu23, and M24, seen interacting with
H4 α1, resulted in no noticeable effect on the catalytic ef-
ficiency of the enzyme complex toward H3–H4 (Haigney
et al. 2015). These observations strongly suggest that H4
α1 does not bind Hat2 in this manner in the context of
the full-length histone. Indeed, α1 of H4 in our Hat1–
Hat2–Asf1–H3–H4 structure points away and makes no
contact with Hat2 or Hat1 (Fig. 2A; Supplemental Fig.
S2B). This difference in the positioning of the α1 helix re-
sults in a large displacement, in the range of 2.7–14 Å, of
the H4 loop segment spanning residues 20–30 in the two
structures, with the loop segment in the Asf1 complex lo-
cated closer to LP2 of Hat2 (Fig. 2A).

In the present structure, residues 1–10 of H3 bind the
ventral surface of Hat2 similar to that in the structure
with the histone H3 peptide (Fig. 1). However, Thr11 be-
gins tomake aU-turn, and continuousmain chain density
ends at Lys14. There are no densities accounting for resi-
dues 15–51 of H3 in our structure, but continuous densi-
ties for residues 52–134 are unambiguous (Fig. 2B). In
this binding manner, residues 52–55 of histone H3 form

an antiparallel β-sheet-like interaction with the outer-
most strand (β4) of Hat2’s seventh blade (Fig. 2B).

HAT–histone interaction and impacts on HAT activity

Besides the above-described interactions between histone
tails and Hat1–Hat2, additional interactions between
Hat1–Hat2 and H3–H4 are concentrated in two regions.
The first region surrounds Hat2’s LP2 element, where
H4 residues 20–25 and Arg69 of H3 are located nearby.
However, despite the presence of well-defined, continu-
ous main chain electron density, the density for the side
chains of these residues is mostly lacking (Supplemental
Fig. S5). Apart from Asn25 of H4, the side chains of H4
Lys20 and H3 Arg69 are inferred to be in the vicinity of
LP2 (Fig. 2A). To verify that these histone residues are in-
volved in binding Hat1–Hat2, we made alanine substitu-
tions of all three residues (H3 R69A and H4 K20A
N25A), termed 3mut, and measured their binding to
Hat1–Hat2 by microscale thermophoresis (MST) (Fig.
2C). In parallel, we also measured the binding of wild-
type (WT) histones aswell as a combination ofN-terminal
60-deletion mutant of H3 (H3Δ60) with full-length H4, all

A

B
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D

Figure 2. Distinct interactions betweenHat1–Hat2 and histones. (A)
Histone H4 and H3 residues interacting with the LP2 element of
Hat2. A histone H4 peptide, colored marine, from PDB structure
4PSX, is superimposed. The involved residues are shown in a stick
model. (B) Residues 1–14 of H3 bind the ventral surface of Hat2 sim-
ilar to that in the PDB structure 4PSX, andH3 residues 52–57 adopt an
extended conformation and pack against β4 in blade 7. These residues
are shown in a stick model, and a section of the simulated annealing
Fo–Fcmap, contoured at 2σ, with residues 52–60 of H3 omitted, is su-
perimposed. (C ) KD values of wild-type (WT); the H4 K20A, N25A,
and H3 R69A mutant (3mut); the H3 Q120A, K121A, and K122A
and H4 K31A, L49R, E52A and E53A mutant (7mut); and the H3 N-
terminal 60-residue deletion (H3Δ60) mutant complexes bound to
Hat1–Hat2measured byMST at 500mMNaCl. (D) Interaction of his-
tone H3 and H4 residues with the α-helical module of the Hat1 C-ter-
minal domain. Involved residues are shown in a stick model.
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in the presence ofAfAsf1. All MST experiments were per-
formed at 500 mMNaCl in order to be able to measure all
samples at the same condition, because deletion of N-ter-
minal 60 residues of H3 outcompeted the benefit intro-
duced by AfAsf1 and rendered AfAsf1–H3Δ60–H4 easily
precipitated at a lower salt concentration. Under this con-
dition, Asf1–H3–H4 exhibits a KD value of 0.21 μM,
while the KD values for the H3–H4 3mut and H3Δ60–H4
mutant complexes with Asf1 are 0.29 μMand 1.13 μM, re-
spectively (Fig. 3C). The result shows that, while Lys20
and Asn25 of H4 and Arg69 of H3 are engaged in interac-
tionwith LP2 ofHat2, its role in bindingHat2 ismuch less
significant than that of the N-terminal tail of H3.
The second additional interaction interface occurs be-

tween the C-terminal α-helical module of Hat1 andN-ter-
minal portions of α2 of H4 and α3 of H3. A total of seven
involved histone residues can be identified. They include
Gln120, Lys121, and Lys122 of histone H3, and Lys31,
Leu49, Glu52, andGlu53 of H4 (Fig. 2D). However, substi-
tution of all seven residues (7mut) onlymildly affected the
binding affinities with Hat1–Hat2 (Fig. 2C), suggesting
that the contact between Hat1 and histone H3–H4 in
this region is not sensitive to the identity of these residues.
Likewise, replacing Asp290 and Leu293, two residues
in the C-terminal module of Hat1 that are involved in

the interaction with H4 residues located in the loop con-
necting α1 and α2, including Leu49, to alanines resulted
in no detectable changes in the binding affinity, whether
using the WT or the Asf1–H3Δ60–H4 complex as the sub-
strate (Supplemental Fig. S6A). These results indicate that,
outside of theH4N-terminal recognition sequence,which
spans residues 8–17, by the catalytic module of Hat1, the
N-terminal tail of H3 contributed the most to the binding
affinity betweenHat1–Hat2 andhistonesH3 andH4 in the
presence of Asf1. The folded domains of H3 and H4 do not
significantly contribute to the binding affinity, although it
appears that surface shape complementarity allows com-
fortable docking of the core domain of histones in the
wedge formed by Hat1 and Hat2.
To evaluate the importance of the aforementioned

HAT–histone interactions on H4 acetylation, we first as-
sessed the impact of the relevant histone mutations by
Western blot. The result shows that the combined triple
mutant of R69A of H3 and K20A and N25A of H4 (3mut)
affects the H4 acetylation the most, followed by the
7mut of H3 and H4 and H3Δ60 mutant, in an order oppo-
site to their effects in bindingHat1–Hat2 (Fig. 3A). Similar
to the 7mut result, Hat1 D290A L293A double mutation
reduced the H4 acetylation level to ∼70% of that with
the WT enzyme, regardless of whether WT or H3Δ60 sub-
strate complexes are used (Supplemental Fig. S6B). Next,
we also measured enzyme kinetics of these mutant sub-
strates and compared themwith that of the wild-type sub-
strate complex (Fig. 3B). TheH3–H43mut showsaKcat/Km
value of 1.7 μM−1min−1 versus 5 μM−1min−1 for the wild-
typeAsf1–H3–H4complex (Fig. 3B). The reductionof acet-
ylationactivity toward3mut comesmostly fromH4muta-
tions, as the substrate complex carrying the H3 R69A
mutation alone displays a milder effect compared with
the double mutant of H4 (Fig. 3B). The H3–H4 7mut only
has amild effect, at a degree similar to the R69Amutation
of H3 alone. Interestingly, the Asf1–H3Δ60–H4 mutant,
whichhas the biggest effect inHat1–Hat2 binding, showed
an activity level comparable with the wild-type substrate
complex (Fig. 3B). It should be pointed out that, for the rea-
son pointed out earlier, the enzymatic activity toward the
Asf1–H3Δ60–H4 complex was compared with that of the
wild-type substrate complex, all measured at 500 mM
NaCl. These results indicate that deletion of the N-termi-
nal tail of H3 only affects binding to Hat1–Hat2, but not
the enzymatic activity.
In this study, we found a new binding mode between

Hat1–Hat2 and histones H3 and H4 in the Asf1–H3–H4
complex. Because Hat2/RbAp46/48 is present in many
chromatin-associated complexes, a proper understanding
of its histone binding mode is instrumental for dissecting
its molecular functions in these complexes. We also no-
ticed an interesting phenomenon in which the substrate
binding affinity and the enzymatic activity of the HAT
complex are not strictly coupled, as shown most promi-
nently with the H3Δ60 complex. We postulate that there
may be two classes of HAT–histone interactions: One
class is important for the enzymatic activity and the other
is not, but possibly is relevant to nonenzymatic functions
of the HAT complex. The interactions between Hat1 and
the N-terminal substrate recognition sequence of H4, as
well as that between Hat2 LP2 and its binding region in
H4,may be grouped into the first class. The interaction be-
tween the N-terminal tail of H3 and Hat2 falls into the
second class, but what might be the nonenzymatic func-
tion of the Hat1–Hat2 complex?

A

B

Figure 3. Enzymatic activity assays. (A, left panel) Western blot
detection of histone H4 acetylation with wild-type (WT) and mutant
Asf1–H3–H4 complexes. (Right panel) Quantification of the blots
from three independent experiments. The average intensity for the
WT substrate is set to unity. (B) Michaelis–Menten enzyme kinetic
analysis of 125 nM Hat1–Hat2 with the indicated WT and mutant
substrate complexes. (Top left panel) Results from assays performed
at 150 mM NaCl. (Top right panel) Results from assays performed
at 500 mM NaCl. (Bottom panel) Tabulation of enzyme kinetic pa-
rameters. A substrate concentration range between 2.5 and 40 μM
was used for all experiments.
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The conformational dynamics of the N-terminal tail of
H3 offers some insights into the possible nonenzymatic
function of theHATcomplex.TheH3 region spanning res-
idues 52–60 displays drastically different conformation in
different complexes (Fig. 4A; Luger et al. 1997; Liu et al.
2012; Zhang et al. 2018). We recently solved a structure
of the mammalian sNASP–ASF1–H3–H4 complex (Bao
et al. 2021; Liu et al. 2021), which corresponds to a Hif1–
Asf1–H3–H4 complex in yeast. This chaperone–histone
complex forms a larger complex with HAT1–HAT2 for
maintaining a reservoir of soluble histones and facilitating
their nuclear import (Camposet al. 2010;Cooket al. 2011).
The latter process involves the transfer of histones H3–H4
from sNASP to ASF1, but the mechanism remains un-
known. The N-terminal tail of H3 is essential for binding
sNASPwhenASF1 is present (Liu et al. 2021). Superimpos-
ing the two structures via the commonAsf1–H3–H4mod-
ule revealed amajor conformational difference fromtheN-
terminal tail of H3 (Fig. 4B). A possible scenario of hand-
over ofH3–H4 fromHif1/sNASP toAsf1 via the conforma-
tional switch of theN-terminal tail of H3 is schematically
depicted in Figure 4C.

Materials and methods

Protein expression, purification, and crystallization

A large, functional fragment of yeast Hat1 (Hat1ΔC, residues 1–320) was
expressed as a 6xHis-tagged or a thermostable cytochrome b562RIL
(BRIL) fused protein in E. coli using a pCDFDuet-1 or a pRSFDuet-1
vector (Novagen), respectively. Full-length yeast Hat2 was expressed in

Sf21 insect cells using the Bac-to-Bac baculovirus expression system (Invi-
trogen) following themanufacturer’s protocol. Hat1–Hat2 complexeswere
prepared by rupturing Hat1-expressing bacterial cells and Hat2-expressing
insect cells together, followed by purification through Ni-NTA and anion
exchange column chromatography steps. Asf1–H3–H4 complexes using
yeast H3 and H4 or their mutants were assembled with the conserved
domain of S. cerevisiae or A. fumigatus Asf1 (residues 1–154 of both pro-
teins) following a previously described procedure (Zhang et al. 2018).
The BRIL–Hat1–Hat2–AfAsf1–H3–H4 complex used for crystallization
was assembled by mixing purified subcomplexes at an ∼1:1 molar ratio
and purifying them again through a sizing column. Best diffracting crystals
were grownwith ∼15mg/mL protein complex and 0.6 mMCoA at 16°C in
a condition with 100 mM Bis-Tris propane (pH 6.5), 20% (v/v) PEG-3350,
and 200mM sodium nitrate. Detailed procedures are described in the Sup-
plemental Material.

Crystallographic data collection and structure determination

X-ray diffraction data were collected at beamline BL17U1 of the Shanghai
Synchrotron Radiation Facility (SSRF) at awavelength of 0.9792 Å, and the
structure was solved by molecular replacement using the Hat1–Hat2–H4
peptide complex structure (PDB: 4PSW) as the search model. Structure re-
finements were performed with two group B factors—one for main chain
and another for side chain atoms of each residue—due to the limitation
of a low number of reflections. Statistics of data collection and refinement
are shown in Supplemental Table S1. Atomic coordinates and structure
factors have been deposited in PDB under accession number 7XAY. De-
tailed procedures are described in the Supplemental Material.

HAT assay

Western blot analysis of HAT activities was performed with an antibody
against acetyl-lysine 5 and/or 12 of histone H4 (1:2000 dilution; Abcam
ab177790) and detected by the Enhanced ECL luminescence detection
kit (Thermo 34577). Three independent blots were quantified by image
scanning to derive the error bars. Quantitative HAT activity analyses
used a continuous fluorometric HAT assay (Chung et al. 2008). The data
were first analyzed using Excel and then fitted to the Michaelis–Menten
equation using GraphPad Prism (GraphPad Software, Inc.). The Km and
Kcat values were derived by varying the concentration of the substrate. De-
tailed conditions for the assay are described in the Supplemental Material.

Microscale thermophoresis (MST) analysis

MSTmeasurements of binding affinities were performed using aMonolith
NT.115 instrument (NanoTemper) and premium glass capillary tubes
(NanoTemper MO-K025). All measurements were performed in triplicate,
and the thermophoresis data were analyzed with the MO affinity analysis
software (NanoTemper) or GraphPad Prism 8. Detailed procedures are de-
scribed in the Supplemental Material.
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Figure 4. Conformation dynamics of the N-terminal tail of histone
H3. (A) Residues 45–56 form an α helix, αN, in the nucleosome
(PDB ID: 4KUD; colored red). In the DAXX–H3.3–H4 structure
(PDB ID: 4HGA; colored magenta), αN, spanning residues 48–59, is
oriented nearly opposite to the nucleosomalH3 helix. TheH3 regions
in the RTT109 complex (PDB ID: 5ZBA; colored blue) and in the pre-
sent structure (green) are in distinct extended conformations. (B) A
model of the Hat1–Hat2–H3–H4–Asf1–hif1/sNASP complex assem-
bled by superimposing the Asf1–H3–H4 module in the present struc-
ture (enclosed in the blue dashed line hexagon) with that of the
sNASP–H3–H4–ASF1 structure (PDB ID: 7V6Q; enclosed in the black
dashed line hexagon). The two distinct conformations of the H3 tail
are indicated by black arrows. (C ) A schematic model for transfer of
H3–H4 between histone chaperones NASP/Hif1 and Asf1.
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