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Background: Guinea pigs are considered to be genetically adapted to a high altitude environment based on the consistent

Methodology/Principal Findings: The crystal structure of guinea pig hemoglobin at 1.8 A resolution suggests that the
increased oxygen affinity of guinea pig hemoglobin can be explained by two factors, namely a decreased stability of the T-
state and an increased stability of the R2-state. The destabilization of the T-state can be related to the substitution of a
highly conserved proline (P44) to histidine (H44) in the a-subunit, which causes a steric hindrance with H97 of the B-subunit
in the switch region. The stabilization of the R2-state is caused by two additional salt bridges at the 31/B2 interface.

Conclusions/Significance: Both factors together are supposed to serve to shift the equilibrium between the conformational
states towards the high affinity relaxed states resulting in an increased oxygen affinity.
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Introduction

Life at high altitudes is markedly characterized by low oxygen
availability, which challenges aerobic metabolism. Vertebrates
show a remarkable ability to adapt to life under these conditions
by developing several strategies both on the organismic and
molecular level to alleviate the effects of low oxygen availability as
recently reviewed [1,2,3]. Hemoglobin, the oxygen transport
molecule in the blood of vertebrates, is the most important target
for adaptations on the molecular level.

Hemoglobins in vertebrates show the typical globin fold
accommodating a heme group which reversibly binds oxygen to
its central iron atom [4,5,6]. In vertebrate erythrocytes hemoglo-
bins are usually present as tetramers (0lofs) of two a-chains and
two B-chains, each chain with a molecular mass of ~15 kDa. An
important step in hemoglobin evolution was oligomerization
through which cooperative oxygen binding and allosteric control
of binding properties were acquired. Both, cooperativity and
allosteric control in conjunction, render hemoglobin a highly
versatile oxygen carrier whose binding properties can be tuned
over a wide range by allosteric effectors such as protons and 2,3
bisphosphoglycerate [5,6].

Cooperative oxygen binding has been successfully explained by
the two-state model developed by Monod, Wyman and Changeux
based on the structures of the T-state (tense, unligated) and R-state
(relaxed, ligated) observed in hemoglobin crystals [7,8,9]. Decades
later a second quaternary structure was described for liganded
hemoglobin. This quaternary structure, named R2-state, showed
spatial differences relative to the previously known R-state that
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equaled in magnitude the spatial differences between R- and T-
state [10]. Initially the R2-state was thought to be a stable
intermediate along a T<3>R2¢3R quaternary transition pathway
[10], later the R2-state was suggested to be the endpoint along the
quaternary structure transition T<«>R<>R2 [11,12]. Determina-
tion of the quaternary structure of normal adult hemoglobin with
the ligand carbonmonoxide under almost physiological conditions
by NMR, revealed that the “in solution” structure of hemoglobin
is a dynamic intermediate between the two quaternary states R
and R2 [13].

Several strategies for adaptation to high altitudes on the genetic
level are known with repect to hemoglobin structure. The
hemoglobin of new world camelids such as llama, guanaco and
vicufia, which live in altitudes up to 5000 m, has a partly
degenerated binding site for the allosteric effector 2,3-bispho-
sphoglycerate caused by a His2—Asn mutation on the B-subunit,
which removes two of the seven contacts between the hemoglobin
molecule and its allosteric effector 2,3-bisphosphoglycerate
thereby increasing oxygen affinity [14,15,16]. The hemoglobin
of barheaded geese, which fly at altitudes up to 9000 m, features
an amino acid exchange at the o, interface increasing oxygen
affinity by a release of tension in the hemoglobin molecule [17].
Recently in deer mice several hemoglobin isoforms and their
differential expression depending on oxygen availability were
characterized. The oxygen binding characteristics of the isoforms
in this case seems to depend on several concomitant amino acid
exchanges within the hemoglobin molecule [18].

Guinea pigs are an important live-stock in the Andean region
and considered to be genetically adapted to a high altitude
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environment. This is based on the consistent finding of a high
oxygen affinity of their blood and the observation that guinea
pigs develop only moderate erythrocytosis when exposed to
chronic hypoxia. Both characteristics are not restricted to guinea
pig living at high altitude, but are also found in guinea pigs
which were born and raised at sea level [19]. Typical guinea pig
blood has a psg of 25 Torr at pH 7.4 [20,21,22]. The sensitivity
of guinea pig towards the allosteric effector 2,3-bisphosphogly-
cerate is normal [23]. The oxygen affininity of guinea pig
hemoglobin is high in comparison with other animals of
equivalent size and lifestyle such as rat, shrew, hedgehog and
deer mice, which have psg values of around 36 Torr at pH 7.4
[21,24,25].

Guinea pig blood contains one major hemoglobin component
and two minor hemoglobin components, which are only present in
very small quantities [26]. The sequence of the major hemoglobin
component of guinea pig is known [26]. However, lacking a high
resolution crystal structure of guinea pig hemoglobin, the
molecular basis for the high oxygen affinity of guinea pig
hemoglobin remains unknown.

We have recently reported the crystallization of the major
component of guinea pig hemoglobin in the met-state and now
present the first structure of guinea pig hemoglobin at 1.8 A
resolution [27].

Methods

Isolation and purification

Guinea pig (Cavia porcellus) blood in Alsever solution was
obtained from Charles River Laboratories (Sulzfeld, Germany).
Guinea pig hemoglobin was isolated and purified according to
Paoli and Nagai (2004) based on the original protocol of Perutz
[5,28]. Briefly, erythrocytes were separated from plasma by
centrifugation at 100 g for 15 min. Then erythrocytes were
washed with isotonic saline (0.9% NaCl) and subsequently lysed
by adding an equal amount of water, resulting in a release of
hemoglobin from the cells. After addition of NaCl to a final
concentration of 3%, cell debris was removed by centrifugation. As
hemoglobin represents 98% of protein in the hemolysate, no
further purification was necessary.

Crystallization

Crystallization of guinea pig hemoglobin was performed by
hanging-drop vapor diffusion at 20°C. The drops contained 5 pl
hemoglobin solution with a concentration of 10 mg/ml and were
mixed with 5 pl reservoir solution. Then the drops were
equilibrated against 1.0 ml reservoir solution (2.6 M (NH4)9SOy,
100 mM sodium phosphate buffer, pH 6.5).

Data collection and processing

Prior to data collection the crystals were soaked in mother
liquor containing 25% glycerol as cryoprotectant. Crystals were
then flashed cooled in the gas stream of a cryostream system
(Oxford Cryosystems, Oxford, United Kingdom), with a nitrogen
gas temperature of 100 K. Data was collected using a Microstar
rotating anode (Bruker AXS, Karlsruhe, Germany) and a
“mar345” image plate detector (MARresearch, Norderstedt,
Germany). Data was collected for 360 ° with an increment of
1.5 ° and a crystal to detector distance of 120 mm. Data was
collected up to a resolution of 1.8 A and processed with the XDS
program package (Version: December 6th 2007) [29]. The space
group was determined using the program POINTLESS from the
CCP4 program suite [30].
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Structure solution and refinement

Crystal parameters have been reported before [27]. The
structure solution was obtained by molecular replacement with
carbonmonoxy horse hemoglobin (PDB-code: 2D5X) as starting
model, using the program PHASER implemented in the CCP4
suite [31]. The structure was refined using the program Coot/
REFMAC [32]. Data collection and refinement statistics for the
final model are presented in Table 1. The final model and
structure factor were deposited in the Protein Data Bank with
accession code 3HYU.

Molecular graphics were produced using PyMOL Molecular
Graphics System (DeLano Scientific, USA).

Results and Discussion

Overall description of the structure

The structure of guinea pig hemoglobin is a typical vertebrate
hemoglobin tetramer made up from two o-subunits and two B-
subunits of 141 and 146 amino acids, respectively (Fig. 1). The
electron density clearly confirmed the sequence, which had
previously been reported for the major hemoglobin component
[26]. The o-chain of guinea pig hemoglobin shares 75% identical

Table 1. Crystallographic parameters.

Diffraction data

Wavelength, A 1.54
Space group C 222,
a A 84.54
b, A 99.95
¢ A 82.72

Resolution range, A 19.6-1.67 (1.71-1.67)
472687 (55630)

36378 (5585)

No. of measurements

No. of unique reflections

Completeness, % 99.3 (92.1)

Rmerce 0.052 (0.195)

<I>/<o>T 35.8 (9.95)
Refinement

Reryst 0.179

Rfree * 0.203

No. of protein atoms 2308

No. of water molecules 229
rms deviation from ideality

Bonds, A 0.011

Angles, ° 1.165
Average Bvalue, A

All atoms 1237

Main chain 10.03

Side chain and water 14.31
Ramachandran plot

Residues in most favorable regions, % 98.6

Residues in additional allowed regions, % 14

Data collection and refinement statistics.

Numbers in parentheses refer to the highest resolution shell.

*Test set size was 5% of reflections.

f<I>/<6> = ratio between the mean intensity and the mean error of the
intensity.

doi:10.1371/journal.pone.0012389.t001
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Figure 1. Conformational state of guinea pig hemoglobin. The
structure of guinea pig hemoglobin (PDB-code: 3HYU) was superim-
posed with the structures of three conformational states of human
hemoglobin by their C,-atoms. The guinea pig hemoglobin structure is
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shown in cartoon representation, which is colored according to the
distance between corresponding C,-atoms in guinea pig hemoglobin
and the respective conformational state of human hemoglobin in (A) T-
state (PDB-code: 1A3N, [36]), (B) R-state (PDB-code: THHO, [37]) and (C)
R2-state (PDB-code: 1BBB, [10]). Distances between C,-atoms clearly
show that guinea pig hemoglobin crystallizes in the R2-state (C). Color
coding of C,-atoms distances was made according to the colors given
in the bar below.

doi:10.1371/journal.pone.0012389.g001

amino acids with human hemoglobin, while the B-chain is
identical with its counterpart in human hemoglobin in 65% of
the positions. Absorption spectroscopy of dissolved crystals
indicated that guinea pig hemoglobin crystallized as met-
hemoglobin [27]. The active site and its surrounding amino acids
are typical in comparison with other hemoglobins in the met state.

Quaternary structure

Hemoglobins in the met-state usually crystallize in the R-state
conformation and therefore a R-state conformation of the
hemoglobin molecule was also expected for guinea pig met-
hemoglobin. Unexpectedly the C-terminal four amino acids of the
a-subunits had a very different conformation than normally found
in the R-state. Superposition of guinea pig hemoglobin with
human hemoglobin in T-, R- or R2-state revealed that guinea pig
hemoglobin crystallized in the R2-state (Fig. 1). The R2-state of
human hemoglobin features the same special C-terminal confor-
mation of the o-subunit as observed in guinea pig hemoglobin
[10]. Until now the R2-state has been only observed in
hemoglobin crystals grown under low salt conditions. Hence it
has been suggested that the R2-state may be the physiologically
relevant liganded end state structure and that the R-state is an
intermediate trapped between the R2 and T structures by the
high-salt crystallization conditions [10,11,12]. Why does guinea
pig hemoglobin crystallize in the R2-state under high-salt
conditions?

Stabilization of the R2-state

One important factor that may contribute to crystallization in
the R2-state 1s that the R2-state in guinea pig hemoglobin seems to
be better stabilized than the R2-state in human hemoglobin. A
comparison with R2-states of other species is not possible, since the
R2-state has only been reported in human hemoglobin until now.
Analysis of the salt bridges present in the tetramer reveals that
guinea pig hemoglobin is stabilized by a total of 44 salt bridges in
the R2-state, while human hemoglobin in comparison is only
stabilized by 41 salt bridges in the R2-state. Out of these salt
bridges both hemoglobins have 32 in common, while the
remainder is unique to either one of them. The majority of salt
bridges is formed between residues of the same subunit (intra-
subunit salt bridges) and serves to stabilize a certain subunit. Only
a few salt bridges stabilize interactions between adjacent subunits
(intersubunit salt bridges) and thus are important for stabilization
of the quaternary structure. Both, guinea pig and human
hemoglobin, share one conserved salt bridge at the ol/B1-, a2/
B2-, al/P2- and a2/ Pl-interface in the R2-state. In contrast the
B1/PB2-interface of human hemoglobin in the R2-state is devoid of
intersubunit salt bridges, while in guinea pig hemoglobin two
intersubunit salt bridges are present (Fig. 2). They connect the N-
terminus of the Bl-subunit with the C-terminus of the B2-subunit
and vice versa. Specifically they are formed between the N-terminal
amino group (Vall) of one B-subunit and the C-terminal carboxyl
group (His146) of the adjacent B-subunit. The distance between
both charged groups is 2.6 A. Tt was not possible to pinpoint a
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Figure 2. Stabilizing salt bridges of the 1/82 interface in guinea pig hemoglobin. The $1/B2-interface of guinea pig hemoglobin in the R2-
state is stabilized by two salt bridges between the N-terminal amino group of Val1 the B1-subunit and the C-terminal carboxyl group of the (32-
subunit and vice versa. Both salt bridges are not present in the R2-state of human hemoglobin (1BBB)[10]. Guinea pig hemoglobin (f1=red,
B2 =light red) and human hemoglobin (1 =blue, B2 =light blue) in the R2-state (PDB-code: 1BBB) were superimposed according to their C,-atoms.
Carbon atoms of the N- and C-terminal amino acids of guinea pig hemoglobin are colored light red, while carbon atoms are colored blue in human
hemoglobin. Oxygen and nitrogen atoms are colored red and blue respectively. Salt bridges are denoted by dotted lines.

doi:10.1371/journal.pone.0012389.g002

specific amino acid or set of amino acids responsible for the slightly
different conformations of the C- and N-termini of the B-subunits
in human and guinea pig hemoglobin. Nevertheless, we propose
that the two salt bridges at the f1/p2-interface are an important
factor, which increases the stability of the R2-state of guinea pig
hemoglobin in comparison to human hemoglobin.

Destabilization of the T-state

Besides stabilization of the R2-state an additional factor that
might contribute to the oxygen binding behavior of guinea pig
hemoglobin might be a destabilization of the T-state. Baldwin and
Chothia described in their analysis of the hemoglobin tetramer
flexible joint and switch regions [9]. The switch region involves
residues 38—44 of the al-subunit (C helix and CD corner) together
with residues 97-102 of the f2-subunit (FG corner and G helix). In
the course of the conformational change His97 of the B2-subunit
slides in its position along helix C of the ol-subunit. Specifically, in
the T-state His97 of the P2-subunit is positioned between Thr4l
and Pro44 of the al-subunit. Upon transition to the R-state, His97
of the P2-subunit moves one turn along the C helix of the al-
subunit to a position between residues Thr38 and Thr41 [9]. In
the R2-state His97 of the P2-subunit slides even further in the
same direction and is positioned opposite to Thr38 of the al-
subunit [10]. In human hemoglobin the switch region of the al-
subunit is stabilized by a salt bridge between Glu30 and His50,
which connects helix C and helix E.

In the switch region of guinea pig hemoglobin two important
differences exist in comparison to human hemoglobin (Fig. 3).
Firstly, the salt bridge stabilizing the switch region in human
hemoglobin is not present due to two amino acid exchanges
(Glu30Thr30 and His50Pro50) in the ol-subunit of guinea pig
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hemoglobin (Fig. 3). The absence of this salt bridge most probably
renders the switch region more flexible in guinea pig hemoglobin.
Secondly, in the T-state His97 of the P2-subunit in human
hemoglobin is positioned opposite to Pro44 of the ol-subunit. In
guinea pig hemoglobin a bulky histidine instead of proline is found
at position 44 of the al-subunit, which inevitably will result in a
steric hindrance between His44 and His97 of the P2-subunit
(Fig. 3). This steric hindrance renders the T-state of guinea pig
hemoglobin less stable and therefore will result in a higher oxygen
affinity since the equilibrium between T-, R- and R2-state will be
shifted towards the relaxed states (either R- or R2-state), which
have a higher oxygen affinity. Human hemoglobin mutants
confirm this hypothesis, since the mutants Milledgeville (Pro44-
Leu) and Kawachi (Pro44Arg) have a strongly increased oxygen
affinity [33,34]. This may explain why Pro44 of the o-subunit is
highly conserved in vertebrate hemoglobin. Exceptions are
hemoglobins of rat (Rattus norvegicus) and several fish species which
have exchanged Pro44 of the a-subunit to a serine. However, no
increased oxygen aflinity has been reported for the exchange of
Pro44Ser most probably due to the fact that serine is much smaller
than leucine, arginine or histidine and therefore no steric
hinderance exists with His97 of the B2-subunit.

In conclusion we propose that the increased oxygen affinity of
guinea pig hemoglobin can be explained by two factors, namely a
decreased stability of the T-state and an increased stability of the
R2-state. Both factors together serve to shift the equilibrium
between the conformational states towards the high affinity
relaxed states resulting in an increased oxygen affinity of guinea
pig hemoglobin. It is remarkable that guinea pig hemoglobin
crystallizes in the R2-state under oxy high salt conditions, which in
all other vertebrate hemoglobins provokes formation of crystals in
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Figure 3. The “Switch” region of the a1/p2 interface in guinea pig hemoglobin. The switch region at the 1/B2 interface in guinea pig
hemoglobin shows two important differences in comparison with human hemoglobin in the R2-state. Firstly, the stabilizing salt bridge, which
connects Glu30 and His50 in human hemoglobin, is missing due to an amino acid exchange in guinea pig hemoglobin. Secondly, a steric hindrance
between His97 of the B2-subunit and His44 of the a1-subunit might render the T-state of guinea pig hemoglobin less stable than the T-state in
human hemoglobin, which has a Pro44 in the a1-subunit. Due to this steric hindrance a relaxed state conformation (R- or R2-state) of guinea pig
hemoglobin could be favored, thereby increasing its oxygen affinity. The a.1- and B2-subunit of guinea pig hemoglobin (a1 =light red) and human
hemoglobin (a1 =light blue) in the R2-state (PDB-code: 1BBB, [10]) were superimposed according to their C,-atoms. Carbon atoms of amino acids in
guinea pig hemoglobin are colored light red, while the carbon atoms are colored blue in human hemoglobin. The position of the f2-subunit is
denoted by a light grey area, while the sliding movement of His97 in the course of the conformational transition is illustrated by an arrow (dark grey).
The position of His97 in the R2-state of guinea pig hemoglobin is colored in light red. Furthermore the position of His97 in human hemoglobin is

shown in the T-state (grey, PDB-code: 1A3N, [36]), R-state (orange, PDB-code: THHO, [37]) and R2-state (light blue, PDB-code: 1BBB, [10]).

doi:10.1371/journal.pone.0012389.g003

the R-state. This may indicate that the R2-state in guinea pigs has
an increased stability and thus is the physiological relaxed state,
while in human hemoglobin the R-state or a mixture of R- and
R2-state seems to be present as the relaxed state [13]. Surely the
increased oxygen affinity of hemoglobin is not the only adaptation
to high altitude in guinea pigs, but increased blood oxygen affinity
has been proven to be advantageous for animals living at high
altitudes, because it increases the oxygen saturation of the arterial

blood [1,2,3,19,35].

References

1. Storz J, Moriyama H (2008) Mechanisms of hemoglobin adaptation to high
altitude hypoxia. High Alt Med Biol 9: 148-157.

2. Weber R (2007) High-altitude adaptations in vertebrate hemoglobins. Respirat
Physiol Neurobiol 158: 132-142.

3. Winslow R (2007) The role of hemoglobin oxygen affinity in oxygen transport at
high altitude. Respir Physiol Neurobiol 158: 121-127.

4. Perutz M, Muirhead H, Cox J, Goaman L (1968) Three-dimensional Fourier
synthesis of horse oxyhaemoglobin at 2.8A resolution: the atomic model. Nature
219: 131-139.

5. Paoli M, Nagai K (2004) Hemoglobin. In: Messerschmidt A, ed. Handbook of
Metalloproteins. Chichester: Wiley-VCH. pp 1-15.

6. Dickerson R, Geiss I (1983) Hemoglobin: Structure, Function, Evolution and
Pathology. Menlo Park, CA: Benjamin/Cummings.

7. Monod J, Wyman J, Changeux J (1965) On the Nature of Allosteric Transitions:
a Plausible Model. ] Mol Biol 12: 88-118.

8. Perutz M (1970) Stereochemistry of cooperative effects in haemoglobin. Nature
228: 726-739.

9. Baldwin J, Chothia C (1979) Haemoglobin: the structural changes related to
ligand binding and its allosteric mechanism. J Mol Biol 129: 175-220.

10. Silva M, Rogers P, Arnone A (1992) A third quaternary structure of human
hemoglobin A at 1.7-A resolution. J Biol Chem 267: 17248-17256.

11. Schumacher M, Zheleznova E, Poundstone K, Kluger R, Jones R, et al. (1997)
Allosteric intermediates indicate R2 is the liganded hemoglobin end state. Proc
Natl Acad Sci USA 94: 7841-7844.

12. Srinivasan R, Rose G (1994) The T-to-R transformation in hemoglobin: A re-
evaluation. Proc Natl Acad Sci USA 91: 11113-11117.

13. Lukin J, Kontaxis G, Simplaceanu V, Yuan Y, Bax A, et al. (2003) Quaternary
structure of hemoglobin in solution. Proc Natl Acad Sci USA 100: 517-520.

14. Kleinschmidt T, Marz J, Jirgens K, Braunitzer G (1986) Interaction of allosteric
effectors with alpha-globin chains and high altitude respirationof mammals. The

@ PLoS ONE | www.plosone.org

Acknowledgments

We would like to thank Dr. H. Decker for continuous support and
discussion.

Author Contributions

Conceived and designed the experiments: EJ. Performed the experiments:
BP EJ. Analyzed the data: BP EJ. Wrote the paper: BP EJ.

primary structure of two tylopoda hemoglobins with high oxygen affinity: vicuna
(Lama vicugna) and alpaca (LLama pacos). Biol Chem Hoppe Seyler 367: 153-160.

15. Piccinini M, Kleinschmidt T, Jiirgens K, Braunitzer G (1990) Primary Structure
and Oxygen-Binding Properties of the Hemoglobin from Guanaco (Lama
guanacoe, Typlopoda). Biol Chem Hoppe-Seyler 371: 641-648.

16. Bauer C, Rollema H, Till H, Braunitzer G (1980) Phosphate Binding by Lama
and Camel hemoglobin. J Comp Physiol 136: 67-70.

17. Jessen T, Weber R, Fermi G, Tame J, Braunitzer G (1991) Adaptation of bird
hemoglobins to high altitudes: Demonstrationof molecular mechanism by
protein engineering. Proc Natl Acad Sci USA 88: 6519-6522.

18. Storz J, Runck A, Sabatino S, Kelly J, Ferrand N, et al. (2009) Evolutionary and
functional insights into the mechanism underlying high-altitude adaptation of
deer mouse hemoglobin. Proc Natl Acad Sci USA 106: 14450-14455.

19. Turek Z, Ringnalda B, Mooran O, Kreuzer F (1980) Oxygen Transport in
Guinea Pigs Native to High Altitude. Pfliigers Arch 384: 109-115.

20. Bard H, Shapiro M (1979) Perinatal Changes of 2,3-Diphosphoglycerate and Oxygen
Afinity in Mammals Not Having Fetal Type Hemoglobin. Pediatr Res 13: 167-169.

21. Ostojic H, Cifuentes V, Monge C (2002) Hemoglobin in andean rodent. Biol
Res 35: 27-30.

22. Rivera M, Leon-Velarde F, Huicho L, Monge C (1995) Ventilatory response to
severe acute hypoxia in guinea pigs and rats with low hemoglobin-oxygen
affinity induced by phytic acid. Comp Biochem Physiol 112A: 411-416.

23. Bunn H (1971) Differences in the Interaction of 2,3-Diphosphoglycerate with
Certain Mammalian Hemoglobins. Science 172: 1049-1050.

24. Bartels H, Schmelzle R, Ulrich S (1969) Comparative studies of the respiratory
function of mammalian blodd. V. Insectivora: shrew, mole and nonhibernating
and hibernating hedgehog. Respir Physiol 7: 278-286.

25. Snyder L, Hayes J, Chappell M (1988) Alpha-Chain Hemoglobin Polymor-
phisms are Correlated with Altitude in the Deer mouse, Peromyscus
maniculatus. Evolution 42: 689-697.

August 2010 | Volume 5 | Issue 8 | 12389



26.

27.

28.
. Kabsch W (1993) Automatic processing of rotation diffraction data from crystals

30.

31.

Braunitzer G, Schrank B, Stangl A, Wiesner H (1979) Hohenatmung, Phosphat-
Protein-Wechselwirkung: Die Sequenz der Hamoglobine des Meerschweinchens
und des Dromedars. Hoppe-Seylers Z Physiol Chem 360: 1941-1946.
Jaenicke E, Pairet B (2009) Crystallization of the altitude adapted hemoglobin of
guinea pig. Protein Pept Lett 16: 444—446.

Perutz M (1968) Preparation of Haemoglobin Crystals. J Cryst Growth 2: 54-56.

of initially unknown symmetry and cell constants. ] Appl Cryst 26: 795-800.
COLLABORATIVE COMPUTATIONAL PROJECT NUMBER 4 (1994)
The CCP4 Suite: Programs for Protein Crystallography. Acta Cryst D50:
760-763.

Yokoyama T, Neya S, Tsuneshige A, Yonetani T, Park S, et al. (2006) R-state
Haemoglobin with Low Oxygen Affinity: Crystals Structures of Deoxy Human
and Carbonmonoxy Horse Haemoglobin Bound to the Effector Molecule L35.
J Mol Biol 356: 790-801.

@ PLoS ONE | www.plosone.org

32.

34.

36.

37.

Guinea Pig Hemoglobin

Emsley P, Cowtan K (2004) Coot: Model-building Tools for Molecular
Graphics. Acta Cryst D60: 2126-2132.

. Honig G, Vida L, Shamsuddin M, Mason R, Schlumpf H, et al. (1980)

Hemoglobin Milledgeville (¢44 (CD2) Pro -> Leu): a new variant with increased
oxygen affinity. Biochim Biophys Acta 626: 424-431.

Harano T, Harano K, Ueda S, Shibata S, Imai K, et al. (1982) Hemoglobin
Kawachi [044 (CE2) Pro->Arg]: a new hemoglobin variant of high oxygen
affinity with amino acid substitution at alpha 1 beta 2 contact. Hemoglobin 6:
43-49.

. Turek Z, Kreuzer F, Ringnalda B (1978) Blood gases at several levels of

oxygenation in rats with a left-shifted blood oxygenation dissociation curve.
Pfliigers Arch 376: 7-13.

Tame J, Vallone B (2000) The structures of deoxy human haemoglobin and the
mutant Hb Tyralpha42His at 120 K. Acta Cryst 56D: 805-811.

Shaanan B (1983) Structure of human oxyhaemoglobin at 2.1 A resolution. ] Mol
Biol 171: 31-59.

August 2010 | Volume 5 | Issue 8 | 12389



