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1 Introduction

The entropy of a system indicates the diversity of the system. The more micro-states the
system has, the higher the entropy of the system is. Since in general complex systems have
a large number of micro-states, their entropy should be high. However, some system with
a large number of possible states may have low entropy when the number of highly probable
state is limited, because the diversity is statistically small, no matter how many possible
states they have.

This very popular principle of statistical mechanics seems to explain why most proteins
quickly fold into a particular conformation. Their highly probable conformations to form
must be just a few, no matter how many possible conformations they could form. If we
consider a protein as a system in canonical ensemble, each possible conformation of the
protein is considered a micro-state of the system. Then, such a protein that quickly folds
into a particular fold should have very low entropy because the polypeptide stay in the state
of the optimally stable conformation for a long time, once they complete folding. The speed
of folding should also be correlated to the entropy. Relatively high entropy systems have
many suboptimal states, in each of which they could stay for a bit of time before they reach
the optimal state while low entropy systems have just a few suboptimal states to stay in.
They could reach the optimal state before long. Thus, they fold quickly.

This analogy could be applicable to the folding speed of each sequential region of a
protein. Considering the sequential region of the fixed length, say five-residue long, some
regions have low entropy, and some high. Very low entropy regions should have just a few
favourable conformations to form, while high entropy ones have a large number of even
probable conformations. We can, therefore, assume that low entropy regions set out to fold
early on, and high entropy regions linger in folding until the neighbouring lower entropy
regions urge or induce them to fold. Inevitably, the conformations into which high entropy
regions fold are moulded by the neighbouring lower entropy regions already having formed
their own favoured conformations that affect the folding of high entropy region sequentially
neighbouring or sequentially separated but happening to approach spatially.



Nature Precedings : doi:10.1038/npre.2009.2972.1 : Posted 24 Mar 2009

Hence, by comparing the entropies of protein-sequence fragments over all possible posi-
tions and lengths, we could predict the folding pathway, where the lower the entropy is the
earlier the region should be optimized, and the shorter the region, the earlier. The path-
way is virtually written in the sequence as the form of entropic landscape, which we could
decipher by calculating the entropies of sequence fragments.

The entropy of a sequence fragment is difficult to compute and even to define, particu-
larly because of the difficulties associated with the folding in water solution which weakens
electrostatic force fields, and gives rise to hydrophobic interaction.

Actually total entropy of a given protein sequence fragment is very difficult to compute,
However, if we separate the whole entropy of a fragment into two parts, 1) conformational
(sequence-independent) entropy S¢ which is the average entropy of a sequence-fragment
consisting of average residue of any time, and 2) sequence-dependent entropy S°, then con-
formational entropy S¢ is constant for all fragments of the same length. Then AS, the
difference between sequence-dependent and sequence-independent entropy is easily calcu-
lated as the sum of the difference of sequence-dependent and independent pair-wise entropy
over all possible combinations of main-chain atoms.

1.1 Conformational Entropy of Polypeptides

Given a system that has N micro-states, and suppose that we are able to observe the
probability of the system in each micro-state along with the fluctuation of the system, entropy
S of the system is calculated as follows,

N
S:—KBZHlnB, (1)
i=1
where P; is the probability of the system in micro-state ¢, and Kz is Boltzmann’s constant.
When the system’s micro-state is continuous with respect to indexing quantity x, entropy
S of the system is calculated from the probability density p(x) of the continuous micro-state
with respect to x.

S = —KB/Xp(x) In p(x)dx (2)

The entropy of a polypeptide fragment could be associated with the probability density
of the fragment forming each main-chain conformation indexed by x. For a short peptide
fragment, a set of main-chain dihedral angles, ¢, 1, w could be quantity x which indexes the
conformation. For a long peptide fragment, a set of the distances between main-chain atoms
could be x, the indexing quantity. In any case for polypeptide conformations, the indexing
quantity x is multi-dimensional. Note that the side-chain conformations are ignored at all
in this study. If we could observe the probability density p(x), the entropy of a polypeptide
conformation is computable.

1.1.1 Conformational Entropy of Ideal Free Polypeptides

Before we figure out the method for calculating the entropy of true polypeptides, let’s start
with the entropy of ideal free polypeptides. Ideal free polypeptides have no interaction



Nature Precedings : doi:10.1038/npre.2009.2972.1 : Posted 24 Mar 2009

between constituent atoms except for those between tightly bonding atoms. Indeed, ideal
free polypeptides are completely sequence dependent. The bond lengths and bond angles
between main-chain atoms are fixed. For the main-chain dihedral angles ¢, 1, w, the chance
of choosing any possible angle is completely even for ¢ and 1, and for w, it is either 0 or
7. Any combination of straight ¢, 1, w along the main-chain is allowed and the probability
density of that combination is completely even. The entropy for each dihedral angle is,
thereby, given independently as below,

So = —Kp [ pl6)p(6)dd = Kpln2r,

—Tr

Su = —Ko [ pl)np(¢)ds = Kpln2r,
S, = —Kg ijp(i x T InP(i x ) = Kpln2, (3)
=0

where,

[ olordo = 10

—T

[ pw)de = 10

—Tr

PO)+P(r) = 1w (4)

Hence the entropy of free polypeptides per residue is Kg{ln(27) + In(2) + In(27)} =
KpIn(87?%). Because the choice of each dihedral angle is completely independent, the total
entropy of the M-residue long ideal free peptide is given as follows,

S = (M —=1)(Syp+ S, +55) + Sy
= Kp(M —1)In(87%) + KpIn(27), (5)

where the last term KplIn(27) is for C-terminal ¢ angle, and the degree of freedom for
N-terminal ¢ angle is ignored. Note that ideal free polypeptides allow clash between non-
bonded atoms because there is no repulsiv interaction between them that prevents clash.

Now we look at a pair of main-chain atoms that are non-bonded, and the distribution
density of the distance between these atoms. Here, we observe distance r between two
C% atoms that are separated by k residues along the main-chain. The distribution density
péaca (k,r) with respect to distance r between the atoms is not even, although all dihedral
angles along the main-chain segment between the two atoms are chosen completely at ran-
dom. The number of ¢ angles between these two C“ atom that affect distance r between
these two are k — 1, the number of ¥ is kK — 1, and the number of w is k. Entropy Séaca (k) of
the main-chain segment between these two C*’s in this case is Kp{(k — 1) In(87?) + In(2)}.
This entropy must be equivalent to the entropy of distance distribution density péaca (k,r)
even though pla e (k,7) is not flat. Thus partition function ZZ e (k) of phace (k) fulfills
the equation below,

_ Stagalk) _

I Z o (k) = = (k — 1)In(87%) + In(2), (6)
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where,
Zhecalk) = [ plocalkr)dr. (7)

Since ideal free peptides we are considering are completely free from the interactions between
non-bonded atoms, and the probability of main-chain dihedral angles is completely even, the
entropy of ideal free peptides have the highest diversity and thus highest entropy among any
conceivable polypeptides of the same length. This must be also the case for the entropy of
the distance between a pair of atoms along the main-chain.

1.1.2 Sequence-independent Entropy of Polypeptides

Now we are quite ready to think about the entropy of true polypeptides. First, let us consider
sequence-independent entropy of the true protein structure segment between particular pair
of main-chain atoms, where all amino-residue-types of the protein sequence are set to any
or average type in terms of statistics. It is tedious but not difficult to observe the distance
between atoms along protein main-chain in the protein structure database, such as PDB.
We can, thereby, obtain the distribution density of the distance between a particular pair
of main-chain atoms over a lot of protein structures in PDB. As we did in case of ideal free
polypeptides before, we also consider the distance distribution density between two C* atoms
that are separated by k residues along the main-chain. The distribution density with respect
to distance r between the two C* is denoted by p¢h o (k, ), where zz denotes that both of
C* atoms are of residues of any type because amino-acid-sequence-independent distribution
is being discussed here. If distribution density p& o (k, ) were very similar to pleca (k, 7),
the distribution density for ideal free polypeptide, we could assume that entropy SZ&ca (k)
of the k-residue long main-chain segment between these C* atoms should be nearly equal
to Séaca (k), the entropy for the equivalent segment of ideal free polypeptides. Then ratio
P2 o (k7)) pla e (K, 7) is nearly constant. However, most of the cases distribution density
P o (K, 1) is very different from pla e (k, ) due to the interactions exerted to the atoms in
the segment. For some particular r, distribution density pgh o (k, ) could be very high, while
the equivalent distribution density for ideal free polypeptides at that r» would be flat. And
also pgh e (k, ) could be 0 mainly due to the atomic clash, which the free polypeptides allow.
Assuming the Boltzmann distribution for protein structures, high frequency of a particular
conformation is assumed to be caused by the conformation’s having low energy, and low
frequency by high energy. However, we should note that there must be plural different
conformations that have the equal distance between the atoms we are looking at in the
conformations . For example, the distance between C* atoms of adjacent residues is always
3.8 Afor any combination of 1, ¢ angles between the residues as long as w between the two
residues is . And the distances between main-chain atoms in L-helix are almost identical
to the equivalent distances in R-helix. When there are more than two conformations whose
distance between that pair of atoms is equal, we have no way to know which conformation
among them is frequent just by observing the distribution density at that distance. Thus, as
the way for approximation, let us assume that when the distribution density at a particular
distance is high the frequency of all conformation that has that distance for the atom pair
is equally high. Then ratio p&ica(k,7)/pheca(k, ), (distance distribution density of true
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protein conformation per that of ideal free polypeptide,) would indicate the energy of the
main-chain segment between two C* atoms. As we are assuming Boltzmann distribution for
protein structures, the energy of the conformation segment between the pair of C* atoms we
are looking at is estimated as below[1],
T
Bt gu(h,r) = —KpTin o0 EoT) | e (1) )
PCece (kv T)
Here Efaca(k) is the constant for all 7, and would be determined when partition function
§Caca (k) of this partial system is calculated.

Now we are ready to estimate the entropy of the main-chain segment between the pair
of C* atoms we are looking at, because energy E&& o (k, ) with respect to r for this partial
system is approximately estimated. At r = rg, the distance distribution density for free
polypeptides is placa(k, 7o), and that for true protein conformation segment is p&. .o (k, 7).
The probability density p(rg) for the calculation of entropy is proportional to the ratio of
two distribution density, thus —KgT In p&ga (k, 70)/ phaca (k, 7o), the natural logarithm of
this ratio multiplied by —KpgT is the energy difference. Therefore at r = rq, probability
density p(r) should be multiplied by the distance distribution density for free polypeptides
péaca (k,70). Hence the entropy of this segment is given as below.

Sticek) = —Kp [ ploce(k.r)p(r) I p(r)dr

00 aoalk,r
= i [ vty w e BT,
Pcaca(k?ﬂ’)

= —KB/ place(k,T) lnﬂcaca(k>7’)d7"+KB/ place(k,T) lan&C&(k r)dr
(9)

This is the estimated sequence-independent entropy of the main-chain segment between two
C* atom that are separated by k residues in the structure. Now we can estimate the entropy
of any main-chain segment such as the segment between H atom and O atom that are
separated by k residues in the structure, which would be given as follows,

Sio(k) = =Kn [~ prio(k.r) n i (k. r)dr + K | oo (k) In plro (ki r)dr - (10)

For the convenience, we denote uv for a particular pair of main-chain atoms. v and v could
be HN,H*,C* ,C,O, and uv could be any combination of these atoms. Hence the sequence-
independent entropy of main-chain segment between u and v that are separated by k residues
in the structure is given as follows.

Sz(k) = =Ky | ozl r)npiz(ko)dr + K [ gk ) gl (k. r)dr. (1)

1.1.3 Sequence-dependent Entropy of Polypeptides

Now we begin to think about the sequence-dependent entropy of the segment. Because we
ignore side-chain conformations, we have to distinguish main-chain atoms by the type of
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residues to which they belong. For example, C* atom of Alanine-residue should be dis-
tinguished from C% atom of, say, Leucine-residue. Actually H,N, H* C® atoms are not
common to all residue-types because Proline does not have H, Proline’s N is chemically dif-
ferent from that of other residue-types, and C* of Glycine is different in partial charge from
that other residue-types. However, C and O atoms are all common to all residue-types in
terms of chemical properties. To avoid the redundancy we consider that H, N, H* and C¢
of residue-type a is different from those of other residue-type b, while C and O are com-
mon to all residue-types. The distribution density with respect to distance r between C® of
Glycine and C* of Proline must be very different from that between C® of Aspartic residue
and Lyzine residue and are also different from that between two C® of average (or any or
sequence-independent) residue. We need, however more discussions about which atoms are
considered residue-type-dependent, and which independent. We may set that only C¢ is
type-dependent and others are independent, as a simplest way.

The sequence-dependent entropy of the segment between atom u of residue-type a and
v of residue-type b that are separated by k residues in the amino acid sequence should be
naturally calculated as below,

Sub(h) = K [ g, r) gl (k) + K [ o) W pl (k. (12)

where uv is one of the combination of H, N, H* C% and thus residue-type a and b are
specified. If u is one of H, N, H*, C® and v is either C or O, residue-type b is not specified,
thus,

Su(k) = —Kp [ (k) gk, r)dr + K [ g ) Inpf, (kr)dr. (13)
0 0
And if u is either C or O and v is one of H, N, H*, C?%, residue-type a is not specified, thus,

Sib(k) = K [ gtk ) gt (b, r)dr + K [ () gl (hrdr - (14)

1.2 Entropy of Sequence Fragments

Since our final goal is to calculate the entropy of a whole protein structure, or a fragment of
the protein structure, we need to find the way to estimate such entropies from the sequence-
dependent and sequence-independent entropy of the main-chain segments building the whole
structure. We denote the sequence-dependent entropy of a k-residue long fragment by S*(k)
and that of sequence-independent (conformation) by S¢(k).

The entropy of a fragment S®(k) is not calculated just by the summation of segment
entropies over all component segments in the fragment. However, AS(k) = S°(k) — S°(k),
the difference between sequence-dependent and sequence-independent entropy of a k residue
long structure fragment turned out to be computable, which is just the sum of the difference
between sequence-dependent and sequence-independent entropy of the segments over all
possible segments within the fragment.
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AS(k) = S°(k) — Sk)
Saz(]_z) SII(]—Z) cvou=H,N,H*,C*v=C,0

= > > | S®(G—i)—S=(—4i) ---u,v=H N H*C"
1<i<j<k wo
Se(j —id) — S (j—4) --u=C,0,v=H, N, H* C?®
(15)

AS(k) is no less valuable than S*(k) for the purpose of analyzing the physical stability of
a sequence fragment in protein structures. And sequence independent entropy S€¢(k) is by
definition independent of the amino-residue sequence of the fragment but dependent only on
length £ of the fragment, and could be roughly estimated as entropy SZZ(k —1), though this
estimation would not be accurate enough, particularly when the fragment length is long.

1.3 Scrutinizing The Entropy Calculation Methods

Here we need to scrutinize the quality of AS(k) and see what it actually mean. When we
estimated SZ¥(k) above, we assumed that the frequency of a particular distance relative
to the that of free polypeptides is caused by the low or high energy of the conformation
including the segment. We assumed that if the energy is low the frequency is high, and if
high energy then low frequency, assuming Boltzmann distribution for conformations. We
then did not check whether the low energy is caused by the interaction between atoms
within the fragment or otherwise. For example, « helix is very frequent structure in which
the distance between two O atoms of straight two residues is short and is around 3.5 A, thus
the distribution density of the distance between those two O atoms has a crest of frequency
at the distance being about 3.5 A. Considering that both O atoms are negatively charged,
the interaction between these O atoms must be repulsive, thus the energy is not low at that
distance, 3.5 A. When we are just looking at two-residue long fragments, the high frequency
at the distance 3.5 Abetween two O atoms in the fragment would seem mysterious. Actually
the high frequency at 3.5 Aturns out to be caused by the hydrogen bonding between H
and O atoms at least one of which is located outside of that two residue long fragment we
are considering. Hence, very frequent conformations of fragments do not always have low
energy and are not necessarily stable when the fragments are cut out and isolated alone. It
would probably be the case for strand conformations forming [ sheet structures. Strands
alone should be stable due to the alternating CONH dipole groups along the main-chain,
but could be further stabilized by coupling with other strands to form [ sheets in which low
energy hydrogen bonds would be abundant. Also one-turn helices would be further stabilized
by more hydrogen bonds just by extending themselves to multi-turn helices.
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1.3.1 Absolute Entropy for The Final Stages of Foldings

Simply put, the entropy calculation method above is actually trying to calculate the entropy
of the fragments in the final fold, where fragments are stabilized both by intra-fragment and
inter-fragment interactions. AS(k) of the sequence fragments would, thereby, suggest which
part of the sequence is expected to be stable or unstable in the final fold of the protein. We
call this method of entropy calculation “absolute method” which is based on the assumption
that the high or low frequency of a particular distance between a particular atomic pair
is caused by low or high energy, respectively, of all interactions exerted to the structure
segment between the two atoms. The absolute method is calculated by equations 13, 12, 14,
11. They are summerized into the following equations.

Suzk) = —Kp [ palh,r) n ik )dr
+KB/O p% (k) In pf. (k,r)dr, - u = H,N, H*,C% v = C,0
Sibk) = =K [ () tn gk, r)dr
—i—KB/O P2 (k,rYInpl (k,r)dr,---u,v=H,N,H* C*
Sik) = —Ks [ pib(k,r) In gl (k,r)dr
+KB/O o2 (k) In pl (k, 7)dr, - -u = C, 0,0 = H,N, H*, C°
Szk) = —Kp [ prer)Inp (b, r)dr
+KB/0 p=(k,r)Inp!l (k,7)dr---always. (16)

1.3.2 Net Entropy for Early Stages of Foldings

When a protein sets out to fold, the initial main-chain conformation of the protein is as-
sumed to be rather stretched and then the non-bonded main-chain atoms should be spatially
separated from each other. Considering that the electrostatic force fields (and resultant
hydrogen-bonds) which are assumed to be the dominant force fields stabilizing protein struc-
tures (particularly secondary structures) at the final folds would be very weak due to water’s
large relative permittivity, the electrostatic interaction between atoms that are sequentially
separated would be very weak. Not only electrostatic interaction, but hydrophobic interac-
tions between non-bonded parts of a molecule are also week when two hydrophobic parts
are spatially separated far away from each other. Then, the entropy of structure fragments
calculated in the above-mentioned way does not represent the stability of the fragment at
the initial stage of folding nor the strength of the fragment’s tendency (or could be termed
as “desire”) to fold into particular conformations. We need to, thus, seek for another way to
calculate the entropy for the initial stage of folding. In order to calculate the proper entropy
of the peptide fragment, we need to distinguish intra-fragment interactions (those interac-
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tion within the fragment we are looking at) from all interaction exerted to that fragment
(including inter-fragment interactions). The exact method of calculating the fragment proper
entropy should be, thereby, energy calculation of the fragment over all possible conformations
of that fragment in order to determine energy FE; of each state . This method sounds infeasi-
ble, considering the enormous amount of required calculation particularly for long fragments
whose number of possible conformations is uncountably large. One of the simple and feasi-
ble but challenging methods for approximation is to ignore whatever main-chain interactions
altogether for sequence-independent entropy. Then the sequence-dependent net energy for
atomic interactions is the subject for calculating the entropy. The sequence-dependent net
energy is calculated as below,

k
ES (k) = B, (k) — KBTln% c-u=H,N,H*,C° v =C,0
ab k
E®(k,r) = EP, (k) — KBTIH% .-u,0 = H,N, H*,C*
’ o K T
xb xb pig(k,?") «a «a
EX(k,r) = E§.. (k) — KBTlﬂm u=C,0,v=H,N H* C (17)
’ Pus\Rs T
Here E§% (k), Eg,,(k), andEg’,,(k), the energy constants with respect to distance r are

determined when partition functions are calculated. Therefore, they can be ignored in this
stage of calculation. Thus, entropies are given as below,

* P (K1) 1 Pk, 1)
Sk = —-K wo In =& dr--- =H N, H* C¢
(%) I R (o B
oo Aab k) ab k}
ng(k) = _KB puv( ’,r) 1npuv( 771)d,r,‘.‘,u/:H,N’HOC’COC’,U:C,O
o pikr) pt(ho)
0o ATb k b k
Si(k) = —Kg PuskoT) ) P ’T)dr---u:C,O,U:H,N,HO‘,CO‘
o pk,r)  pua(k,r)
~ puak,r) (k. r)
SR = —K 1 dr---al . 18
o (K) B o (k) np%(kﬂn) r---always (18)

Here sequence-independent entropy S**(k) is not zero nor constant because the ratio
pE(kyr)/pii(k, ) could be 0 when pZ*(k,r) = 0.

uv uv
We call these entropies from net energy, “net entropy.”

1.3.3 Cross Entropy for Intermediate Stages of Foldings

We can also conceive one more way to calculate the entropy, which we hope to represent the
entropy at the intermediate stage of folding between initial and final. That could be called
“cross entropy” which is calculated as follows.

P (K, 7)
prz(k,r)

9

SU(k) = —Kp /OOO % (k) In dr---u,v=H,N,H*, C®
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Si(k) = —Kg /OO pan (k,7) In P kor) N,H®, C%v=C,0
0 ez (k,r)
fe') b
S (k) = —KB/ 2 (k) In Pulksr) W C.0,v=H,N,H*, C®
0 ez (k,r)
Sw(k) = —Kz /00 Py Ky ) In Mdr =0---always. (19)
0 pre(k,r)

In this case, the sequence-independent entropy is always 0, thus the AS(k) is the equal to
sequence-dependent entropy AS®(k). This “cross” method calculates entropy considering
the energy of forming structure to be the “net” energy while distribution density to be
“absolute” for p2(k,r), p (k,r), and p= (k, 7).

v v

1.4 Entropic Landscape

We now have thee methods for calculating entropies of given fragments of amino sequence.
What we want to do next is to see which region (or fragment) of the whole protein sequence
(or structure) has low entropy and which has high. Then we need to cut the whole sequence
into many fragments. In some cases, a single residue could play a special role in folding or
binding to other molecules, and then the residue which could be considered a single residue
fragment has low or high entropy associated with its role. Or in other cases, a very long
fragment plays a special role such as forming a hydrophobic core that induce the folding
of other sequential regions, then the long fragment could have low entropy. Calculating a
given sequence fragment does not suffices. We need to calculate the entropy of all possible
fragments of given sequences. The number of possible fragments of an M residue-long
sequence is M (M + 1)/2, which is equivalent to the number of entropies to calculate. It is
not difficult to calculate this number of entropy given an entropy table whose components
are S%(k), Se(k), S%(k), S¥ (k) for all possible combination of uv and k, because the target
entropies of all fragments are just the summations over component entropies.

We denote the difference of the sequence-dependent and sequence independent entropy
of the fragment as AS; .;,, where 7 is the position of the fragment’s first residue in the
whole sequence, and jo, the last. AS;.j, is the sum of entropy difference S7; — Sf; over all
combination of ij where (ig < i < j < jp). The component sequence-dependent entropy S
and S; are given by the sum of S (k = j—1), S5 (k = j—14),Si(k = j — i), Sit(k = j —1)
over all combination of atoms uv, where a is the residue type of i-th residue, and b the type
of j-th. These component entropies needed to calculate the fragment entropies are given as
in the entropy table before the sequence is given.

The entropic landscape of the protein sequence is the set of AS; . ,, which demonstrates
what fragment of and what position (ig ~ jo) of what length (jo — i9) has lower or higher
entropy than other fragments of the same length within the sequence. And three different
methods, absolute, cross, and net of entropy calculation show what fragment is stable or
unstable in what stage of folding. Low entropy fragments in net entropic landscape could

10
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be considered to fold into conformations that are usually unstable in the final stage of
folding because low entropy fragments in net entropic landscape usually have high entropy
in absolute entropic landscape. And low entropy fragments in absolute entropic landscape
normally correspond to regular secondary structures like o helices or 3 strands which are
stabilized by abundant hydrogen bonds.

11
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2 Results

Fig 1 and Fig 2 show the entropic landscape of protein L (1K50A). The high entropy regions
by the absolute method and low entropy regions by the cross and net methods correspond
to turn region or the transition between Strand to Helix or vice-versa particularly when k=
4 (the fragments are 5 residue long).

Fig 3 shows the entropic landscape of small protein sh3 (1ABQ in PDB). The folding
pathway of this protein has been analyzed by experimentalists, demonstrating that the anti-
parallel sheet consisting of straight three strands is the dominant structure at the early
stage of folding [2]. The low entropy bottoms by the net and cross methods seem to be
corresponding the strands region near the hairpin-like turns, which seem to have a significant
role in the formation of that anti-parallel sheet.

Fig 4 shows the entropic landscape of protein DCTD (1QKKA), which consists of Greek-
key like fold with a long helix around the c-terminal region. The turns and transitional
regions from helix to strand or vice versa corresponds to the low entropy regions computed
by the net and cross methods.

Fig 5 shows the entropic landscape of a small protein Pleurotus ostreatus proteinase A
inhibitor 1 (POIA1, 1ITP in PDB). The low entropy region is located around the hairpin
turn. The formation of the hairpin sheet the packing of the sheet with helix should take place
at an early stage of folding. This assumption of pathway suggested by entropic landscape
almost completely agrees with the folding process proposed by experiments[3].

Another story of this protein, POIA1, is even more intriguing. The propeptide of a serine
protease subtilisin BPN (the P chain of 1SPB in PDB) have a structure almost identical to
that of POIA1 in terms of topology when it is bound to the other unit of the complex.
Although POIA1 folds into a stable structure by itself, the propeptide does not when it is
alone[4]. The sequence identity between POIA1 and the propeptide is roughly 20%. The
entropic landscape of the propeptide yields an insight into why the propeptide does not
fold by itself. The region for the hairpin turn between strand 2 and 3 does not have low
entropy compared to the equivalent region of POIA1. As is mentioned above, this hairpin
region of POIA1 is considered to be the fold starter. Naturally, the propeptide devoid of
the fold-starter region would not fold. This hairpin turn region turns out to be the very site
which binds to the two-helix bundle of subtilisin BPN. The folding of the propeptide must
be triggered by the binding to the other subunit, and then the hairpin turn is formed. The
overall entropic landscape of the propeptide is, in short, similar to that of POIA1 except for
the hairpin region, as shown in Fig6. The true propeptide’s folding is slightly different. The
propeptide is a part of the whole sequence of subtilisin BPN when synthesized. The whole
sequence folds into a structure, in which the hairpin region of the propeptide binds to the
helix bundle of subtilisin BPN.

Finally, Fig7 shows the entropic landscapes of very popular globins, that are human
hemoglobin A-chain and human myoglobin. They share almost identical conformations, but
the entropic landscapes differ from each other. This might be relevant to the fact that
hemoglobin normally does not fold in the absence of hem while myoglobin folds.
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Figure 1: The Entropic Landscape of Protein L (1K50A) for k=0,1,2.

13



6002 JBIN 2 Pa1SOd : T'2.6¢ 6002 .du/8e0T 0T:10p : sBuipadald ainjeN

1K50A) for k=4.

(

Figure 2: The Entropic Landscape of Protein L

14



6002 JBIN 2 Pa1SOd : T'2.6¢ 6002 .du/8e0T 0T:10p : sBuipadald ainjeN

(1ABQ) for k=4.

sh3

Figure 3: The Entropic Landscape of

15



Nature Precedings : doi:10.1038/npre.2009.2972.1 : Posted 24 Mar 2009

””” X6 15 20%5 30735 76 45 0

Figure 4: The Entropic Landscape of DCTD (1QKKA) for k=4.
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Figure 5: The Entropic Landscape of POIA1 (1ITPA) for k=4.
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Figure 6: The Entropic Landscape of POTA1 and Subtilisin Propeptide (1ITPA and 1SPBP)
for k=4.
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Figure 7: The Entropic Landscape of Hemoglobin and Myoglobin for k=4.
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3 Discussion

Here we have three different methods to calculate the entropy of sequential regions (or frag-
ments). The entropic landscape, which is the set of fragment entropies over all possible
fragments of a given protein sequence, shows which region is statistically stable. The land-
scape computed by the absolute method seems to show the each fragment’s stability at the
final stage of folding where each fragment is stabilized not only by the interactions within
the fragment but by other neighbouring fragments in the fold. Hence low entropy regions
usually correspond to « helices or § strands forming sheets. On the other hand, The land-
scape by the cross or net method shows which region has a strong desire not to folding into
regular « or 3 structures, where the low entropy regions usually correspond to turns or the
transitional regions between « or [ structures. Because turns and transitional regions are
not stable at the final stage of the fold, they normally have high entropy computed by the
absolute method.

The computer programs for the calculation of entropic landscape is commercially avail-
able. The software package contains programs for reading PDB entry files and compiling
them into the statistical data required to calculate entropy tables. Given a protein sequence,
the entropic landscape calculation program calculate the entropic landscape of the sequence.

The choice of sequence-dependent and sequence-independent atoms out of main-chain
atoms is one thing we need to decide. In the present study sequence-dependent atoms are
H, N, C*, H® and C, O are considered sequence-independent. But when only Ca is set
to sequence-dependent and other interactions are ignored, the entropic landscape becomes
more reasonable in terms of the lowentropy regions’ correspondence to secondary structures.
There must be wiser way to calculate entropic landscape then the three methods proposed
in this paper.

20
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4 Method

4.1 Statistical Data Required for Entropy Calculation

In order to calculate the entropy of a sequence fragment, we need the statistical data below
obtained from analysis of protein structures selected from PDB.

4.1.1 The distribution density with respect to sequence separation k£ and dis-
tance r

Distribution density p(k,r) with respect to sequential separation k and distance r varies
according to the pair of atoms and the types of residues to which each atom belongs. And
to calculate entropy by the absolute method, we have to generate random conformations for
distribution density of random conformation.

o pl,(k,r)

The distribution density with respect to distance r between atom u and v sequentially
separated by k residues, of ideal free polypeptides. This is obtained from artificially
generated random peptide conformation by setting random dihedral angles along the
main-chain. The range of ¢ is (—7 < ¢ < 7), that of ¢ is (—7 < ¢ < 7), and w is either
0 or w. However, to generate more realistic or natural random structure, choosing a
combination of w, ¢, at random for each residue out of all possible combination of
w, ¢, in the statistically observed data, where observed ¢ and 1 angles are rounded
to nm/12, and w is rounded to either 0 or 7, in this study.

® Puy(k,7)
The distribution density with respect to distance r between atom u of any residue-type
x and atom v of any residue-type x sequentially separated by k residues, analyzed from
the selected protein structures from PDB.

o ook, ). p (k. r). ot (K, T)
The distribution density with respect to distance r between atom wu of residue-type a
(or any x) and atom v of residue-type b (or any x) sequentially separated by k residues,
analyzed from the selected protein structures from PDB.

In any case, when £ is larger than a certain threshold such as 15, the distribution density
puv(k,7) is considered almost identical and those are combined altogether.

The distribution density of distance with respect to the distance cannot directly obtained
just by observing the data set. First we need to make a histogram of the distribution. The
bin size of the histogram with respect to distance is variable. When the distance is short, the
bin size should be small enough (such as 0.2 A) to detect the small difference in distance,
while long, the size can be large (> 1.0 A). The distribution density with respect to the
distance is approximately calculated by interpolation using second order Bezier curve.
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Here we need to consider how to deal with N-terminal -NH3 group and C-terminal -COO~
group. Group -NH7 is positively charged as a whole, and the orientation of the group is not
supposed to affect the conformation strongly. In this study, group -NH7 is considered a single
atom N7 and independent of the residue-type. On the other hand, -COO~ is considered to
consist of three atoms CT,07, and OX” which are all independent of residue-types.

Consequently, the atoms dependent on residue-type are, H N, H* C®, and the atoms in-
dependent of residue-type are N7 ,C,0,CT,07,0%T.

e The combinations of atoms wv for the residue-type dependency being ax are those 20
below

~ H-C, H-0, H-CT, H-O7, H-OX,
— N-C, N-O, N-CT, N-O7, N-OX7
— H-C, Ho-0, He-CT, He-07, He-OXT,
— CoC, Co-0, Co-CT, Co-OT, C*-0XT,

e The combinations of atoms uv for the residue-type dependency being ab are those 16
below,

— H-H, H-N, H-H®, H-C®,
— N-H, N-N, N-H¢, N-C¢,
— N-H, N-N, N-H¢, N-C¢,
— He-H, He-N, He-He, He-Ce,
— Ce.H, C°-N, Co-H®, Co-Ce,

e The combinations of atoms uv for the residue-type dependency being xb are those 12
below,

— N7-H, NT-N, NT-H*, NT_C*,
— C-H, C-N, C-H*, C-C~,
— O-H, O-N, O-H%, O-C~.
e The combinations of atoms uwv for the residue-type dependency being zx are all those

whose u is one of N7, H, N, H*, C, C, O, and whose v is one of H, N, H* C%, C, O,
CT, OT, OXT. In total there are 63 compbinations.

4.1.2 The distribution density with respect to dihedral angles ¢, ¢y, w

The distance dependent distribution density is not accurate in terms of determining the
relative configuration of residues. For an internal degree of freedom for a residue, and the
relative configuration of straight two residues along residues, the combination of two or three
straight dihedral angles is the best indexing quantity to represent the conformation.
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° p"(¢,¢)
The distribution density with respect to the combination of dihedral angles ¢, of any

residue-type z, analyzed from the selected protein structures from PDB.

o p"(¢,¢)
The distribution density with respect to the combination of dihedral angles ¢, of

residue-type a, analyzed from the selected protein structures from PDB.

e p°(9)

The distribution density with respect to ¢ of any residue-type x, analyzed from the
selected protein structures from PDB.

° p(9)
The distribution density with respect to ¢ of residue-type a, analyzed from the selected
protein structures from PDB.

o o (V)

The distribution density with respect to ¢ of any residue-type x, analyzed from the
selected protein structures from PDB.

o p"(¢)
The distribution density with respect to 1 of residue-type a, analyzed from the selected
protein structures from PDB.

b p:c:c (¢7 W, ¢)
The distribution density with respect to the combination of dihedral angles ¢, w, ¢ be-
tween straight two residues of any types, analyzed from the selected protein structures
from PDB.

o p"(Y,w, )
The distribution density with respect to the combination of dihedral angles v, w, ¢
between straight two residues whose type is a and b respectively, analyzed from the
selected protein structures from PDB.

The distribution density with respect to angle combination is obtained from the his-
togram of the distribution with respect to angle combination, where the bin size is 7/12 for
¢ and v, and for w, w. The distribution density is approximately calculated by smooth-
ing the histogram, using two dimensional second-order Bezier interpolation surface for the
combination of ¢ and v, and for w, cis and trans are considered two discrete states.
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4.2 Statistical Data Compilation from Selected PDB structures

The PDB structures used in this study are listed below. The total number of chains is 1538.
The PDB entries are from PDB Release 102. The sequence identity between any two chains
is less than 30 %. The shortest chain is 40-residue long.

The list of 1538 protein chains is given in Appendix.

4.3 Entropy Table
The entropy table consists of element entropies below,
* 5oy o | | |
The entropies of ¢¢) angle combination for a residue. Sg, is for any residue type, and
Sgy for a specific residue type a. These are given as follows,

— Absolute method
Sty = —Ks [ [ (0. 0) np (6, 0)dvds

Sip = —Kp [ [ p(0:0)np (o, 0)dvds (20)
— Cross method

S;;fw = 0

St = K [ [ o0 S0 avdo (21)
— Net method

. T pt(h, ) . pt(9,0)

- _ 1 dyd

S = ~Ka [ | e g

P L LA X A X BN ’

i B/—w/—w (6, 0) " (o, 0) (#2)

o 750,575
The entropies of ¢ or ¢ angle for a residue. S§,5y are for any residue type, and S§,Sy,
are for a specific residue type a. These are given as follows,

— Absolute method
8§ = —Kn [ p(6)np(0)do

—T
s

S = —Kp [ p(0)np(0)ds

S = —Kp [ p") gt ()dy

—T

83 = —Kp [ o) np )y (23)

—T
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— Cross method

— Net method

wwvsww

. T p?(¢)

so = —KB/_Wp<¢>1npm(¢>d¢

St =0

« _ L P (1)

se = —KB/_Wanpzw)dw

S5 =0 (24)

% = e M ™

« _ T ) )

S = Ko | " ™

e W), W)

o= K [ ™ %)

The entropies of the combination of angles Yw¢ between two straight residues. S77, is
for any two straight residues, and Swm is for the two straight residues of residue-type
a and b. These are given as follows,

— Absolute method

S’dM(ﬁ -

S Ywo

1 s iy
~Kp Y [ [ e =i x m 0) np (b, = i X 7, 6)dody

—KBi/W /W P, w = i x 1, 6) In p® (b, w = i X, d)dbdi)
(26)

— Cross method

Sww

Sww -

— Net method

0

_KBg/ /Wp‘(lbw,w:ixw,qﬁ)

—T JTT

™

prw=ixme)
(i w=1x7,9)

dpdip
(27)
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(¢7 _iXW¢>
(P, w =1 xT,0)

ddy)
(28)

bb

Sax(k,) Sab(k‘) wa(k,) Smr(k‘)
The entropies calculated from distribution densities p2@(k,r), p (k,r), p% (k,7), p*=(k, )
respectively, and in case of absolute method, pf (k,r). They are calculated by equa-
tions 16,19,18, as mentioned before.

4.4 Calculation of The Entropic Landscape

Finally we are now ready to calculate the entropic landscape of given sequence. The entropic
landscape is a set of ASjwj, = Si _;, — S5~y the difference between sequence-dependent
and sequence-independent entropy of the fragment whose first residue’s position is iy and
last residue’s jy in the given sequence. Since iy < jo, the entropic landscape is a triangular
matrix of which each component is AS; ;.. a fragment’s Sequence-dependent entropy S; oo
is the sum of residue-pair-wise entropy S;; over all possible combinations of igjo but o < jo
in the sequence. So too is sequence-independent entropy. Thus, the entropic landscape of

given protein sequence is calculated as follows,

ASi i = S5 — 8¢

10~Jjo i0~Jjo
— — §¢
10<i<j<jo

Sor(j—i)—Sk(j—i) --ru=H/NH*CYv=C,0

= S>> | S®(j—i)—SI(j—1i) ---u,v=H,N, H*C" ,
10<i<j<jo uv
S(5 —4) — S (j—4) ---u=C,0,v=H,N,H* C®
(29)

where a is the residue type of i-th, and b is the that of j-th residue in the given protein
sequence.

In the previous subsection, entropies for dihedral angles ¢, 1, w were introduced, and to
make use of them and for the sake of accuracy, the calculation of S, Sf;, S7,. 1, 55,1 should
be slightly modified as below,

Si = S35 5

S; = 8%, —S%—S% (30)
(31)

z'c,i—i-l = S{Z%
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SS

1,14+1

—

s

S (1) +
He(l) +

v (1) + SHpa (1) + SHea (1)
fro(1)

Sﬁ’o(l)JrSwﬁ (1) + SHap(1)

ab
Sww

St (1) + Sty (1) + Sipa(1) + Sirca (1)

Stic(1) + St

o(1)

Syo(1) + Séao + Stao(1)
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5 Appendix

The list of protein chains used in the statistical analysis is below,

laymil,
1lpvcl,
11mb4,
1a2zA,
1a65A,
2a8vA,
lafrA,
2alch,
laull,
layaA,
1b08A,
1b3tA,
1b6vA,
1b8mA,
1b9wA,
1bebA,
1bihA,
1bmtA,
1bs2A,
1buol,
1by1A,
1cOnA,
1c2al,
1cbbA,
1c8dA,
1cc8A,
1cfbA,
1cizA,
1cliA,
1cnzA,
lcqqA,
lcwvA,
1czfA,
1dirA,
1d4fA,
1d7uA,
1d9sA,
1dczA,
1deoA,
1di2A,

1bevil,
1rvvl,
12asA,
1a34A,
la6cA,
12994,
lafsA,
lan4A,
lauoA,
layfA,
1b09A,
1b3ul,
1b71A,
1b80oA,
1b9zA,
1befA,
1bjaA,
3bmpA,
1bs4A,
1bupA,
1byqA,
1cOpA,
1c394,
1chel,
1c8kA,
lccvAh,
1cf9A,
1cjcA,
1clpA,
1co4A,
1caxA,
lcwxA,
lczpA,
1d2dA,
1d4o0A,
1d7yA,
1d9tA,
1dd3A,
lderA,
1diiA,

2bpal,
1sval,
256DbA,
1a3al,
1a6dA,
1a%nA,
lagjA,
9antA,
lauul,
layoA,
1bOpA,
1b43A,
1b74A,
1b8tA,
1bail,
1behA,
1bjfA,
1bn7A,
1bsmA,
1bvoA,
1byrA,
1c16A,
1c3gA,
1cbkA,
1c8ul,
lccwA,
1cfzA,
1cjwA,
1cmOA,
1co6A,
lcqyA,
1cx1A,
lcztA,
1d2fA,
1d4tA,
1d8bA,
1dabA,
1dd5A,
1deul,
1dixA,

1bvpl,
1tmel,
1a0aA,
2a3dA,
la6yA,
laa7A,
lahjA,
laocA,
lauwA,
layrA,
1b0xA,
1bdal,
1b77A,
1b8wA,
1bazA,
1bfrA,
1bjyA,
1bndA,
1bsrA,
1bvzA,
1bz0A,
1c1dA,
1c3mA,
1c75A,
1c8zA,
lcczA,
lcg2A,
1ck2A,
1cmbA,
1couA,
lcrxA,
lcxwA,
lczyA,
1d2KkA,
1d4vA,
1d8dA,
3daal,
1lddgA,
1devA,
1djO0A,

1covil,
1tphil,
1a0hA,
7a3hA,
1a73A,
laapA,
lahsA,
laorA,
laval,
2aylA,
1b16A,
1b4dkA,
1b78A,
1b93A,
1bbpA,
1bftA,
1bk7A,
1boul,
2btvA,
1bwdA,
1bz4A,
1c1kA,
1c3pA,
1c7jA,
1c96A,
1cdiA,
lcg7A,
1cklA,
1cmbA,
1cozA,
1cs6A,
lcxyA,
1dObA,
1d2nA,
1d5tA,
1d8jA,
1dbfA,
1ddjA,
1dgfA,
1dj7A,

1d4m1,
1bmv2,
1a01A,
1a49A,
1a79A,
laayA,
1ahuA,
laoxA,
lavpA,
lazpA,
1b1bA,
1bbeA,
1b7fA,
1b94A,
2bbvA,
1bgvA,
1bkcA,
2bopA,
1bull,
1bx4A,
1bzkA,
1c11A,
1c3yA,
1c7nA,
1cO9hA,
1cd9A,
lcghA,
1ckmA,
1cmiA,
1cp2A,
1ctqA,
lcybA,
1d0dA,
1d20A,
1d5vA,
1d81A,
1dbgA,
1dd1A,
1dgnA,
1dj8A,

28

levil,
1ilr2,
1al12A,
1admA,
1a81A,
labrA,
laihA,
laozA,
lavqgA,
lazsA,
1b224,
1b5tA,
1b7yA,
1b9hA,
1bdOA,
1bh9A,
1bkrA,
1bpyA,
1bu7A,
1bxdA,
1bzsA,
lclyA,
1c44A,
1c7qA,
1c90A,
lcdcA,
1ch4A,
1cktA,
1cmlA,
lcpzA,
1cuol,
lcydA,
1d0qgA,
1d2rA,
1d66A4A,
1d8uAl,
1dc7A,
1ddvA,
1dgsA,
1djnA,

1g291,
1ryp2,
1a25A,
ladyA,
1a88A,
ladel,
lajsA,
lapxA,
lawcA,
lazzA,
1b2pA,
1b63A,
1b87A,
1b91A,
1bd3A,
1bhdA,
1b10A,
1bgsA,
1buch,
1bxoA,
1bzyA,
1cizA,
1c4qA,
1c7sA,
1cb8A,
lcdtA,
1chmA,
1c12A,
1cmoA,
1cq3A,
lcvrA,
1cz1A,
1d0vA,
1d3vA,
1d6gA,
1d8zA,
1dcil,
1de3A,
1dgul,
1dkOA,

1g6ql,
1qqp3,
1a20A,
1abdA,
1a8rA,
ladjA,
lakhA,
1laqOA,
lawqgA,
1b00A,
1b34A,
1b66A,
1b8aA,
1b90A,
1be3A,
1bhgA,
1blxA,
1bqyA,
1buel,
1bxrA,
1c01A,
1c20A,
1cdxA,
1c7ul,
1cb9A,
1cdzA,
1cipA,
1c18A,
lcmzA,
1cqdA,
1cvul,
1cz4A,
1d1dA,
1d4al,
1d7cA,
1d9cA,
1dcqA,
1de6bA,
1dgwA,
1dkbA,

2mevl,
1cd34,
1la2pA,
1abil,
1a8ul,
2ae2A,
lalvA,
latlA,
lay9A,
1b07A,
1b3aA,
1b6tA,
1b8dA,
1b9rA,
1be9A,
1bhtA,
1bm9A,
1bsO0A,
1bunA,
1bxyA,
1c02A,
1c24A,
1c4zA,
1c7vA,
2cblA,
1ceul,
1cith,
1cleA,
2cmkA ,
lcqmi,
1cwbA,
1cz9A,
1d1qA,
1d4bA,
1d7qA,
1d9nA,
1dctA,
1delA,
1dhpA,
1dk8A,
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1dkqA,
1dmnA,
1dpfA,
1dqtA,
1dubA,
1dwmA,
1dz3A,
leldA,
1ebkA,
1e87A,
lec8A,
ledqA,
lefbA,
lehdA,
leikA,
lejnA,
lelul,
lepOA,
lesbA,
leuol,
lewwA,
leylA,
1f1zA,
1£3vA,
1f6al,
1fael,
1fehA,
1fiuA,
1f1cA,
1fonA,
3frul,
1£fvOA,
1fzqA,
1g66A,
1g8qA,
1gdOA,
1gp3A,
1hdOA,
1hi7A,
1hqcA,
1hwbA,
1idaA,
1livyA,

1dkzA,
1dmtA,
ldpgA,
1dqgzA,
1dujA,
1dwnA,
1dzfA,
le2al,
1ebmA,
1e88A,
lecel,
ledxA,
1ef9A,
lehil,
leiwA,
1ek6A,
lelwA,
lepxA,
lesjA,
leupA,
lex1A,
leyqA,
1£21A,
1f41A,
1f6wA,
1fafA,
1fezA,
2fibA,
1f1gA,
1fp0A,
1fs1A,
1fvkA,
1g17A,
1gbgA,
1g8xA,
1gdhA,
1gpeA,
1hdcA,
1hjrA,
1hgmA,
1lhwmA,
1ihbA,
1jbal,

1d16A,
1dmuA,
1dptA,
2drpA,
1duzA,
1dxeA,
1dzkA,
1e2tA,
lebqgA,
1e8mA,
lecrA,
ledyA,
lefvA,
lehjA,
leiyA,
lekgA,
1emOA,
leq6A,
lesrA,
leuvl,
lex2A,
lez3A,
1£24A,
1£52A,
1£74A,
1faol,
1ffyA,
1£j24A,
1f1iA,
1fp34A,
1fs7A,
1fwkA,
1g25A,
1g6sA,
1g99A,
1lgdtA,
2gsal,
2hdcA,
1hloA,
lhryA,
1hx2A,
1ihfA,
1jetA,

1d1jA,
1dnyA,
1dpuA,
1ds1A,
1dvOA,
1dxsA,
1dz1A,
1e2wA,
1e68A,
1e80A,
3ecal,
leedA,
lefyA,
1ehxA,
2eifA,
1lektA,
lemvA,
leq9A,
letel,
deugh,
lexbA,
lezgh,
1f2aA,
1£f53A,
1£f7dA,
1fbvA,
1£gjA,
1£j84A,
1f1KkA,
1fpoA,
1ftbA,
1fx4A,
1g2bA,
1g71A,
1ga6A,
1lgdud,
6gsvA,
2hddA,
2hlcA,
2hrvA,
1hykA,
1iibA,
1jfrA,

1d1uA,
1dosA,
1dqg3A,
1ds9A,
1dv2A,
1dy2A,
1dzoA,
1e304,
1e6il,
1e8rA,
1edOA,
lee8A,
leg3A,
leilA,
3eipA,
lekxA,
len7A,
leqfA,
letpA,
1evOA,
lexjA,
lezrA,
1f2dA,
1f5vA,
1£f7sA,
1fc3A,
1fgxA,
1fjkA,
1f1mA,
1fpwA,
1ftpA,
1fxjA,
1g31A,
1g72A,
1gakA,
1gg3A,
1gtxA,
lhelA,
1hm6A,
1hslA,
lhyuA,
liieA,
1jhgA,

1d1wA,
1dovA,
1dqaA,
1dsyA,
1dv8A,
1dykA,
1e01A,
1e39A,
le6uA,
1e91A,
lediA,
leejA,
leg7A,
1leibA,
1ejOA,
1lekzA,
lenfA,
leqgkA,
leu3A,
levhA,
lexkA,
lezwA,
1£2fA,
1f5wA,
1£81A,
1fc9A,
1fh6A,
1fjmA,
1fm9A,
1fq3A,
1ftrA,
1fx1A,
1g40A,
1g73A,
lgaxA,
1gh8A,
1guqgh,
1hf8A,
1hmdA,
1lhstA,
11024,
1io7A,
2jhbA,
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2d1dA,
1dozA,
1dqeA,
1dszA,
1dvjA,
1dymA,
1e0bA,
1e3jA,
le6VA,
1e9tA,
ledbA,
leeoA,
leg9A,
lei7A,
lej34,
1el0A4,
lenwA,
leqoA,
leu4A,
lewOA,
lexmA,
1f0kA,
1£394,
1£f5xA,
1£83A,
1fcdA,
1fhgA,
1fjsA,
1fmcA,
1fqvA,
1fugh,
1fxrA,
1g47A,
1g79A,
2gath,
1gh9A,
1gyfA,
1hfgA,
1hnjA,
1hull,
1i06A,
lirsA,
1j1yA,

1dmbA,
2dorA,
1dqgA,
1dt4A,
1dvnA,
1dynA,
1elbA,
le3yA,
1e79A,
1e9xA,
1ed8A,
leerA,
legjA,
1ei9A,
lejbA,
1elbA,
1eo0A,
lerxA,
leual,
lew4A,
lexrA,
1f0nA,
1£3hA,
1f5yA,
1£f8mA,
1fczA,
1fhoA,
1fkcA,
2fmtA,
1fr3A,
1fuil,
1fxyA,
1gb1A,
1g7dA,
1gc7A,
1ghhA,
1h8cA,
1hg7A,
2hpal,
1huqA,
1i0hA,
liscA,
1jmcA,

1dmOA,
1dpOA,
1dqiA,
1dtjA,
1dvoA,
1dysA,
1lel7A,
1eb3A,
leT7kA,
leabA,
ledhA,
leexA,
legxA,
leigh,
1lej8A,
1el6A,
leolA,
3eral,
leuch,
lew6A,
lextA,
1£0yA,
1f3mA,
1£f604A,
1£8yA,
2fcbA,
1fipA,
1fknA,
1fnsA,
1fr7A,
1fujA,
1£fy7A,
1gbtA,
1g7eA,
1gcoA,
2gliA,
lhcnA,
2hgsA,
ShpgA,
lhuul,
1i0vA,
1ithA,
1joyA,

1dmhA,
1dp4A,
1dqpA,
1du2A,
1dwOA,
1dytA,
1e19A,
1ebdA,
1e85A,
1ebfA,
ledoA,
lef4A,
1eh9A,
leijA,
lejfA,
lelkA,
leokA,
3erth,
leuhA,
lewfA,
leyhA,
1f0zA,
1f3uA,
1624,
1£f94A,
1fd3A,
1fiqA,
1f10A,
1fnul,
1frsA,
1furA,
1fybA,
1g61A,
1g8kA,
lgcuA,
2gmfA,
lhcrA,
2hhmA,
1hq3A,
1hwiA,
1i11A,
1ivhA,
1kbal,
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4kbpA,
lkwal,
11k1A,
ImfmA,
1mnmA,
1n5wA,
2nmbA ,
lolgA,
lounA,
1pfkA,
2polA,
1qavA,
1qd9A,
1qgoA,
1qi9A,
1qk1A,
1gmhA,
1qp2A,
lqgsA,
1gstA,
1rirA,
1r16A,
3sdhA,
1srrA,
1tf4A,
1toal,
2uplA,
1vrkA,
1xval,
1zeil,
lafwB,
lauiB,
1b6cB,
1bdmB,
1bquB,
2cbbB,
1cxzB,
1dj7B,
1le7aB,
1lej1B,
lexzB,
3fapB,
1fvaB,

1kdxA,
1kxiA,
11ktA,
1mgsA,
1mntA,
In72A,
1noyA,
lom2A,
1pa2A,
4pgal,
2pooA,
1qazA,
1qddA,
1qgxA,
1qibA,
1gksA,
1gmqgA,
1qpoA,
1qqvA,
1qtfA,
1r2al,
1rmvA,
1seil,
1srsA,
1tfal,
1tpkA,
lurnA,
1lvsrA,
1xyzA,
1zpdA,
2ahjB,
lauyB,
1b6sB,
1bdyB,
1bteB,
1ccwB,
1402B,
1d15B,
lecfB,
1ek1B,
leyvB,
1fbgB,
1£fx3B,

1kevA,
3ladA,
11opA,
lmgtA,
1molA,
2nach,
1npiA,
lonel,
6paxA,
1phnA,
1psdA,
1qbOA,
1qdvA,
1gh4A,
1qiuA,
1q104A,
1gqmuA,
1qpzA,
1qr0A,
1qtoA,
1ravA,
1rnfA,
1shal,
1sryA,
1tgoA,
1trkA,
lurol,
lwapA,
lyacA,
830cB,
1laisB,
1avbB,
1b72B,
1be3B,
1btkB,
TceiB,
1d09B,
1dokB,
lecmB,
1ekbB,
1£0jB,
1fcjB,
1fxoB,

1khmA,
11beAl,
11pbA,
1mhdA,
1mpyA,
2napA,
InscA,
lonrA,
1pbwA,
1picA,
1pszA,
1gb7A,
1qgexA,
1ghbA,
1qj4A,
1qlah,
1gmyA,
1qq24,
1qr2A,
1qtrA,
2raml,
1rodA,
1shcA,
1stml,
1tgxA,
1tsrA,
luteAl,
1wdnA,
lyagh,
1a28B,
1allB,
lavsB,
1b79B,
1bf6B,
1buhB,
1c£f7B,
1d4vB,
1ds6B,
lee2B,
lemvB,
1£37B,
1fecB,
1fzrB,

1k1laA,
11ckA,
31riA,
6mhtA,
1mspA,
inbal,
2nsyA,
lopbA,
1pcfA,
1pjcA,
2pspA,
1gbhA,
1qf6A,
1ghfA,
1qjtA,
1qlmA,
1gniA,
1qq4A,
1qreA,
1qtsA,
3rabA,
1rpjA,
1shfA,
3stdA,
3thil,
1tx4A,
lvcal,
1wjbA,
1ybvA,
1a4iB,
1am9B,
lawcB,
1b7yB,
1bh9B,
1bunB,
1cjxB,
1d8dB,
1dszB,
leerB,
1e06B,
1f49B,
1fhwB,
1gleB,

1knyA,
1lehA,
2masA,
1mkal,
2msDbA,
1nbcA,
IntcA,
lopmA,
2pcfA,
2pldA,
2pval,
1qcbA,
19f9A,
1ghkA,
1qjvA,
1qlpA,
1gnjA,
1qq54,
1qrrA,
1qtwA,
1rblA,
1rpxA,
1shsA,
1svpA,
1tkiA,
1tyfA,
1vcbA,
1wtuA,
lycqA,
1a6DbB,
laoeB,
lay7B,
1b8iB,
1bi2B,
1byfB,
1cksB,
1dbwB,
1dtdB,
leesB,
1e09B,
1£51B,
1fiqgB,
1g6uB,
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1koDbA,
21efA,
1mdyA,
1mkcA,
2mssA,
InciA,
1nubA,
lordA,
3pcgA,
1pmpA,
3pviA,
1qc7A,
1qfeAl,
1ghoA,
19k8A,
1qlwA,
1gnkA,
1qqfA,
1qryA,
1qu6A,
1rdzA,
3rpbA,
1smlA,
1swul,
1t12A,
1u2fA,
1vfrA,
1wwcA,
lyrgh,
1a6jB,
laohB,
2azoB,
1babB,
1bi7B,
1clyB,
1cpcB,
1dceB,
1dtwB,
leexB,
1ep3B,
1£5mB,
1fjeB,
1g72B,

1kp6A,
11faA,
3mddA,
1mknA,
1mugA,
1nfkA,
1nzyA,
lotcA,
1pdkA,
3pmgA,
1pyiA,
1qciA,
1qfpA,
1ghvA,
19k9A,
1gmbA,
1gnrA,
1qqhA,
1gs1A,
1quuA,
1reqA,
1rthA,
1sppA,
1t1dA,
1t1fA,
4ubpA,
1viyA,
1xbrA,
1ytbA,
1a95B,
laojB,
1b4fB,
3bamB,
1bkpB,
1c30B,
2cpgB,
1devB,
1e0jB,
1eg9B,
lepfB,
1£59gB,
1£]gB,
1g8kB,

1kptA,
11£fdA,
1meel,
2ml11A,
1mwpA,
2ngrA,
2o0ath,
lotfA,
1pdxA,
1poiAl,
1gamA,
1qckA,
1qftA,
1ghxA,
1gkjA,
1gm9A,
1gnxA,
1qqiA,
1gsal,
1qval,
1rfnA,
1sach,
2spcA,
1tbal,
4tmkA,
lugiA,
1vhrA,
1xgsA,
1ytiA,
1a9nB,
2arcB,
1b5gB,
1bcmB,
1bouB,
1c9kB,
lcruB,
1dfoB,
1e3uB,
legaB,
leuvB,
1£60B,
1fo1B,
1gdoB,

lksal,
21isA,
1memA,
1mmsA,
1n45A,
InmtA,
lofgA,
lotgA,
3pdzA,
1poxA,
1qauA,
1qcxA,
1qgiA,
1qi7A,
1qkkA,
1gmgA,
1qorA,
1qqlA,
1gsdA,
1qvbA,
lrgeA,
2scpA,
2sqcA,
1tcol,
2tnfA,
1unkA,
2viul,
1xnal,
lyuil,
1abrB,
latzB,
1b67B,
1bcpB,
1bpoB,
1c9pB,
lcwpB,
1dgtB,
1e42B,
legiB,
levlB,
1£f8rB,
1friB,

1gglB,
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1gnkB,
1ibrB,
1nddB,
1psrB,
19j5B,
1rfnB,
1tciB,
1lycsB,
1c04C,
1duxC,
1£fiqC,
2kauC,
1qjzC,
1ytfC,
1£21D,
1mtyD,
1cziE,
1pekE,
2occF,
1hq3G,
1d1fH,
1dx51,
1jrhI,
1£jgkK,
le6gM,
losp0,
1£jgR,
1£1tW,

1gotB,
1if1B,
2ngrB,
1gb2B,
1qjbB,
1rrpB,
1theB,
1ytfB,
1cOmC,
1dxrC,
1£jgC,
1meyC,
1qqrC,
1zmeC,
1£jgD,
1qo3D,
1d3bE,
1qo0E,
2pjrF,
1mtyG,
1duvH,
1e0fI,
8rucl,
2bbkL,
1£jgM,
1dfuP,
1hiwR,
1hrOw,

1guxB,
1itbB,
2nl1B,
1gbeB,
1qlaB,
1rypB,
2tpsB,
1zagB,
1c8nC,
1dxxC,
1£j1C,
1mroC,
2rslC,
lagqD,
1fkaD,
1gsmD,
1e08E,
1sgpE,
lpueF,
1gsgG,
1dxrH,
1e79I,
1sgpI,
1d3bL,
1pprM,
1dp7P,
1tbrR,
1f1tX,

2guxB,
1jckB,
2o0ccB,
1qd1B,
1gn2B,
1scjB,
1triB,
1zymB,
1cvsC,
leaiC,
1fsgC,
1mseC,
4sbvC,
1bcpD,
1fmOD,
1quqD,
lepmE,
6tmnk,
1c4rG,
lyagG,
1hq3H,
1lejlI,
4sgbl,
1fakL,
1a02N,
1e4cP,
1tocR,
1lregX,

lhcgB,
1jkmB,
lotcB,
1qd1B,
1qopB,
2scuB,
1tvxB,
2afgC,
1d2zC,
1ebdC,
1fvuC,
1n5wC,
1tc3C,
1be3D,
1fm9D,
1tf6D,
1exbE,
1zfpE,
1deeG,
2bbkH,
2irfH,
1f001I,
3sicI,
1fjglL,
1b33N,
1fjgP,
1xdtR,
1wwbX,

1hq3B,
1jswB,
1p35B,
1qfhB,
1qrjB,
1semB,
4ubpB,
1ak4cC,
1dazC,
lefaC,
1fxkC,
1npoC,
1t£xC,
1d2zD,
1g6wD,
1thfD,
1fqjE,
laotF,
leex@G,
1bi6H,
2occH,
1f2rI,
1smpI,
1fjsL,
1czaN,
1i1iP,
1£jgS,
lwwwX,
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1hxrB,
11latB,
1pdkB,
19g3B,
1qrvB,
1s1tB,
lueaB,
lavaC,
1dceC,
1£15C,
1g3kC,
1pdnC,
1ubdC,
1dpsD,
1g73D,
lagrE,
1gecE,
1bcpF,
lekjG,
1cbcH,
laniI,
1£jgl,
1stfI,
1h2rL,
lefdN,
1kapP,
1h2rS,
1bryy,

1hyoB,
11ucB,
1plfB,
19g7B,
1gs8B,
1smtB,
1vpsB,
1b35C,
1dcoC,
1£2nC,
2hapC,
1qb3C,
1vcbC,
1dubD,
1h7wD,
lapmE,
1gegE,
1bvyF,
1£]gG,
1d0iH,
lavglI,
1flel,
1tgsI,
lhfel,
1£jgl,
1sknP,
1hfeS,
1bu6bZ,

1i4gB,
1mpgB,
1poiB,
1qgtB,
1qvcB,
1smvB,
1wdcB,
1bbzC,
1de4dC,
1£2rC,
1hx6C,
1gbjC,
1wdcC,
leayD,
41ipD,
1cseE,
lhagE,
3chbF,
1g9nG,
1danH,
1cewl,
1hrtI,
lypcI,
1bqqM,
laon0,
3ygsP,
1£02T,

1iakB,
1mroB,
8prkB,
1qipB,
3ranB,
1sppB,
1xikB,
1bc8C,
1diiC,
1fcdC,
1jsuC,
1gh8C,
1xxaC,
1lej6éD,
1mnmD,
lcvjE,
2occE,
1f9aF,
1gotaG,
1djrH,
1csel,
licfI,
1fjgJd,
1d7pM,
1gdi10,
1£igQ,
1fjgT,
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