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A B S T R A C T

Amino acid replacement is a useful strategy to assess the roles of axial heme ligands in the function of native
heme proteins. THB1, the protein product of the Chlamydomonas reinhardtii THB1 gene, is a group 1 truncated
hemoglobin that uses a lysine residue in the E helix (Lys53, at position E10 by reference to myoglobin) as an iron
ligand at neutral pH. Phylogenetic evidence shows that many homologous proteins have a histidine, methionine
or arginine at the same position. In THB1, these amino acids would each be expected to convey distinct reactive
properties if replacing the native lysine as an axial ligand. To explore the ability of the group 1 truncated Hb fold
to support alternative ligation schemes and distal pocket conformations, the properties of the THB1 variants
K53A as a control, K53H, K53M, and K53R were investigated by electronic absorption, EPR, and NMR spec-
troscopies. We found that His53 is capable of heme ligation in both the Fe(III) and Fe(II) states, that Met53 can
coordinate only in the Fe(II) state, and that Arg53 stabilizes a hydroxide ligand in the Fe(III) state. The data
illustrate that the group 1 truncated Hb fold can tolerate diverse rearrangement of the heme environment and
has a strong tendency to use two protein side chains as iron ligands despite accompanying structural pertur-
bations. Access to various redox pairs and different responses to pH make this protein an excellent test case for
energetic and dynamic studies of heme ligation.

1. Introduction

Among the many characteristics that condition the chemical re-
activity of a heme protein, the axial ligands to the iron are of singular
importance [1]. Besides generally contributing to thermodynamic sta-
bility through a coordination bond, they restrict the conformational
space accessible to the polypeptide, affect the reduction potential of the
iron and its solvent accessibility, dictate the distortions and electronic
distribution of the porphyrin ring, and modulate reaction kinetics.
Heme proteins belonging to different superfamilies are therefore seen to
utilize different axial ligand sets, with the protein moiety controlling
the number (0, 1, or 2) and identity of the ligands as function is per-
formed. Chemically competent residues for ligation are many: histidine
(which is most frequently observed), cysteine, methionine, tyrosine,
occasionally lysine, and rarely asparagine, glutamine, and arginine.
Any of these residues, when used as a ligand, will impose unique
properties on the holoprotein. Deviations from the wild-type set, either
by mutation or by an extreme change of conditions, can have disastrous
consequences. The protein features that establish coordination schemes
are therefore critical to designing artificial heme proteins and under-
standing the mechanistic aspects of natural ones.

Given the typically large number of potential heme ligands in any
one protein sequence, a key factor is the formation, at least in the folded
holoprotein state, of a heme cavity providing numerous stabilizing
contacts and a proper degree of flexibility to control the coordination of
specific residues [2,3]. In these respects, group 1 truncated hemoglo-
bins (Hbs) stand out. They are small proteins forming a separate lineage
of the Hb superfamily, distantly related to the lineage of animal Hbs,
and endowed with chemical roles other than reversible binding of di-
oxygen [4,5]. Like the familiar Hbs, group 1 truncated Hbs use a
“proximal” histidine as a ligand to the iron, but some also coordinate
the iron with a “distal” histidine or lysine at neutral pH, forming en-
dogenous, hexacoordinate His/His [6,7] or His/Lys [8,9] complexes.
These proteins have the plasticity required for structural rearrangement
upon binding exogenous ligands [10]. However, not all TrHbs that
contain a distal histidine or lysine populate stable His/His or His/Lys
states. Also, at the position aligned to these distal His and Lys, a number
of group 1 truncated Hb sequences have methionine or arginine, re-
sidues mentioned above in the list of potential ligands. Thus, in-
vestigation of group 1 truncated Hbs opens the question of how to
predict the heme ligand set, i.e., how the protein scaffold dictates en-
dogenous hexacoordination.
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THB1 is one of several group 1 truncated Hbs found in Chlamydo-
monas reinhardtii. Along with THB2 and THB4 [9], THB1 exhibits native
His/Lys heme ligation [8], which is rare not only in the Hb family but
also in heme proteins in general. The His/Lys scheme of THB1 dom-
inates in both the Fe(III) and the Fe(II) states at physiological pH and
becomes increasingly compromised as the pH is lowered [8]. Whereas
highly acidic conditions are required to protonate the proximal histi-
dine, the distal lysine (Lys53, or E10 following the helical nomenclature
of myoglobin) is readily displaced by acidification or by addition of a
high-affinity exogenous ligand, such as CO for Fe(II) or CN− for Fe(III).

Distal ligand switching is accompanied by a structural change illu-
strated by two X-ray structures, that of THB1 in the Fe(III) His/Lys state
(Protein Data Bank (PDB) entry 4XDI, [11]) and THB1 in the Fe(III)
His/CN (cyanomet) state (PDB entry 6CII, J.M. Martinez et al., manu-
script in preparation) (Fig. 1). On cyanide binding, several hydrophobic
groups in contact with the heme retain the same relative positions
(Fig. 2). In contrast, Lys53 (E10) is displaced toward solvent as Gln50
(E7), Gln54 (E11), and Tyr29 (B10) are introduced into the heme
cavity. The region most affected by Lys53 relocation is on the side of the
heme 1-CH3 and the 8-CH3, manifesting a rearrangement of Phe57
(E15) and Tyr68 among others. The structural changes suggest that the
THB1 scaffold is inherently flexible and may be able to accommodate
different endogenous distal ligands.

In the present work, we explored the tolerance of the THB1 fold for
different occupants at the distal position and began the analysis of the
factors that regulate heme ligation. The wild-type (WT) Lys53 (E10) of
THB1 was replaced to generate a series of variants. These variants

exhibit at position E10 the most common residues found by multiple
sequence alignments of known group 1 truncated Hbs. We focused on
ligation schemes and pH response using electronic absorption, EPR, and
NMR spectroscopies. Along with extensive NMR data, the two X-ray
structures of WT THB1 provide a reference against which to assess the
properties of E10 variants. We show that THB1 is an apt model system
for the study of the interplay between protein structure and heme co-
ordination and we lay the groundwork for detailed thermodynamic and
dynamic characterization of ligand switching.

2. Experimental section

2.1. Protein preparation

The K53H, K53M, and K53R mutations were introduced into a
pJExpress414 plasmid containing the THB1 gene using the Q5 Site-
Directed Mutagenesis Kit (New England Biolabs, Ipswich, MA) and
primers from Integrated DNA Technologies (Coralville, IA). THB1 var-
iants were expressed in Escherichia coli BL21 cells using the protocol
described for the WT and K53A proteins [8]. Following overexpression
and cell lysis by sonication, variant THB1 apoproteins were purified
from inclusion bodies using urea solubilization and passage through a
Sephadex G-50 size exclusion column equilibrated with TE buffer
(50mM Tris pH 8.0, 1mM ethylene-diaminetetraacetic acid trisodum
salt). Benzonase (MilliporeSigma, Burlington, MA) was included during
cell lysis to digest contaminating DNA. Purified apoproteins were
converted to holoproteins by titration with porcine hemin (Sigma, St

Fig. 1. The structure of Fe(III) WT THB1 (A) without added exogenous ligand showing the His/Lys coordination (PDB entry 4XDI) and (B) with bound cyanide
(cyanomet THB1) showing the His/CN coordination (PDB entry 6CII). (C) shows the superposition of the two structures (4XDI, tan; 6CII, cyan). Structural re-
arrangement is apparent in the loops preceding and following the E helix as well as the orientation of the E helix. Helices are labeled with myoglobin nomenclature.
(For interpretation of the references to color in this figure legend, the reader is referred to the web version of this article.)

Fig. 2. Stereo triptych showing the residues that maintain the same position with respect to the heme group when Lys53 is replaced by cyanide. For stereo viewing,
the convergent pair is on the left and the divergent pair is on the right. The structure of the His/Lys complex (PDB entry 4XDI) was used. Phe41, Phe42, Leu80 and
Met86 are near the 4-vinyl and the 5-CH3; Phe91, Val94, and Ile126 are near the 3-CH3 and 2-vinyl; and Leu73 is near the 1-CH3. The axial Lys53 (above the heme
plane) and His77 (below the heme plane) are not included for clarity. The Cα atoms are colored in green. (For interpretation of the references to color in this figure
legend, the reader is referred to the web version of this article.)
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Louis, MO) dissolved in 0.1M NaOH. This step was followed by passage
through a diethylaminoethanol-Sepharose column. Purity was assessed
with sodium dodecyl sulfate polyacrylamide gel electrophoresis and
mass spectrometry data (Acquity/Xevo-G2 Ultra Performance Liquid
Chromatography–Mass Spectrometry, Waters, Milford MA). Purified
proteins were exchanged into storage buffer (5mM sodium phosphate
pH 7.5), lyophilized and stored at −20 °C. Typical yields were ~25mg/
L (K53R THB1) and ~100mg/L (K53H, K53M, and K53A THB1s).
Uniformly 15N labeled K53H THB1 and K53M THB1, and uniformly 13C,
15N labeled K53R THB1, were prepared in the same fashion from cells
grown in M9 medium containing 15NH4Cl or 15NH4Cl and 13C-glucose
(Cambridge Isotope Labs, Tewksbury, MA) instead of Luria-Bertani
medium. Extinction coefficients were determined on a per-heme basis
using the pyridine hemochromogen method [12]. Values at pH 7.4 for
Fe(III) THB1 variants are as follows: K53A THB1,
ε406= 130mM−1 cm−1; K53M THB1, ε407= 163mM−1 cm−1; K53H
THB1, ε411= 112mM−1 cm−1; K53R THB1, ε411= 110mM−1 cm−1

with a ~5% error according to triplicate measurements. Cyanomet
complexes were obtained by adding an excess of KCN to buffered
samples of Fe(III) K53X THB1.

2.2. Electronic absorption spectroscopy

Electronic absorption spectra were collected at room temperature
with a Varian Cary-50 spectrophotometer. Typical protein concentra-
tions were 10–15 μM. For Fe(III) samples, spectra were collected from
800 to 260 nm in steps of 1 nm using a 100-ms averaging time. Fe(II)
spectra were acquired from 800 to 350 nm every 1min following the
addition of 2mM dithionite (DT, Sigma) until a stable reduced species
was observed, typically within 5min.

2.3. EPR spectroscopy

X-band continuous wave EPR spectra were acquired using a Bruker
EMX spectrometer with a microwave frequency of 9.41 GHz, a power
level of 13mW and modulation amplitude of 10 G. Sample temperature
was maintained at 10 K during acquisition using a liquid helium cryo-
stat. THB1 variants (1mM THB1, 10mM sodium phosphate pH 8.0 and
0% or 10% v/v glycerol) were prepared in 5mm outer-diameter quartz
EPR tubes and frozen by gentle submersion into liquid nitrogen. Data
were processed with the MatLab toolbox EasySpin 5.2.21 [13].

2.4. NMR spectroscopy

NMR spectra were acquired using a Bruker Avance-600 or Bruker
Avance II-600, each equipped with a triple resonance inverse cryop-
robe, or a Varian Inova 800MHz spectrometer equipped with a triple
resonance inverse room-temperature probe. Some data were also ac-
quired on a Bruker Avance III-400 equipped with a triple resonance
inverse room-temperature probe. 1H chemical shifts were referenced
against the 1H2O signal (4.76 ppm) and 15N chemical shifts were re-
ferenced indirectly through the Ξ ratio [14]. Unless otherwise noted,
data were collected at 25 °C in aqueous buffer. Fe(II) samples were
prepared in a micro-oxic atmosphere using deoxygenated buffer and
DT; the plunger of the Shigemi NMR tube and Parafilm M protected the
protein from oxidation. 1-D data were analyzed using TopSpin 4.0.6
(Bruker) and 2- or 3-D data were processed using NMRPipe [15] and
analyzed with Sparky [16]. Non-uniformly sampled spectra were re-
constructed using the NESTA-NMR software package [17] implemented
on the NMRbox virtual machine [18].

Heme 1H assignments were made at 600MHz with a standard suite
of 1H–1H experiments [7] including nuclear Overhauser spectroscopy
(NOESY) (with t1 noise reduction [19] as helpful, τmix= 80–110ms),
double-quantum-filtered correlated spectroscopy (DQF-COSY), total
correlation spectroscopy (TOCSY) (τmix= 45ms) and, for paramagnetic
species, water elimination Fourier transform (WEFT) NOESY [20] data

(typical τrecycle= 100ms, τrecovery= 150ms, τmix= 40ms). Samples
were Fe(II) K53M THB1 (2.1mM, 100mM sodium phosphate pH⁎ 7.2,
6mM DT), Fe(III) K53H THB1 (1.3mM, 20mM sodium phosphate pH*
7.3), and Fe(III) K53R THB1 (1.3mM, 20mM sodium phosphate pH*
7.9) in 99% 2H2O at 25 °C. 1H longitudinal relaxation time (T1) values
for resolved signals in K53H and K53R THB1s were measured with a
simple inversion-recovery sequence. Homonuclear spectra also enabled
assignment of protein residues in the heme pocket by reconciling
NOESY data with the THB1 X-ray structure (PDB entry 4XDI [11]).

Backbone amide 1H and 15N and select side chain 1H assignments
were made at 800MHz in Fe(II) K53M THB1 (2.5mM, 130mM po-
tassium/sodium phosphate pH* 7.0, 10% 2H2O, 6mM DT) and Fe(III)
K53H THB1 (1.7mM, 50mM potassium phosphate pH* 7.1, 10%
2H2O). Assignments were achieved with 1H–15N heteronuclear single-
quantum correlation (HSQC), 1H-15N-1H NOESY-HSQC (τmix= 75ms)
and 1H-15N-1H TOCSY-HSQC (τmix= 45ms) experiments and compar-
ison to published chemical shifts for Fe(III) (Biological Magnetic Re-
sonance Bank (BMRB) entry 26885) and Fe(II) THB1 (BMRB entry
26886). Backbone 1HN, 15N, 13Cα, 13Cβ and 13C′ assignments were made
in Fe(III) K53R THB1 (1.8mM, 20mM sodium phosphate pH* 7.5, 5%
2H2O) at 600MHz. A suite of 3D experiments including HNCO,
CBCA(CO)NH, HNCACB, HBHA(CO)NH [21], and H(CCO)NH and
(H)C(CO)NH-TOCSY [22] was acquired using a Poisson-Gap sampling
schedule [23] (15% sampling) in both indirect dimensions. The back-
bone information was completed with 1H-15N-1H NOESY transverse
relaxation optimized spectroscopy (TROSY) data at 800MHz
(τmix= 75ms).

Tailored 13C–1H correlation experiments were acquired on K53R
THB1 (1.8 mM, 20mM sodium phosphate pH* 7.5, 5% 2H2O, 25 °C,
600MHz) to assign the aliphatic portion of the Arg53 side chain. In one
experiment, two downfield protons were correlated with the directly
attached 13C resonating at −1.0 ppm via 1JCH coupling. In the second
experiment, four additional protons were correlated with the upfield
13C resonance using a 13C-TOCSY element. The pulse sequences and
additional experimental details are given in Fig. S1.

Differences in backbone amide chemical shift between K53X and
WT THB1 in the same oxidation state are presented as the chemical
shift perturbation, CSP= (ΔδH2+ (ΔδN/10)2)1/2 [24], where ΔδH is the
1HN chemical shift of K53X THB1 minus that of WT THB1 and ΔδN is the
corresponding difference of 15N shifts. Differences in chemical shifts
(Δδ) between Fe(III) K53X THB1 (where X is H or R) and Fe(II) WT
THB1 were used in the program Numbat along with the crystal struc-
tures of THB1 (His/Lys, PDB entry 4XDI; His/CN−, PDB entry 6CII; 1H
added with UCSF Chimera [25]). If the positions of the nuclei, relative
to the heme plane and iron, are unchanged from the crystal structure
and the amino acid substitution has no effect on the diamagnetic shift,
Δδ for residues except the proximal histidine and X at E10 is the
pseudocontact shift (PCS). The PCS is given by

= +
r

1
12

(3 cos 1) 3
2

sin cos 2pc i
i

i i i, 3 ax
2

rh
2

in the frame of reference in which the susceptibility tensor, χ, is diag-
onal. In this coordinate frame with the paramagnetic center at the
origin, the spherical polar coordinates ri, θi and φi specify the location
of the ith nucleus [26]. Parameters Δχax and Δχrh are the axial and
rhombic components of the tensor, respectively. Finding a tensor that
accounts for all Δδ values validates the isostructural assumption.

2.5. pH titrations

Electronic absorption spectra were acquired on Fe(III) K53A, K53H,
K53M and K53R THB1s over the pH range 3–13. Protein samples
(~10 μM protein per heme basis, 5 mM sodium phosphate) were pre-
pared at neutral pH and spectra were acquired as titrant (HCl for
pH 3–7.5 or NaOH for pH 7.5–13) was added. The pH was measured
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before and after acquisition of a spectrum and a correction for sample
dilution was applied. K53A, K53M and K53R THB1 showed spectral
changes in the pH range 4–11 indicative of a change in heme ligation.
In each case, the titration event was incompletely resolved from either
an acid (K53R THB1) or a base (K53A and K53M THB1s) process. To
extract apparent pKa values, singular value decomposition was applied
to titration data sets [27] as described previously [8]. The two or three
most significant abstract vectors were globally fit to one or a sum of two
Henderson-Hasselbalch equations including Hill coefficients, yielding
one or two apparent pKa values. The analysis was carried out either
with Mathematica 12 or MatLab R2019a.

Electronic absorption spectra of Fe(II) K53H THB1 were recorded at
several pH values to assess iron coordination in the reduced state.
Protein concentration (~10 μM) was determined by measurement of
the absorbance at the Soret maximum in the Fe(III) state at desired pH
values between pH 5.0 and pH 6.0 (100mM 2-(N-morpholino)ethane-
sulfonic acid) and between pH 6.0 and 8.0 (100mM potassium phos-
phate). The sample was then reduced by addition of a known volume of
concentrated DT. Spectra were collected as a function of time over a
few minutes. Equilibrated reduced state spectra were extracted from the
time course. Below pH 5, the samples were unstable. Absence of base-
lines and isosbestic points prevented the determination of an apparent
pKa for the transition.

2.6. Binding of ammonia to Fe(III) K53M THB1

A 3M stock solution of NH4Cl in 100mM potassium phosphate,
pH 7.0, was serially diluted to a concentration of ~5mM in 100mM
potassium phosphate, pH 7.0. Lyophilized Fe(III) K53M THB1 was
dissolved in 100mM potassium phosphate, pH 7.0, to a final stock
concentration of 750 μM. This solution was added to each NH4Cl so-
lution to reach a final protein concentration of 10 μM. The pH was
measured and re-adjusted to 7.0, if necessary, and the spectrum of the
mixture was collected until the absorbance remained stable. The pH of
the sample was measured again after data collection. To analyze the
titration results, a singular value decomposition approach was applied,
yielding two significant abstract vectors. A single-site quadratic equa-
tion was fit to the data with correction for the dissociation of NH4+

(pKa= 9.25). The analysis was carried out with MatLab R2019a.

2.7. Protein sequence analysis

The amino acid sequence of THB1 was used in a Basic Local
Alignment Search Tool (BLAST) search [28] (May 19, 2019 with expect
threshold of 1e−6, 95% redundancy cut-off, sequence length between
100 and 150 residues, containing group 1 truncated Hb markers: Gly-
Gly pair in the AB turn, Tyr at B10 and proximal His). A total of 1047
sequences were retained and aligned with Clustal from JalView [29].
Occupancy at E10 was 58 Met, 75 Arg, 344 Lys, 541 His, and a few
instances of Leu, Gln, Asn, Thr, and Tyr.

3. Results

The first step in the distal ligation study was to generate variants of
the THB1 protein in which the native lysine at position E10 (K53) was
replaced with a series of substituting residues. Each of the resulting
K53X THB1 proteins was readily prepared and bound heme in both the
Fe(III) and Fe(II) states. However, it is known that the replacement of
E10 in some group 1 truncated Hbs can cause a repositioning of the
cofactor within the fold [30]. To determine if the K53X proteins are
able to adopt a conformation closely resembling the WT protein, the 1H
NMR spectrum of the cyanide adduct of the Fe(III) state was inspected.
Spectroscopically, cyanide binding to a ferric globin results in the for-
mation of a paramagnetic low-spin cyanomet complex and the ap-
pearance of distinctive hyperfine shifted resonances readily detected in
the 1D 1H spectrum [31]. Fig. 3 illustrates the common spectral features

between the variants and WT THB1. Of note is the signal from the
phenolic proton of Tyr29 (B10) at ~ 26 ppm, which reports on direct
interaction with the bound cyanide [32]. Small chemical shift differ-
ences are observed, but overall the data support that, in each variant,
residue 53 is displaced from the binding site to accommodate Tyr29,
Gln50 and Gln54. Having established the integrity of the holoproteins
when a strong ligand is present, we proceed with the description of the
E10 variants in the absence of exogenous ligand.

3.1. K53A THB1

3.1.1. Heme coordination in K53A THB1
K53A THB1 was used in prior work toward the identification of the

WT distal ligand [8]. The results are summarized and complemented
here. At neutral pH, the electronic absorption spectrum of Fe(III) K53A
THB1 exhibits a charge transfer band at ~630 nm (Fig. 4A). In addition,
the 1H NMR spectrum contains hyperfine-shifted signals down to
80 ppm and none detectable in the −10 to −40 ppm region, which led
us to propose that a distal H2O coordinates the iron [8]. Raising the pH
causes changes in the absorption spectrum (Fig. 5A,B) that are con-
sistent with deprotonation of the bound H2O. This “aquomet to hy-
droxymet” transition occurs with a relatively high apparent pKa of ~9.6
(Fig. S2, Table S1).

To characterize the spin state of Fe(III) K53A THB1 as a reference
for other variants, the low-temperature EPR spectrum was acquired at
pH 8.0. Two features (g┴=5.89, g‖=1.97, Fig. 6A) are observed in
agreement with a high-spin (S=5/2) iron complex. Upon reduction to
the Fe(II) state, the NMR and electronic absorption spectra of Fe(II)
K53A THB1 are characteristic of a pentacoordinate heme at neutral pH.
Heme coordination in K53A THB1 is thus similar to that of sperm whale
myoglobin, involving the proximal histidine as sole protein ligand in
both oxidation states. The heme coordination features of K53A THB1
are summarized in Table 1.

3.2. K53M THB1

3.2.1. Heme coordination in K53M THB1
Methionine is found as a native iron ligand in a number of heme

proteins, most notably the ubiquitous electron transfer protein cyto-
chrome c [33]. Met E10 is present in ~6% of group 1 truncated Hb
sequences, and, if able to coordinate the iron, would impact exogenous
ligand binding and electron transfer reactions. For Fe(III) K53M THB1,
the electronic absorption (Fig. 4B) and EPR (Fig. 6B) spectra indicate a
high-spin species. The extinction coefficient of the Soret band (407 nm)
is relatively high (163mM−1 cm−1) at pH 7.4, which suggests co-
ordination of a water molecule rather than a pentacoordinate heme
[34]. In addition, no charge transfer p(S)→ dπ(Fe3+) transition typical
of His/Met complexes is detected at ~695 nm [35]. Increasing the pH
reveals a transition (Fig. 5C,D) with an apparent pKa of ~10 attributed
to the ionization of the bound water molecule to hydroxide (Fig. S2,
Table S1). A further transition involving tyrosine ionization occurs with
an apparent pKa of ~11.6.

Fe(II) K53M THB1 displays resolved α and β bands at 560 nm and
530 nm (Fig. 4B). These are signatures of a heme iron coordinated by
two strong-field axial ligands and correspond well to the α and β bands
of ferrocytochrome c (550 nm and 520 nm) [36], after accounting for a
10-nm hypsochromic shift caused by vinyl saturation in c heme [12].
The 1H NMR spectrum of Fe(II) K53M THB1 (Fig. 7A) has sharp signals
confined within −3 ppm and 12 ppm, in agreement with a diamagnetic
complex, presumably of the His/Met kind. To confirm that Met53 is a
heme ligand, uniformly 15N-labeled protein was investigated with NMR
spectroscopy.

Two distinct forms of K53M THB1 are apparent in the 1H–15N HSQC
spectra (Fig. S3). A priori, these arise from slowly-exchanging forms of
the holoprotein binding the heme in orientations related by a ~180°
rotation about the axis defined by the α- and γ-meso carbons of the
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porphyrin (Fig. 7E) [37]. 15N-edited NOESY and TOCSY data were used
for sequential assignment of backbone amide NH groups (major isomer
listed in Table S2). Each Met53 HN was correlated with its Hα, and
subsequently with the resolved Hβ1/β2 and Hγ1/γ2 methylene protons in
the DQF-COSY data (Fig. S4). Nuclear Overhauser effects (NOEs) be-
tween these and the three-proton signals at −2.74 ppm (major isomer)
or− 2.87 ppm (minor isomer) secure assignment as the Met53 CɛH3
group [38]. NOEs between Met53 and heme protons assigned with 1H

data (Table 2, Table S3) further confirms the location of the side chain
in the heme cavity and heme orientational disorder. We note that the
minor isomer is populated slowly after reduction of the ferric state (Fig.
S5B) and that its lines are sharper. The reason for the differential
linewidth is not clear, though likely related to a dynamic process
modulated by the immediate environment of the heme group. In all, the
diamagnetic properties of Fe(II) K53M THB1, strong ring current shift
experienced by Met53, and heme–Met53 NOEs support that Met53 is
able to substitute for Lys53 as distal heme ligand in Fe(II) THB1. The
heme coordination features of K53M THB1 are summarized in Table 1.

3.2.2. Structural properties of Fe(II) K53M THB1
NOEs between heme and protein (Fig. S5A) show that the major Fe

(II) K53M THB1 isomer houses the heme in the same orientation as WT
THB1. As a consequence, the Fe(II) state chemical shifts can be directly
compared. Combined differences in amide 1H and 15N shifts (CSP) are
shown in Fig. 8B. Significant perturbations (> 1 standard deviation
from mean) are localized to a region stretching from the end of the C
helix into the EF loop (residues 39–70). In contrast, amide shifts in the
G and H helices (residues 87–128) are nearly insensitive to the K53M
replacement. Magnetization transfer to water in the 15N-edited NOESY
data of Fe(II) K53M THB1 is observed for the A helix, disordered C-
terminus, and EF loop, as expected of structurally fluctuating regions
(Fig. S6). Additionally, transfer is detected at the beginning of the E
helix, which suggests this region is prone to fraying. These observations
present the C–EF region as a displaceable element of structure.

NOEs to the resolved CɛH3 in Fe(II) K53M THB1 report on the distal
pocket geometry (Fig. S7). Weak dipolar contacts to the heme α-meso-
H, β-meso-H, 1-CH3, and 3-CH3 demonstrate an orientation of the
methyl group toward pyrroles B and C. The rather large distance span
for these CɛH3-centered NOEs suggests that the sulfur undergoes fluxion
[39], switching between R and S isomers. In WT THB1, the ring of
Tyr29 (B10) is shifted upfield and has NOEs to Lys53; in K53M THB1,
Tyr29 has closely similar chemical shifts and is in dipolar contact with
Met53. In neither protein is the tyrosine ring positioned to make a OηH
hydrogen bond to the ligating Nζ or Sδ, unlike in cytochrome c [40].

Fig. 3. 1H spectra of cyanomet WT and K53X THB1 in 10% 2H2O, pH 7.6–8.0. (A) WT THB1 and (B) K53A THB1 (600MHz); (C) K53R THB1; (D) K53H THB1; and (E)
K53M THB1 (400MHz).

Fig. 4. Electronic absorption spectra of Fe(III) (solid line) and Fe(II) (dashed
line) K53A (A), K53M (B), K53H (C) and K53R (D) THB1 at pH 7.5.
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NOEs involving Tyr29 (B10), Ile32, Phe42, Phe91, Val94 and Ile126
reflect a conserved arrangement of the distal pocket in the reduced state
of the K53M variant (Fig. 2).

3.2.3. Binding of ammonia by Fe(III) K53M THB1
According to the electronic absorption data, Met53 is displaced by a

water molecule when the heme is oxidized to the Fe(III) state. However,
the NMR spectrum of the His/OH2 states differs from those of WT and
K53A THB1 in that the high-spin heme methyl resonances are barely
detectable (not shown). Assuming that WT and K53A THB1 behave like
aquomet Paramecium caudatum group 1 truncated Hb (PDB entry 1DLW
[41]), which has the B10/E7/E11 network of interactions as in cya-
nomet THB1 and Lys E10 outside of the heme pocket, the aquomet
spectral differences observed in Fe(III) K53M THB1 suggest altered

conformational dynamics and the possibility that Met53 remains in the
heme cavity once the iron is oxidized.

In attempts to determine the fate of Met53 in the His/OH2 complex,
conditions were screened for the crystallization of Fe(III) K53M THB1,
including those that were productive with the WT protein and

Fig. 5. UV–vis pH titrations of (A, B) Fe(III) K53A, apparent pKa 9.61 ± 0.02;
(C, D) Fe(III) K53M, apparent pKa 10.04 ± 0.03; (E, F) Fe(II) K53H, apparent
pKa ~ 6; and (G, H) Fe(III) K53R, apparent pKa 6.18 ± 0.01. In the electronic
absorption spectra, solid arrows denote the spectral changes as the pH is raised.
Note the different pH scales in the right panels. The solid line was calculated
with the global fit parameters. The inset in Panel E uses 6 pH values to show the
imperfect isosbestic crossing at 572 nm for Fe(II) K53H THB1. Additional in-
formation is presented in Table S1 and Fig. S2.

Fig. 6. The EPR spectra of Fe(III) (A) K53A, (B) K53M, (C) K53H and (D) K53R
THB1 acquired at pH 8.0 and 10 K. Data collected with a microwave frequency
of 9.41 GHz, a power level of 13mW and modulation amplitude of 10 G.

Table 1
Absorption maxima of WT and E10 variants of THB1.

THB1 Distal ligand pH Sa Fe(III) λmax (nm) Fe(II) λmax
(nm)

WT Lys53 7.1 0 426, 529, 559
H2O 4.8 5/2 408, 503, 630
Lys53 7.1 1/2 410, 536, 568 (sh)

K53A – 7.5 2 431, 558
H2O 7.5 5/2 405, 500, 630
OH− 10.8 5/2, 1/

2
410, 538, 570 (sh), 627
(sh)

K53M M53 7.5b 0 427, 530, 560
H2O 7.5 5/2 406, 500, 628
OH− 10.9 5/2, 1/

2
409, 540, 575 (sh), 640
(sh)

K53H H53 7.5 0, 2 427, 530, 560
H53 7.5b 1/2 410, 540, 572 (sh)

K53R – 7.5 2 431, 556
H2O 5.1 5/2 405, 500, 630
OH− 7.5 1/2 411, 545, 579 (sh), 631

(sh)

a Dominant spin state or likely mixture.
b Spectrum independent of pH over the range 4–8.
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contained ammonium sulfate [11]. A change of sample color to bright
red was observed when that particular additive was used. Further in-
vestigation led to the conclusion that, unlike Fe(III) WT THB1, Fe(III)
K53M THB1 binds ammonia. The apparent binding constant was de-
termined with a titration at pH 7.0 (Fig. S8). After correction for the
dissociation constant of the ammonium ion, the apparent association
constant Ka of NH3 is estimated at 0.7 mM−1.

Ammonia binding has been reported in a few heme proteins, either
as the product of an enzymatic process (cytochrome c nitrite reductase
[42]) or the result of crystallization conditions (Rhodnius prolixus ni-
trophorin 4 [43] and Arthromyces ramosus peroxidase [44]). In the
present instance, stabilization of the His/NH3 complex may be occur-
ring as the protein retains the His/Lys conformation, Met53 mimicking
the hydrophobic portion of Lys53 and ammonia its amino group.

3.3. K53H THB1

3.3.1. Heme coordination in K53H THB1
Histidine is frequently found at position E10 in group 1 truncated

Hbs. Compared to lysine, histidine has fewer degrees of freedom and its
planar five-membered ring restricts the number of possible orientations
it can assume within the heme pocket. Two instances of His/His co-
ordination have been documented in WT group 1 truncated Hbs [6,7].
These proteins show that the fold can be adjusted to satisfy different
constraints, but the sequences are only 42–44% identical to THB1.
Within a constant protein scaffold and as the sole variation, it is not
obvious that lysine and histidine are interchangeable ligands.

The electronic absorption spectrum of Fe(III) K53H THB1 (Fig. 4C)
resembles that of the WT protein. As such, it suggests that His53 can
indeed reach and coordinate the iron in the Fe(III) oxidation state. The
low-temperature EPR spectrum (Fig. 6C) shows a minor high-spin
species (g┴=5.88, g‖ not detected) and a major low-spin species with a
single broad feature at g=3.33. This “strong gmax” signature
(gmax > 3, [45]) is observed in some bis-histidine cytochromes and
arises when the axial imidazole planes are perpendicular to each other
[46]. The NMR spectrum of the same sample shows no detectable
evidence for a high-spin species. In agreement with the major EPR
species, the 1H chemical shift dispersion is typical of a principally low-

Fig. 7. 1H NMR spectra of Fe(II) K53M (A), Fe(III) K53H (B) and Fe(III) K53R (C, D) THB1 in 2H2O. Assignments for selected resolved resonances are given.
Assignments in red and italics are for the minor heme isomer, which is present at the level of ~40% in Fe(II) K53M THB1 and ~25% in Fe(III) K53H THB1. (E) The
structure of heme and the nomenclature used in the text. (For interpretation of the references to color in this figure legend, the reader is referred to the web version of
this article.)
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spin species (Fig. 7B) [47]. Assignment of the heme protons was ac-
complished with homonuclear data (Table 2, Table S3). Non-selective
1H T1 values of the heme CH3 groups (Fig. S9) vary between 100ms and

200ms, within the range of bis-histidine heme proteins [47]. 15N-edited
NOESY and TOCSY spectra (see below) identify the Hα and Hβ1/β2

signals of His53, the chemical shifts and 1H T1 values of which (Fig. S9)
situate them in close proximity to the iron in agreement with Nε2 co-
ordination.

The orientation of axial heme ligands determines the spin density
throughout the porphyrin [48]; as a result, the heme 1H chemical shifts
also report on geometry through contact and pseudocontact contribu-
tions to the hyperfine shift. The dispersion of the heme CH3 groups in Fe
(III) K53H THB1 is smaller than 10 ppm, and the order (5 > 8~ 3~1)
is unusual among examples in which the contact contribution dom-
inates the shifts. The nearly perpendicular arrangement of two
equivalent planar ligands suggested by the EPR data is observed in the
native bis-histidine complexes of Synechocystis and Synechococcus GlbN
[49,50] and is plausible for K53H THB1 as well. Nearly perpendicular
axial ligand planes minimize and level the contact contribution, which
is the likely explanation for the ranking of the heme methyl signals. The
heme methyl signals are sharper and more dispersed in the minor than
the major isomer (Table S3). The origin of the differential linewidth is
attributed to a dynamic process as for K53M THB1.

Narrow α (560 nm) and β (530 nm) bands in the Fe(II) K53H THB1
absorption spectrum (Fig. 4C) indicate that His53 ligation is maintained
in the reduced state at neutral pH. Unlike the Fe(III) complex, which is
unchanged as the pH is lowered to 3.6 (Fig. S2), Fe(II) K53H THB1
displays spectral changes in the neutral pH range (Fig. 5E,F). On close
inspection, the spectra do not have well-defined isosbestic points (see,
e.g., the inset in Fig. 5E). At pH below 5, the sample is unstable and no
acid baseline could be determined. Singular value decomposition of the
truncated data and global fitting returned an unrealistic low pH spec-
trum. Thus, although a transition is observed with a midpoint at pH ~6,
reporting a precise apparent pKa associated with the optical data is not
warranted. It is likely that the complex response reflects the partici-
pation of an additional species as in WT THB1 [8]. Furthermore, above
pH 7.5, the 1H NMR spectrum of Fe(II) K53H THB1 (Fig. S10A) does not
resemble a purely bis-histidine diamagnetic complex. Spectral changes
indicative of chemical exchange on the ~μs–ms timescale are observed
as the temperature is lowered (Fig. S10B–D) and below 10 °C broad
features appear, similar to those of the high-spin heme in Fe(II) K53A
THB1 (Fig. S10E). We conclude that His53 ligation in the THB1 scaffold
is strained, resulting in a dynamic mixture of hexa- and pentacoordinate
complexes at neutral pH and 25 °C. This mixture complicates the NMR
spectra and a chemical shift analysis such as performed on Fe(II) K53M
THB1 was not warranted. The heme coordination features of K53H
THB1 are summarized in Table 1.

3.3.2. Structural properties of Fe(III) K53H THB1
The 1H–15N HSQC spectrum of Fe(III) K53H THB1 is shown in Fig.

S11; assignments of the major heme orientational isomer are listed in
Table S2. Magnetization transfer to H2O is detected in the 15N-sepa-
rated NOESY data for the same HN as noted in the K53M variant.
Differences in amide 1H and 15N shifts between Fe(III) K53H and Fe(III)
WT THB1 (Fig. 8C) reflect changes in the structure and in the magnetic
susceptibility tensor. Not surprisingly, regions of large CSP map to
shorter distances to the iron (Fig. 8A), where both factors are more
likely to contribute. To explore this further, the chemical shifts of HN

and select Hα of Fe(II) WT THB1 were subtracted, as a diamagnetic
reference, from the corresponding shifts of Fe(III) K53H THB1 to gen-
erate a set of Δδ values. If the two structures are identical, the Δδ for
residues at positions other than E10 and the proximal histidine is the
pseudocontact contribution to the chemical shift (PCS). The PCS can
then be used to determine the magnetic susceptibility tensor of the iron
with the coordinates of the WT structure [26]. Attempts to converge on
a tensor using the WT-based Δδ and structure 4XDI (lysine-bound) or
6CII (cyanide-bound) returned acceptable values for the G and H he-
lices, which are practically not affected by exogenous ligand binding,
but deviations were large in the B and E helices. This supports that the

Table 2
Heme 1H chemical shifts and select T1 values for THB1 variants.

Fe(II)
K53M

Fe(III) K53H Fe(III) K53R

δ (ppm) δ (ppm) T1 (ms)a δ (ppm) T1 (ms)a

1-CH3 3.32 12.48 17.76 90
3-CH3 3.58 13.04 121 0.75
5-CH3 2.76 20.02 161 27.04 83
8-CH3 3.40 14.01 207 28.56 87
Order 5 > 8~ 3~ 1 8~ 5 > 1 > 3
Average 14.9 18.5
Span 7.5 27.8
α-Meso 9.32 2.66 11.09 14
β-Meso 9.11 1.31 −0.29
γ-Meso 9.35 −1.01 13.78 12
δ-Meso 9.44 −0.51 −1.84
Order α > β > δ > γ γ > α > β > δ
Average 0.6 5.7
Span 3.7 15.6

a Inversion recovery spectra and fits for Fe(III) complexes are shown in Figs.
S9 and S14. Labels for the heme 1H signals are given in Fig. 7E. Additional heme
1H assignments are given in Table S3.

Fig. 8. Comparison of K53M, K53R and K53H THB1 backbone NH chemical
shifts with the chemical shifts of WT THB1 in the same oxidation state. The data
are presented as the combined chemical shift perturbation as calculated with
CSP= (ΔδH2+ (ΔδN/10)2)1/2 ppm [24]. The italicized letters at top denote the
helices of the His/Lys THB1 structure (PDB entry 4XDI); the dot and vertical
dashed line indicate the location of residue 53. Helices are represented in the
plots as gray bars. (A) Distance between the iron and the amide HN. (B) Fe(II)
K53M THB1 – Fe(II) WT THB1 (BMRB entry 26886). (C) Fe(III) K53H THB1 –
Fe(III) WT THB1 (BMRB entry 26885). (D) Fe(III) K53R THB1 – Fe(III) WT
THB1. The horizontal dashed lines in B–D indicate 1 standard deviation from
the mean CSP.
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structure undergoes some distal distortion to accommodate the non-
native ligand set. On the proximal side, Ile126 and Phe91 appear to be
broadened along with the 3-CH3, which obscures the NOEs expected
per Fig. 2. Distortions may include a displacement of the heme group,
which would certainly invalidate the tensor calculation using the WT
structure.

NOEs among distal pocket residues (Fig. S12) allow for a minimal
structural description. The ring of Phe42 contacts His53 Hβ1/β2 as well
as Ile32 Cγ2H3. Ile32 participates in a network of NOEs with Val94 and
Phe28, which are adjacent in the structure. NOEs are detected between
Tyr29 Hε and Arg51 HN and Hα protons, consistent with a relative
motion of the B and E helices and a displacement of Tyr29. Phe57 Hζ is
in contact with Leu98, Val61 and additionally Val119, indicating a
structural change necessary to provide space for His53. His77 Hδ1 was
assigned (15.6 ppm) on the basis of 15N correlation and intraresidue
NOEs, but His53 Hδ1 was not detected, probably reflecting the absence
of a hydrogen bond and penetration of solvent into the heme pocket.

3.4. K53R THB1

3.4.1. Heme coordination in K53R THB1
In a representative set of group 1 truncated Hb sequences, arginine

occupies position E10 with a frequency of ~7%. Although there is no
strong expectation of heme coordination by an arginine, the role of this
residue in the active site of heme proteins such as peroxidases makes
the K53R protein interesting in other respects. Besides direct co-
ordination, two extreme scenarios are conceivable, one in which the
charged Arg E10 situates itself inside the heme pocket to stabilize an
exogenous ligand or participate in chemistry, and another in which Arg
E10 turns to solvent and interacts with the heme propionates. The
electronic absorption spectra (Fig. 4D) show that in the Fe(II) state, the
protein shares with K53A THB1 the characteristics of a pentacoordinate
spectrum. In the Fe(III) oxidation state at neutral pH, however, the
spectrum of K53R THB1 lacks the charge transfer band characteristic of
high-spin complexes. This band appears when the solution pH is low-
ered below 7 (Fig. 5G). The apparent pKa of the transition is 6.2 (Fig.
S2, Table S1) and the NMR spectrum of the low pH state is consistent
with that of a water-bound complex (Fig. S13).

The low-temperature EPR spectrum of Fe(III) K53R THB1 (Fig. 6D)
at pH 8.0 demonstrates a principally low-spin iron with gz= 2.78,
gy= 2.21 and gx= 1.66. A small contribution from a high-spin species
is also detected. For the major species, an estimate of the rhombicity
and tetragonal field parameters (|V/Δ|= 0.54 and |Δ/λ|= 4.23)
places the protein at the edge of the “O” region of the truth diagram
[51], suggesting that an oxygen atom is bound to the heme iron op-
posite the proximal histidine. A comparison of g values with proteins
known to have an O ligand is given in Table S4, which includes one
truncated Hb example (hydroxymet form of the group 2 truncated Hb
from Thermobifida fusca [52]). The crystal field parameters are also
close to those observed for the “H” region, which predicts a nitrogenous
ligand. There is no compelling histidine or lysine candidate, and Arg53
itself seems unlikely because of its high pKa. Possible O-ligands are
Tyr29, as tyrosinate, or hydroxide, which combined with enhanced
imidazolate character of His77 could give rise to the low tetragonal
field parameter. The electronic absorption spectrum is markedly dif-
ferent from that of known His/TyrO− Hbs [53,54], but similar to that of
alkaline hydroxymet M80A cytochrome c [55]. Because ligation of a
tyrosine would require a comparatively large structural perturbation,
hydroxide ligation is the preferred working hypothesis.

The 1H NMR spectrum of K53R THB1 in 2H2O at pH* 8 (Fig. 7C)
displays sharp lines dispersed between 30 ppm and −10 ppm and two
broad, one-proton peaks shifted far downfield at 41 ppm and 59 ppm
(Fig. 7D). Homonuclear 1H experiments assigned the heme resonances
(Table 2), none of which corresponded to these shifted peaks. The 1H T1
values of the heme CH3 are ~90ms (Fig. S14) and their inverse tem-
perature (1/T) dependence is linear (Fig. S15), two features consistent

with a principally low-spin Fe(III) complex 25 °C. The heme CH3 hy-
perfine shifts are smaller than those of hydroxymet sperm whale
myoglobin or P. aeruginosa HasA [56], which are mixtures of S=1/2
and S=5/2 spin states at temperatures accessible by solution NMR
spectroscopy. Hydroxymet M80A cytochrome c displays heme CH3
shifts between 30 ppm and 10 ppm, but with T1 values< 10ms at-
tributed to axial ligation by the weak hydroxide ligand [57]. Thus, the
NMR spectral properties of Fe(III) K53R THB1 are only partially like
those of documented His/OH− complexes.

The ordering of the heme methyl proton chemical shifts in heme
proteins with His/cyanide ligands has been used to infer the orientation
of the proximal histidine with respect to the heme plane [58]. In cya-
nomet THB1, the 5~ 1 > 3 > 8 order is well reproduced by a heur-
istic equation using the observed projection of the imidazole ring onto
the tetrapyrrole plane (~−30° angle with the reference NA–NC axis in
PDB entry 6CII). In contrast, the ordering in Fe(III) K53R THB1 without
added exogenous ligand (8~ 5 > 1 > 3) predicts an imidazole or-
ientation approximately perpendicular to the WT orientation. The NMR
data show no indication of such a rearrangement, either by rotation of
the proximal histidine ring or the heme, and an orbital explanation for
the hyperfine shifts that takes into account the distal ligand remains to
be elaborated.

To investigate distal ligation further by NMR spectroscopy, K53R
THB1 was uniformly labeled with 13C and 15N. A conventional suite of
triple resonance experiments was used to achieve nearly complete
backbone assignments (Table S2). The annotated 1H–15N HSQC spec-
trum is given in Fig. S16. The Hα, Hβ1/β2 signals of His77 are moder-
ately shifted to 6.96, 7.45 and 5.48 ppm, respectively, and relax quickly
(Fig. S14). The Cα and Cβ, at 62.5 and 32.5 ppm, respectively, are also
shifted compared to the diamagnetic WT reference (Table S5). These
spectral signatures are consistent with proximal histidine coordination.
Assignment of Tyr29 Hβ1/β2 leads to the ring protons through NOEs, the
1H shifts and width giving no indication of proximity to the para-
magnetic center. The HBHA(CO)NH spectrum shows that the Arg53
Hβ1/β2 signals have “normal” shifts (2.55 and 2.11 ppm), but the re-
maining methylene signals were not observed in the H(CCO)NH TOCSY
experiment.

The conspicuous 1H resonating at 41 and 59 ppm have short 1H T1
values (~15ms) and a 13C-detect approach was taken to assign the
signals. The 13C-detect insensitive nuclei enhanced by polarization
transfer (INEPT) sequence (Fig. S1A) correlates both 1H with a single
13C nucleus resonating at −1 ppm (Fig. 9A). To connect this methylene
group to other protein signals, a tailored 13C-detect TOCSY experiment
(Fig. S1B) was used. Detection of the 13C signal at −1 ppm identifies
four additional 1H within the spin system (Fig. 9B). Of these, two are
identified above as the Arg53 Hβ1/β2 signals, and one is correlated with
the resolved Hγ1/γ2 signal in the 1H–1H DQF-COSY data (not shown).
Correlation of Hγ1/γ2 with Cγ then completes assignment of the aliphatic
portion of Arg53 (Fig. 9C) and confirms that the 59 and 41 ppm re-
sonances correspond to Hδ1/δ2. The temperature response (Fig. S15) and
large hyperfine shifts of these signals demonstrate a role for Arg53 in
the iron coordination sphere of K53R THB1. In addition to the carbon-
bound protons, an exchangeable signal integrating as one proton is
detected at −24 ppm. This signal is tentatively assigned to Arg53 Hε.

In keeping with the bound hydroxide model and the location of
Arg53, we hypothesized that stabilization of the hydroxymet complex
would involve hydrogen bonding to the guanidinium headgroup.
Evidence for such interactions was sought by acquiring NMR spectra in
1H2O/2H2O solvent mixtures. Fig. 9D–F presents the Hδ1/δ2 signals in
1H2O, 2H2O, and an equal (v:v) mixture of 1H2O and 2H2O. This last
spectrum shows the broadening of the 59 ppm signal and a splitting of
the 41 ppm signal in two lines of equal intensity and separated by
~100Hz. Thus, within a small number of bonds of the Cδ methylene, a
labile proton is in slow exchange (k < 100 s−1) with bulk solvent. The
closest candidate is NεH and the data suggest that this group acts as a
hydrogen-bond donor to the axial hydroxide [59]. Isotope effects were
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also detected on heme signals (resolved methyls and α-vinyl) as ex-
pected of a short covalent network connecting Arg53 to the porphyrin
substituents.

3.4.2. Structural properties of Fe(III) K53R THB1
Chemical shift differences between Fe(III) K53R THB1 and Fe(III)

WT THB1 are plotted as CSP in Fig. 8D. The deviations from the WT
values extend over the entire sequence except in limited regions of the
G and H helices where the distance to the iron exceeds 15 Å and where
the structure is disordered (C-terminus). Magnetization transfer to
water is detected in the same regions of the protein as in K53H and
K53M THB1, i.e., EF loop, disordered termini and the first turn of E
helix, suggesting that most CSPs arise from structural distortions rather
than fluctuations. Further insight can be gained with an analysis of the
13C, 13Cα, 13Cβ, 15N, and HN chemical shifts using the program TALOS+
[60]. The results are shown in Fig. 10, which also contains the WT
information for comparison. The secondary structure is largely main-
tained with possible alterations in the C and E helices. The EF loop
stands out for its lower predicted order parameter in the variant. The
WT-based PCS approach described for K53H THB1 failed to provide a
reliable tensor. We attribute this to the sensitivity of the PCS to geo-
metry changes and a possible breakdown of the metal-centered point
dipole approximation in this complex.

While the position of the residues in Fig. 2 seems to be conserved
relative to each other and the heme, strong NOEs between the heme 1-
CH3 and Tyr60 and the 8-CH3 and Ala56 in the K53R variant are con-
sistent with the His/Lys THB1 structure. A network of NOEs among

Phe28, Ile32, Phe42 and Val94 also highlights a conserved arrangement
of these residues. NOEs between Arg53 Hδ1/δ2 at 41 ppm and Gln54 Hα,
and between the Hδ1/δ2 at 59 ppm and Phe42 Hδ1,δ2 (Fig. S17) orient
the aliphatic portion of the Arg53 side chain. The headgroup position
remains defined only by the tentative hydrogen bond between NεH and
the axial hydroxide.

4. Discussion

In this work, we initiated the characterization of three new distal
variants of THB1 with the goal to inspect the determinants of iron co-
ordination within the group 1 truncated Hb scaffold. We chose residues
to complement the WT lysine, one with a higher side chain pKa (argi-
nine), one with a lower side chain pKa (histidine), and one not ionizable
(methionine). With the reservation that THB1 is one of many examples
of the scaffold, but the reassurance that the proteins studied so far are
highly structurally related, we can offer some useful observations
through comparisons.

4.1. Met E10 ligation

The data collected on Fe(II) K53M THB1 confirm that methionine
can serve as a heme ligand in the group 1 truncated Hb scaffold. Recent
computational and spectroscopic efforts with cytochrome c show that
the Met–Fe(III) coordination bond is stronger than the Met–Fe(II) bond
[61–63]. This is not obvious in Fe(III) K53M THB1 as H2O outcompetes
Met53. Comparison of multiple aligned sequences, grouped according
to occupancy at E10, identifies trends in the composition of the E helix
immediately prior to E10, specifically a preference for arginines at
positions E6, E8, and E9, and leucine at position E7 (Fig. S18). At those
positions, THB1 has Lys (E6), Arg (E8) and Arg (E9). As in the majority
of group 1 truncated Hbs, position E7 is occupied by a Gln that parti-
cipates in the H-bond network stabilizing exogenous ligand [41,64].
The presence of Gln E7 in K53M THB1 is expected to favor the binding
of H2O and OH− in the Fe(III) state, but such bias, which does not
operate in the Fe(II) state, would be diminished with Leu E7. It will be
interesting to determine if any of the natural sequences that contain
Met E10 and Leu E7 adopt the His/Met scheme, whether this scheme
occurs in both oxidation states as in cytochrome c, and if there is a
correlation in the occupancy of the E helix sites mentioned above.

Fig. 9. (A) The 13C–1H INEPT spectrum acquired on Fe(III) K53R THB1. Two
downfield shifted 1H were correlated with a single upfield carbon. (B) The
tailored H-CC TOCSY spectrum of K53R THB1. Four additional 1H were cor-
related with the upfield 13C signal via their attached carbons. Experimental
details are provided in Fig. S1. (C) Chemical shift assignments for Arg53 in Fe
(III) K53R THB1. Stereospecific assignments were made arbitrarily. (D–F)
Downfield regions of 1H NMR spectra of Fe(III) K53R THB1 in different solvent
isotope compositions. (D) 99% 2H2O, pH* 7.9; (E) 50% 2H2O, pH* 7.9; (F) 5%
2H2O, pH* 7.5. These spectra were acquired at 25 °C and 600MHz. Vertical
scaling is arbitrary.

Fig. 10. TALOS+ results for Fe(II) WT THB1 (blue) and Fe(III) K53R THB1 (red
dashed). (A) Predicted order parameter, S2. (B) Helical probability. The itali-
cized letters at top denote the helices of the His/Lys THB1 structure (PDB entry
4XDI); the top magenta dot and vertical dashed line indicate the location of
residue 53. Helices are represented in the plots as gray bars. (For interpretation
of the references to color in this figure legend, the reader is referred to the web
version of this article.)
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4.2. His E10 ligation

Histidine and lysine are the two residues most commonly found at
position E10 in group 1 truncated Hbs and, unlike other residues tested
in this study, both were found to serve as a distal ligand to Fe(III) and
Fe(II) in THB1. Fe(III) K53H THB1 forms a bis-histidine complex with
no evidence for an aquomet state above pH 4.0, whereas the Fe(II)
complex displays a degree of pentacoordinate character at neutral pH.
Comparing Fe(II) WT and Fe(II) K53H THB1, similar populations of
deligated species are detected at neutral pH. This observation speaks to
a preference of THB1 for the native Lys53 ligand over His53 despite the
higher intrinsic pKa of the former residue. Weakened distal histidine
coordination to Fe(II) heme, relative to Fe(III), is a feature of bis-histi-
dine complexes [65] apparently conserved in K53H THB1. On the other
hand, density functional theory calculations of Fe(II) porphine indicate
that histidine forms a stronger coordination bond to Fe(II) heme iron
than neutral lysine when serving as the sole axial ligand [63]. In the
context of THB1, His53 must adjust the structure to form a coordination
bond to the iron, and the energetic cost appears to counteract the higher
bond strength.

4.3. Arg E10 and hydroxide ligation

The most intriguing E10 variant is K53R THB1. To our knowledge,
Arg has been documented as a ligand to the heme iron in only one
instance, the L130R variant of nitrophorin 4 from Rhodnius prolixus in
the Fe(II) state (PDB entry 3TGA) [66]. The same complex is not formed
in the Fe(III) state in agreement with the hard-soft acid-base concept
[67,68]. When modeling Arg53 in the His/Lys structure of THB1 (PDB
entry 4XDI), a natural choice of rotamer has trans χ1, χ2, and χ3, as
Lys53 does. This conformation places the Nε atom at ~2.8 Å from the Fe
atom. It is conceivable that direct coordination occurs if Nε is depro-
tonated and approaches the iron by<1Å. Steric clashes between the
headgroup and distal cavity residues can readily be avoided by ad-
justing the last dihedral angle, χ4, which can adopt a wide range of
values in the neutral arginine state. However, the single upfield ex-
changeable proton in the spectrum of Fe(III) K53R THB1, if correctly
assigned to Hε, argues against Nε coordination. Alternatively, the di-
hedral angles could be such as to favor Nη coordination. Nevertheless,
the His/Arg scheme seems energetically unlikely, especially in the Fe
(III) state. In Fe(III) WT THB1, the transition to the aquomet state is half
completed at pH ~6.5, whereas half completion is achieved at pH ~6.2
for K53R THB1. The pKa of a free arginine (13.8, [69]) being much
higher than that of a free lysine (10.5, [70]), pKapp(K53R) would be
expected to be measurably higher than pKapp(WT). Thus, the preferred
scheme is His/OH−, stabilized with one or two hydrogen bonds to
Arg53, and with χ angles that extend the side chain and gradually at-
tenuate the hyperfine shift from CδH2 to CαH.

Given the accessibility of a conformation in which residue E10 is
expelled toward solvent, it is interesting that Arg53 occupies the distal
pocket of K53R THB1. Though a high-resolution structure of K53R
THB1 has not been determined yet, NMR structural restraints for re-
sidues Arg53 and Tyr60 suggest an orientation of the E helix more si-
milar to the His/Lys structure than the cyanomet conformation of the
parent protein. The slow exchange on the chemical shift time scale of
the aquomet and hydroxymet states (kex < 103 s−1) is consistent with
a concurrent reorganization of the protein requiring the release of
Arg–OH hydrogen bonds. Also of note is the population of only one
heme orientational isomer, which is unlike what is observed in K53M
and K53H THB1 and suggests a restricted steric environment of the
heme group.

Arginine residues have functional roles in a number of heme pro-
teins. Arg183 of Dechloromonas aromatica chlorite dismutase form hy-
drogen bonds with substrate and participates in the catalytic decom-
position of chlorite to O2 and chloride [71,72]. Horseradish peroxidase
uses Arg38 and His42 together to activate H2O2 and stabilize high-

valent intermediates [73,74], and other peroxidases appear to resort to
arginine instead of histidine as a catalytic base [75]. Among Hbs,
Aplysia limacinamyoglobin uses an arginine residue in the E helix at the
interface between the distal pocket and solvent to stabilize exogenous
ligands [76]. The reactivity of K53R THB1 with exogenous ligands has
been only briefly investigated at this point. However, addition of H2O2
causes a gradual bleaching of heme absorbance as in WT THB1 [9]
without signatures of a stable oxoferryl intermediate (not shown).
Whether Arg E10 fulfills a role other than ligand stabilization in group 1
truncated Hbs is a question for further study.

4.4. pH response

The distal variants of THB1 exhibit different responses to pH. This
was qualitatively anticipated because of the different intrinsic pKas and
hydrogen bonding capability of the residues involved. However, the
apparent pKa for the aquomet to hydroxymet transition of K53R THB1
(6.2) stands out as particularly low compared to other globins. The
Group 2 protein from Thermobifida fusca mentioned earlier for its EPR
parameters [52] offers a relevant example of low-spin hydroxymet
protein. Its apparent pKa is 7.3, attributed principally to H-bonding
with Trp G8, a cavity residue typical of TrHb2s [77]. In K53R THB1,
Arg53 would further depress the apparent pKa with two hydrogen
bonds. Also noteworthy is the gap in apparent pKa for the reduced and
oxidized states of K53H THB1, which implies a sizable redox potential
difference for the hexa- (His/His) and pentacoordinate (His/−) forms.
The physiological significance of these observations will depend on
their validity for wild-type proteins rather than artificial variants, but it
is clear that THB1 and its relatives are capable of fine-tuning the co-
ordination of the iron with minimal sequence and structure perturba-
tion.

4.5. Conformational adaptability in THB1

Axial ligand replacements have been performed in several other
proteins with varying consequences. For example, when the distal
histidine of neuroglobin, a myoglobin-like globin with wild-type bis-
histidine ligation, is replaced with a methionine, high spin Fe(III) or Fe
(II) complexes are obtained, i.e., no Met coordination occurs [78].
Likewise, Arg replacement in sperm whale myoglobin [79] does not
lead to endogenous hexacoordination, whereas the replacement of the
distal lysine with histidine in the highly distorted globin fold of the
latex clearing protein (Lcp) results in a bis-histidine scheme [80]. Re-
placement of the axial Met100 with lysine in Thiobacillus versutus cy-
tochrome c550 yields lysine coordination in the Fe(II) state [81] while
introduction of Met39 in place of the axial His39 in cytochrome b5
yields Fe(III) His/H2O and Fe(II) His/Met complexes in analogy with
K53M THB1 [82]. The instances that lead to coordination of a non-
native residue tend to be associated with its location in flexible loops or
secondary structure elements either labile or connected to the rest of
the protein with flexible hinges. In all three THB1 variants, the struc-
ture of the lysine-bound WT protein is largely preserved. The C and EF
hinges, perhaps aided by the fluctuations of the first turn of E helix,
appear to control the malleability of the group 1 truncated Hb distal
pocket, as proposed on the basis of hydrogen-deuterium exchange and
pressure response studies on Synechococcus GlbN [83–85]. This plasti-
city in the distal heme pocket allows TrHbs to adopt variable heme
coordination schemes and condition iron reactivity consistent with the
demands of the biological context in which they function.

5. Conclusions

The group 1 truncated Hb subfamily of proteins can be partitioned
according to the residue at the distal position. Replacement of the na-
tive distal lysine of THB1 reveals that the protein has a structural
scaffold favoring His/Met and His/His states, though with nuances
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demonstrated by a range of responses to pH and redox state pre-
ferences. The new information can be exploited in the construction of
heme proteins with arbitrary properties but also raises the essential
question of how to predict endogenous hexacoordination and its che-
mical consequences across the subfamily. The identification of the
structural features subject to reorganization on ligand switching is one
step toward the rational control of heme ligation.
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