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Abstract

Although an ordered 3D structure is generally considered to be a necessary pre-condition for
protein functionality, there are disordered counter examples found to have biological activity. The
objectives of our data mining project are: (1) to generalize from the limited set of counter exam-
ples and then apply this knowledge to large data bases of amino acid sequence in order to estimate
commonness of disordered protein regions in nature, and (2) to determine whether there are dif-
ferent types of protein disorder. For general disorder estimation, a neural network based predictor
was designed and tested on data built from several public domain data banks through a nontrivial
search, statistical analysis and data dimensionality reduction. In addition, predictors for identifi-
cation of family-specific disorder were developed by extracting knowledge from databases generated
through multiple sequence alignments of a known disordered sequence to other highly related pro-
teins. Family-specific predictors were also integrated to test quality of gemeral protein disorder
identification from such hybrid prediction systems. Out of sample cross validation performance of
several predictors was computed first, followed by tests on an unrelated database of proteins with
long disordered regions, and the application of few selected predictors to two large protein data
banks: Nrl_ 8D, currently containing more than 10,000 protein fragments of known 3D structure,
and Swiss Protein, having almost 60,000 protein sequences. The obtained results provide evidence
that long disordered regions are common in nature, with an estimate that 11% of all the residues
in the Swiss Protein data bank belong to disordered regions of length 40 or greater. The hypothesis
that different protein disorder types exist is supported by high specificity/low sensitivity results of
two family-specific predictors, by hybrid systems outperforming general models on a two-family test,
and by existence of significant gaps in Swiss Protein vs. Nrl_8D disorder frequency estimates for
both families. These findings prompt the need for a revision in the current understanding of protein
structure and function, as well as for the developing of improved disorder predictors that should
have important uses in biotechnology applications.

1 Introduction

Proteins represent one of the most important and versatile classes of biological macromolecules. From
catalyzing reactions to transmitting information within and between cells to providing the building
blocks of biological structures, proteins carry out many important functions indispensable for life. One
basic property of these molecules is their shape or 3-dimensional structure, as protein structure and
function are intimately intertwined. Thus, the study of protein structure is of paramount importance
for deepening our understanding of many biological processes.

When a protein is in its functional state, it is called native; upon loss of function, it is called
denatured (Through the remaining of this paper, terms in italics are explained in the
glossary, unless completely defined in the text). The native form of a protein is assumed to



have a specific 3D structure, and the loss of function, or denaturation, is assumed to be associated
with unfolding or loss of the specific 3D structure. The 3D structure of a protein is generally taken to
be a prerequisite for function. Indeed, the current “central dogma” of molecular biology states that
information flows in the following manner:

DNA — mRNA — amino acid sequence — 3D structure — function,

where the step from amino acid sequence to 3D structure is considered so important that it has
been called “the second half of the genetic code”, and so difficult to understand from basic principles
that this “protein folding problem” is considered to be one of the “Grand Challenges of Computer
Science” [12]. In fact, a simplified model of the protein folding problem using lattices to discretize the
space of conformations that the protein can assume is known to be an NP-hard problem [15].

The usual approach to the protein folding problem is to start with a collection of proteins of known
3D structures and their associated amino acid sequences. The sequence-3D structure relationships
among these “knowns” are used to develop rules, energy functions, or other means to predict the 3D
structure from amino acid sequence for a set of test proteins.

X-ray diffraction from protein crystals has provided the most information about the structures
of proteins. In such studies, many proteins are found to be nonuniform, having both structured
and disordered regions. The structured regions scatter x-rays coherently and so are observed. The
disordered regions, however, fail to form fixed structures and so scatter x-rays incoherently. Because
of the lack of coherent scattering, such disordered regions fail to contribute intensity in the resulting
electron density maps [16], and so are invisible in the structure.

In previous attempts to predict 3D structure from amino acid sequence, these disordered or un-
folded parts identified in protein crystal structures have been completely ignored. However, over the
years, several such disordered regions have been discovered to be required for function. Selected ex-
amples include triose phosphate isomerase it binding with triose phosphate [2], avidin with biotin [24],
the S-peptide with RNAse S [18], myosin with actin [32], tobacco mosaic virus (TMV) coat protein
with its RNA [7], tyrosyl tRNA synthetase with its tRNA [14], and the trp repressor [28], the lac
repressor [25] and Bam H1 [27] with their respective DNAs. Also, determination of protein struc-
ture by nuclear magnetic resonance (NMR) and structural characterization by other methods have
uncovered additional proteins with functional disordered regions, including some that are apparently
entirely disordered or unfolded [8, 11, 17, 22, 30, 43]. The terms natively unfolded [43] and natively
disordered [36] have been suggested for describing proteins that are partially or entirely unfolded in
their functional states.

A particularly interesting example of a natively disordered protein is calcineurin (CaN), a cal-
cium/calmodulin (CaM) regulated serine/threonine phosphatase [20]. This protein contains three
unobserved or disordered regions, the longest of which spans 95 consecutive amino acids [19]. This
longest disordered region contains the binding site for CaM. This site had previously been shown
to be disordered by its sensitivity to protease and to become resistant to protease upon CaM bind-
ing [26]. Protease digestion is one way of estimating order or disorder in a given region of a protein
molecule, so these experiments imply that the calmodulin binding region of CaN is normally disordered
and becomes ordered upon binding to CaM. In general, for this and other natively disordered pro-
teins or proteins with natively disordered regions involved in binding, molecular recognition depends
on disorder-to-order transitions as the natively unfolded proteins form complezes with their cognate
partners [2, 5, 40, 41].

Given that disordered or unfolded regions frequently have function, the omission of such regions is
a serious deficiency in previous attempts to solve the protein folding problem. The goal of the present



study is to estimate the importance of including the prediction of order and disorder as part of the
protein folding problem.

2 The Protein Disorder Prediction Problem

Despite many reported examples of proteins with natively disordered regions, their commonness and
function in nature is unknown. Another interesting unresolved question is whether there are distinct
classes or types of disordered regions.

Solutions to these problems can not be found by searching an existing database of proteins with
known 3D structure. First, information about protein disorder is not included in the current protein
structure databases in any organized way. Second, the current structural databases are likely to be
strongly biased against natively disordered proteins, if they are common, because such proteins are
potentially difficult to isolate and purify, and because they would be refractory to crystallization,
which is a necessary precondition for the determination of 3D structure by x-ray analysis.

Here we propose an alternative, data mining approach to determine whether disordered regions
are common and whether distinct classes of disorder exist. Our approach depends on the development
of a method to estimate the likelihood that a given amino acid sequence is natively folded or natively
unfolded and the application of this method to a large database of amino acid sequences whose 3D
structure is still unknown.

This represents a completely new problem in the protein structure prediction domain,
having all the efforts in this area been directed towards the prediction of protein 3D
structure, rather than lack of structure. In this sense, this paper shows how data mining
techniques can help address a problem that has important implications in this domain,
yet it is difficult to tackle due to scarce available data.

Amino acid sequence determines protein 3D structure [3], and so we reasoned that it should also
determine lack of structure as well [35]. To test this hypothesis, a data engineering process for creating
a labeled data set of ordered and disordered protein segments is proposed in Section 3, followed by
data analysis, attributes generation, and data dimensionality reduction, as described in section 4.,
and a predictive model design through machine learning, its analysis and application methodology,
explained in Section 5. Our explorations with neural network (NN) based disorder predictors reported
in Section 6 indeed demonstrated strong relationships between amino acid sequence attributes and
lack of foldability as discussed in Section 7.

3 Target Databases Construction

The development, testing and application of protein disorder predictors required prior construction
of several databases, each containing a sufficiently large balanced set of two-class examples (ordered
and disordered amino-acids). Several public domain protein data banks were used for this purposes
as summarized in Figure 1 and as explained in more details in this section.

3.1 Identifying Confirmed Disordered Proteins

The Protein Data Bank (PDB) [1] at the Brookhaven National Laboratory is a public domain archive
containing information on more than 6,000 experimentally determined three-dimensional structures of
proteins, most of them by x-ray crystallography. The PDB is comprised of a series of text files, one for
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Figure 1: Target databases construction

each protein, containing the three dimensional coordinates of the studied molecule, various information
about it, and the determination experiment, including bibliographical references, method of structural
determination, other relevant experimental data, secondary structure assignments and the like. Most
of the extra information is labeled as “remark.” In principle, this source can be searched to identify
all proteins reported to contain missing coordinate data, which would identify the disordered atoms.
However, in practice, finding this information automatically (without reading the loosely structured
“remarks” in PDB files) is a non-trivial task due to:

e lack of a standard format for reporting disordered regions in the PDB files (e.g. although invisible
parts of the electron density maps are usually reported as “possibly disordered,” reports of
“weak” or “no electron density” are also used; sometimes coordinates from given residues are
simply missing, with no more explanation about the reason why they are omitted);

e inappropriate continuous 3D map labeling for disordered regions in some proteins (although co-
ordinates for the atoms of a disordered region cannot be determined experimentally, coordinates
for such regions are sometimes inserted in the dataset through use of various methods, such as
model building).

e gaps in the 3D map labeling that do not correspond to disordered regions (that is, disordered
regions lead to gaps in the 3D map labeling due to missing coordinate data; however, gaps in
the 3D map labeling do not necessarily correspond to disordered regions, because non standard
numbering is often used).

e the existence of multiple entries for the same protein or nearly identical proteins. When multiple
entries occur, all versions must be found and checked to confirm the presence of the same
disordered regions in all of them. This search is not a trivial task, because the IDs or the
headers of multiple versions of a protein are not necessarily related.

e existing complexes of two different molecules (these should be avoided since disordered regions
tend to become ordered upon binding to a substrate).



e no easy way to interface the database with a search program (the files can be transferred via
ftp from the Brookhaven National Laboratory, which requires frequent updates to keep the data
bank current and either a large storage capacity or a multiple phase search on a local system.

Given these difficulties, no effort was made in this study to identify all proteins with confirmed
disordered regions in the PDB. The idea was to find a sufficiently large set of proteins with confirmed
disordered regions as needed for the design of a neural network predictor. This was achieved by using
the following procedure (denoted as step 1 in Figure 1):

1. Keyword search on PDB files. A preliminary exploration of the PDB suggested that “dis-
order” and “disordered” were the most common descriptors for unobserved regions. Therefore,
the search space was reduced by using the 3DB browser at the PDB world wide web page to
generate names of files containing the keyword “DISORDER”. This way, the number of files to
download from the PDB FTP site was a fraction of the total contents of the data bank.

2. Gaps identification in 3D coordinate entries. A computer program was devised to read
the 3D coordinate entries in the downloaded PDB files, searching for gaps, that is, regions
of contiguous residues missing from the 3D coordinate entries. The program selected any file
having gaps greater than 8 residues in length. This procedure misses those disordered regions
that are included in continuous 3D labeling as explained previously, but a preliminary exploration
indicates that those regions represent a minority of the reported disordered regions in PDB.

3. Elimination of unwanted sequences. The selected files were scanned to remove:

complexes (discarded due to their tendency to become ordered upon binding);
theoretical models (discarded for lack of experimental confirmation);

NMR structures (discarded due to existence of multiple 3D models in some files, which
complicated the search process).

repeated or almost identical sequences (if a disordered region did not appear in all repeated
or almost identical sequences, then all of them were discarded for inconsistencies; otherwise,
a protein containing the longest common disordered segment was selected and the remaining
are deleted);

sequences with unconfirmed disordered regions (only PDB entries that clearly confirmed
that the gaps found in the 3D structure by our program are disordered regions were ac-
cepted).

A disorder sequence might have no fixed structure whatsoever or be partially folded, having sec-
ondary structural elements but with substantial flezibility, where the latter case occurs only in suffi-
ciently long regions. This is one of the reasons that prompted us to focus our study to long disordered
regions only. The other reason is to profit from the “biased coin effect”, meaning that, when predicting
long disordered regions, even a weak residue-by-residue predictor can provide strong region-by-region
predictions.

Statistical analysis (step 2 in Figure 1) of the constructed database of proteins having confirmed
disordered regions was used to determine a size threshold ¢ for long disordered regions in our database.
A subset of the disordered regions database, denoted as LDR, was built using only those disordered
regions of size ¢ or longer.



3.2 Creating Family-Specific Disorder Databases

Given the small size of the LDR database, the straightforward approach of splitting it and comparing
prediction models designed on disjoint data subsets to find out if there are different protein disordered
“flavors” was impossible. An alternative method proposed in this study is to design family-specific
predictors developed on data generated from multiple alignments of a disordered protein from the LDR
database (step 3 in Figure 1) with a family of highly similar (homologous) protein sequences (steps 4
and 5 in Figure 1). This disorder database enlargement technique is based on the fact that functionally
similar proteins have highly similar 3D structures. Thus, we can assume that the homologues have
highly similar ordered regions as in the original protein from LDR; by aligning them, it is possible to
identify the approximate location of disordered regions in all the proteins in the alignment. In this
study, a protein binding and a DNA binding protein from LDR were selected for this data-enlargement
process using versions of the same molecule found in different living beings and obtained by searching
the Swiss Protein database (SwissProt), which is a large collection of close to 60,000 protein sequences
whose structure is mostly unknown. This yielded substantially larger family-specific databases of
proteins with long disordered regions, as will be discussed in the Results section.

3.3 Generating Balanced Databases

Nrl_.3D [29] is a structural database containing more than 10,000 protein fragments derived from the
data contained in PDB, developed to facilitate searching and cross referencing. A Nrl_3D characteristic
important for our study is that it contains only ordered residues from PDB, that is, any residues that
do not appear in the 3D coordinate entries of a PDB file are omitted from Nrl 3D, which explains
why the database is mostly comprised of protein fragments instead of full sequences. This means that
all the residues in this database can be considered ordered and so a random subset corresponding in
size to the number of disordered residues gathered from LDR and from family-specific LDR (steps 6
and 7 in Figure 1) can be used to generate balanced training and testing sets in all experiments and
to reduce homology effects in family-specific experiments (step 8 in Figure 1).

4 Knowledge Representation and Dimensionality Reduction

Once labeled and balanced datasets are created, it is critical to focus on the construction of training
patterns by identifying an appropriate knowledge representation, generating attributes (step 9 in Figure
1) and reducing initial patters dimensionality (step 1 in Figure 2a, and steps 1-3 in Figure 2b).
Methodology used to achieve these steps is described in this section.

4.1 Knowledge Representation

All structural prediction techniques applied on proteins need to take into account that
groups of amino acids act together to determine structure [38]. Thus, some information
about neighboring residues is always included in such a predicting model. For example, in
protein secondary structure prediction experiments [31], information for a given position in a protein
sequence is usually represented by an ordered list of residues surrounding each sequence position and
measured over a window of some fixed size k (typically 9 < k < 21). To represent such a categorical
list, each residue has to be represented by a vector of 20 binary values (one for each possible amino
acid) resulting in 20k-dimensional patterns. Such a large number of features requires huge training
datasets for a reasonable predictor development (due to the “curse of dimensionality” that requires
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a hybrid system (3 dimensionality reduction transformations are data specific and each is different)

an exponential number of patterns with respect to the number of features in order to design a reliable
predictor for a given non-linear phenomenon [6]).

The small size of the data sets with confirmed protein disorder regions available for this study
precludes such a sparse representation. So, in order to extract information from protein sequences,
in our project a series of numerical (real-valued) valued attributes are calculated for each sequence
position. An attribute associated with a given sequence position is averaged over a window of con-
tiguous residues at and around that position. So, for example, if we have a protein amino acid
sequence like: aq,as,...,a, and we want to use as an attribute a numerical property P(a;)
associated with each amino acid a;, the value of P for a given position m in the sequence
will be given by

where k is the number of residues in a window centered at sequence position m.

In this way, each attribute is represented by a single numerical value rather than 20, and so this
representation results in much smaller patterns. Also, pattern size in this case is independent of the
size of the window, whereas in the list of residues representation, window size directly determines
pattern size.

After n attributes are calculated for a given position in the protein sequence, they are labeled with
the class associated with that position (the class meaning either “ordered” or “disordered”) to create
an n- dimensional pattern suitable for data mining processing.

4.2 Pattern Dimensionality Reduction

Pattern dimensionality reduction is carried out due to: (a) a large number of potentially useful at-
tributes subject to the “curse of dimensionality” constraints; (b) attributes that may have little or no



relation with the characteristic to be predicted; and/or (c) redundancy produced by highly correlated
attributes. Item (a) is of major concern here as the number of available LDR patterns is not very
large.

The feature selection and feature extraction methods for pattern dimensionality reduction consid-
ered in this study are summarized in this section.

4.2.1 Feature Selection

The feature selection approach to reducing the data dimensionality consists of eliminating a number
of attributes from the original set in such a way as to minimize the information loss. Feature selection
consists of: (1) a technique to search the space of all candidate feature subsets to find the optimal
one; and (2) a criterion to compare among different subsets.

Due to combinatorial explosion, an exhaustive search of all possible feature subsets to find the op-
timal choice is impractical for all but the smallest number of features. Fortunately, p-feature selection,
that is, identifying the optimal p features for our problem is possible by performing so called branch
and bound search [34] and employing a monotone selection criterion.

The branch and bound search process consists of exploring the candidate feature subsets in a tree-
like fashion, starting from the original feature set —including all attributes, and going down the tree
by removing one feature at a time. Thus, the first level of the tree consists of all feature subsets of size
d—1, where d is the number of features in the original set, the second level contains the subsets of size
d — 2 and so on. If a given subset has a criterion value that is smaller than that of a subset located
at a lower level in the tree, then all the nodes below it are eliminated because, by the monotonicity
property, their criterion values can not be larger.

The monotone selection criterion used in this study is the Mahalanobis distance, which is inversely
proportional to the minimum error probability and measures the overlapping of class distributions.
In a two-class order/disorder problem patterns can be grouped into two clusters, depending on their
class. The Mahalanobis distance A between the two data clusters with mean vectors 1 and uo is
computed as

A= \/(Mz — 112) T8 (p2 — pa)
where

(n1 — 1)21 + (n2 — 1)22
n1 + ng — 2

S =

and nq and ns are the number of patterns in each cluster, while 31 and X5 are the clusters’ covariance
matrices.

4.2.2 Feature Extraction

In feature extraction methods, attributes in the d-dimensional patterns are combined to produce
smaller-dimensional patterns of p features. To achieve this reduction with a minimal information
loss our study employed a linear transformation technique called principal components analysis [6],
or PCA. This method relies only on the original attributes, without considering the respective class
information as in the p-feature selection method.



The PCA algorithm maps d-dimensional patterns x; to p-dimensional vectors z;, where p < d.
Vectors x; can be represented as linear combinations of d orthonormal vectors u; as

d
X; = Z zZ;u;
i=1
and can be approximated by

P d
fcj = Zziui + Z biu;
i=1 i=p+1
where all b; are constants.
The minimum approximation error occurs when the basis vectors u satisfy

Yu=J)u

meaning that they are the eigenvectors of the data set covariance matrix 3. The b;s of this minimum
error approximation correspond to the eigenvalues, A;. So, the minimum error of a p-dimensional
approximation is achievable by discarding the d — p smallest eigenvalues and their corresponding
eigenvectors.

In practice, the data set is first normalized so that each feature has zero mean and unit variance, and
then the eigenvalues and eigenvectors of the covariance matrix are calculated. To generate a reduced
p-dimensional data set, the original patterns are projected onto the eigenvectors corresponding to the
p largest eigenvalues. This modified data set is used to develop the neural network predictor.

5 Predictors Development and Performance Analysis

All predictors considered in this study were based on feed forward neural networks with one hid-
den layer employing supervised learning from examples through the backpropagation learning algo-
rithm [44] (step 2 in Figure 2a, steps 4-6 in Figure 2b). For each data set, an appropriate architecture
is decided by a trial and error process, where the network size is bounded according to the size of the
available training data set.

Although all predictors were neural network based, they can be categorized as:

e general - single models trained using all available disordered examples (Figure 2a);
e family-specific - single models trained to predict a particular type of disorder; and

e hybrid - systems that combine family-specific predictors into more general disorder predicting
systems by using an arbiter neural network decision when the base predictors disagree (Figure
2b).

5.1 Cross-Validation Analysis

Neural network predictors developed on data sets obtained using PCA and p-feature selection were
tested through a 5-cross validation process.

In experiments using feature selection-based data reduction, features were identified through an
analysis performed on all available data and reduced dimensional data is randomly partitioned into
five disjoint subsets each balanced as to have the same number of ordered and disordered patterns.



In contrast, when using PCA-based feature extraction, the data is partitioned before preprocessing,
PCA is carried out separately on each “raw” training set, and the resulting eigenvector matrix is
used to transform the originating training set and the corresponding validation and testing sets to a
lower-dimensional space.

When analyzing a specific single neural network-based predictor, 4 of these data subsets are merged
and then randomly partitioned in the following manner: 80% of the data points is used to train a neural
network, while the remaining 20% is used to measure quality of the predictor during training as to
decide when to stop the training process. Generalization is reported by testing the trained predictor’s
accuracy on the remaining fifth data subset. This process is repeated thrice per experiment, each time
starting from different initializations of the neural network parameters, and the results are averaged.
A total of five experiments are performed, each leaving out a different data subset for out-of-sample
testing. The averaged testing result of these 15 neural networks is used to compare among different
feature reduction techniques.

In a hybrid prediction system separate feature reductions were performed for each of two base
family-specific models, as well as for the arbiter network. In such a system, and assuming feature
selection-based dimensionality reduction, 5-cross validation process steps consisted of:

1. selecting features for each of two family-specific data sets denoted as set; and seto;

2. generating two groups of patterns from each original family-specific data set:

e sety ; consisting of Family-1 data with Family-1 features;
e sety o consisting of Family-1 data with Family-2 features;
e seto; consisting of Family-2 data with Family-1 features; and

e setoo consisting of Family-2 data with Family-2 features;

3. partitioning each of these data sets into 5 balanced subsets as in the single predictor case, but
preserving the ordering of the patterns within the sets (e.g. i-th pattern on set;; and on set; o
should both come from the i-th pattern on set;);

4. generating training, validation and testing sets for each family-specific predictor and training
them as usual;

5. generating 15 arbiter training data sets (one for each 5-cross validation experiment) by:

e testing family-specific predictors 1 and 2 on training data from set;; and set; o, respec-
tively; adding the i-th pattern from set; to the arbiter’s training data if there is a testing
disagreement on the ¢-th pattern;

e repeating the testing/adding process with family-specific predictors 1 and 2 being tested
on sety 1 and sety o training data, respectively.

6. merging all 15 arbiter data sets, eliminating duplicate patterns (due to overlapping), and per-
forming feature selection on the consolidated 2-family disagreement data set.

7. Training neural networks on the 15 original arbiter training data sets, after partitioning each set
into training and validation subsets as earlier.
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As a consequence, for each of the 15 experiments, there are two trained family-specific predictors
and a 2-family arbiter. Three sets, one for each neural network, with corresponding patterns are
used for testing. When testing, each family-specific predictor is applied to the pattern i from its
corresponding testing set and if they agree the system’s prediction is computed as the average of both
experts’ outputs. If they disagree, the arbiter’s prediction on the i-th pattern from its test set is used
as the system’s output. Reported testing results are averaged same as in a single prediction model.

5.2 Performance Analysis on an Unrelated LDR Database
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Figure 3: Performance analysis and application

All data used in 5-cross validation training for both single and hybrid predictors was regrouped
into complete data sets which were used to train the final neural network predictors. These were then
tested on a database of proteins with long disordered regions assembled through literature searches
(step 1 in Figure 3). All these proteins are unrelated to those in the LDR database.

The statistics generated from these test complemented with previous cross validation results helped
determine which predictors are worth applying to large public domain protein databases.

5.3 Application to Large Protein Databases

The Nrl_.3D data bank was used to estimate the false positive error rate of

predictors on a large data set. Then, the predictors were applied to the SwissProt database to
assess the commonness of disordered regions in nature and existence of various disorder flavors (step
2 in Figure 3).

6 Results

Results on general and family-specific databases construction and pattern generation are reported
in Sections 6.1 and 6.2, followed by window size selection and dimensionality reduction analysis in

11
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Sections 6.3, 6.4 and 6.5. Cross-validation out of sample performance of developed neural networks
is summarized in Section 6.6 and their test results on an independent LDR database are shown in
Section 6.7. Finally, outcomes of large scale application to two real-life protein databases are presented
in Section 6.8.

6.1 Constructed LDR Database and Generated Pattern

The search and analysis on the PDB data bank described in Section 3.1 produced a database of 53
proteins having confirmed disordered regions of different sizes. Study of the lengths of the disordered
regions in this database (Figure 4) resulted in separation into disjoint subsets based on their length:

e Short Disordered Regions (SDR) having 8-40 consecutive residues, and

e Long Disordered Regions (LDR) consisting of more than 40 residues.

The LDR database was used in this study as a source of disorder data for predictor development.
It consists of the sequences of 6 proteins: DNA topoisomerase 11, elongation factor G, lactose operon
repressor, tomato bushy stunt virus coat, apoptosis regulator Bcl-X and calcineurin. The database
contains 1,453 ordered and 410 disordered residues, for a total of 1,863..

The disordered parts of the LDR database were used to generate patterns corresponding to disor-
dered residues. To obtain data sets with a representative sample of ordered residues found in nature,
all ordered patterns were generated from a random sample of sequences from Nrl_3D. Several balanced
data sets were generated using attributes information averaged over various size windows. For each
sequence position, calculated over windows of a specific size, following attributes were generated:

e 20 attributes corresponding to the composition of each of the 20 possible amino acids;
e average hydropathy, calculated using the Kyte-Doolittle scale [23];
e average fleribility [42]; and

e two attributes corresponding to the a and S hydrophobic moments [10].

12
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This produces a total of 24 attributes, representing each sequence position as a point in a 24-
dimensional space. The resulting data sets were balanced to have the same number of ordered and
disordered patterns.

6.2 Constructed Family-Specific LDR

For a distribution analysis of ordered and disordered points in the 24-dimensional attribute space,
patterns were generated for all sequence positions (ordered and disordered) in the LDR database. Fig-
ures ba through 5d show three dimensional projections of these points for three of the LDR database’s
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Figure 6: p-feature selection results on three data sets for 2 < p < 17

molecules and for the whole database. These graphs were obtained using Principal Components Anal-
ysis of the 24-dimensional data sets and then projecting each point onto the first three principal
components. The graphs have been rotated to see the separation between classes better.

Notice how, in the case of individual proteins, the points corresponding to ordered and disordered
sequence positions seem to fall into well differentiated regions within the attribute space. This differ-
entiation is not as clear when the points from all molecules in the LDR database are presented in a
single graph (Fig. 5d). This supports the proposal of not only developing a general predictor trained
on all the LDR data, but also producing family-specific predictors using multiple sequence alignments
on a family of proteins, in order to take advantage of an apparently easier differentiation between
family-specific ordered and disordered regions.

The graphs shown in Figure 5 also suggest the existence of different types of disorder, implying
that the family-specific predictors would perhaps be very good at detecting their own type of disorder
but is likely to miss other types. Thus, in order to predict long disorder in general (as the LDR
predictor attempts to do), an integration of family-specific predictors trained on fairly different kinds
of disorder, as explained in Section 5, should be considered. This would take advantage of possibly
superior, albeit localized, performance of the family-specific predictors.

CaN and topoisomerase II were selected as prototype proteins for family-specific labeled databases
construction. This decision was based on their functions involving different kinds of molecular recog-
nition: CaN binds to proteins, whereas topoisomerase II binds to DNA. 13 proteins homologous to
CaN and 12 homologous to topoisomerase IT were selected from the Swiss Protein data bank to per-
form multiple sequence alignments, from which family-specific labeled databases were produced, as
explained in Section 3.2. Attributes generation from these databases is carried out same as for the LDR
database, producing balanced data sets having ordered patterns obtained from Nrl_3D and disordered
patterns generated from the family-specific databases.
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Figure 7: 10-feature selection results on data generated using window sizes ranging from 9 to 51
residues

6.3 Window Size Selection Experiments

To select a suitable window size for attributes generation, feature selection experiments were performed
on data sets produced using window sizes ranging from 9 to 21 residues. Branch and bound search was
used to find the p optimal features according to the Mahalanobis distance criterion. This procedure
was done for both the LDR and the family-specific data sets. Figure 6 shows the results obtained on
three CaN data sets using attributes computed over windows of 9, 15 and 21 residues for p ranging
from 2 to 17 features.

As expected, the Mahalanobis distance grows with the number of selected features, but its growth
slows down at about p = 10, implying that there is a smaller improvement in separability by adding
more features beyond 10 to the selected subset. This result was consistently repeated for both the
LDR and the topoisomerase data sets.

Figure 6 also shows how the Mahalanobis distance grows with the number of residues included
in the window, so additional experiments were carried out to determine how the selection criterion
value scaled with window size. After determining that 10 features were an appropriate size for the
feature set, the 10-feature selection process was performed for data sets with attributes computed
over windows ranging from 9 to 51 residues. The Mahalanobis distance increased linearly with the
window size, as shown in Figure 7 for the CaN data set. This means that, within the range of window
sizes studied, larger window size results in better class separation. Again, this behavior was also
observed for the LDR and topoisomerase -specific data sets. Thus, an appropriate window size had
to be selected based on its effect on the prediction range, as explained in Section 4. A window size
of 21 residues was selected for the generation of all data sets used in this study, since it produces a
calculation region big enough to adequately capture the presence of rare amino acids in the vicinity of
the studied position without being so large as to limit severely the prediction range on an average-sized
protein sequence.

15



6.4 Feature Selection Experiments

Table 1 show the features selected for all the data sets generated in this study. The data set for the
family-specific arbiter is generated from the CaN and the topoisomerase data sets when combining the
family-specific predictors, as explained in Section 5. Each 3-letter code corresponds to the composition
of the amino acid represented by that code. The other selected attributes are the « and 8 hydrophobic
moments.

‘ Data set ‘ Selected features ‘
CaN Tyr His Ser Trp Phe Val Cys Glu Arg [-moment
topoisomerase | Tyr Gly Ser Ala Asn Lys Cys Pro Asp «a-moment
LDR Tyr Met Ser Trp Phe Lys Cys Glu Arg Ala
2-family arbiter | Tyr His Ser Ala Thr Lys Cys Glu Arg [-moment

Table 1: Selected features. 3-letter codes represent composition of the corresponding amino acids

6.5 Feature Extraction Experiments

35
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N
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Principal component
Figure 8: Eigenvalues comparison for deciding on an appropriate number of principal components

Principal components analysis was carried out on the LDR and family-specific data sets, which
were normalized to zero mean and a standard deviation of 1 before preprocessing. The eigenvalues
obtained for the CaN data set are shown in Figure 8. The relative high value of the first five eigenvalues
suggested that a reduction to a 5-dimensional space spanned by the corresponding eigenvectors could
produce a reasonable predictor, but the available data also allowed for a reduction to 10 dimensions
as needed for a fair comparison to 10-feature selection. Again, similar results were obtained for the
topoisomerase and LDR data sets.
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Even though this analysis was performed on the whole data sets, feature extraction was later
carried out independently on each of the five training subsets used for cross validation, as explained
in Section 5. The eigenvectors obtained through this process were used to extract 10 features from
the original data set.

6.6 5-Cross Validation Experiments

Out-of-sample prediction accuracy

Data subset CaN | Topoisomerase | LDR

a 81% 79% 80%

b 80% 79% 84%

¢ 80% 80% 78%

d 81% 73% 82%

e 81% ™% 81%

Average 80% 78% 81%
Standard deviation | +2% +3% +2%

| NN Architecture | 10-10-1 |  10-10-1 [ 10-6-1 |

Table 2: 5-cross validation, out-of-sample accuracy for single neural network predictors on data pre-
processed with principal components analysis (PCA).

To select an appropriate dimensionality reduction technique, 5-cross validation experiments using
data obtained through both feature selection and feature extraction techniques were carried out on
all single-network predictors. Tables 2 and 3 show the average generalization on out of sample data
for three runs on each of the five disjoint test sets, represented with the letters a-e. The last two
rows show the average generalization over all 15 experiments (5 sets, 3 runs each), along with its
standard deviation. Neural network architecture used for a general LDR predictor had six hidden
neurons versus ten used in family specific neural networks (due to larger number of training examples
available in alignment-based family specific disorder dataset).

The results indicate that the feature selection technique employed in this study produces equally
good or better data sets for predictor development on protein disorder data. Thus, feature selection
data was used for all the remaining neural network development and prediction experiments.

As explained in Section 5, the final predictors were trained on the entire corresponding data
sets, those that were originally partitioned to generate 5-cross validation data. These final versions
generated the results reported in the following two sections.

The results for the combination of family-specific data sets (CaN + topoisomerase) are contained
in Table 4. It is important to observe lower generalization accuracy for the CaN and topoisomerase
-specific predictors when they are applied to a 2-family data sets. This results support the hypothesis
that CaN and topoisomerase have different flavors of disorder, as the accuracy drop occurs mainly
when predicting on data coming from the other family.

5-cross validation was also carried out for a neural network trained on the whole CaN + topoiso-
merase dataset and called “CaN+topo” in Table 4. Even though this global predictor results are a
big improvement over those of the CaN and topoisomerase predictors, its performance is significantly
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Out-of-sample prediction accuracy

Data subset CaN | Topoisomerase | LDR

a 91% 87% 81%

b 89% 87% 75%

c 85% 87% 84%

d 84% 86% 83%

e 90% 86% 81%

Average 88% 87% 81%
Standard deviation | +3% +1% +3%

| NN Architecture | 10-10-1 |  10-10-1 [ 10-6-1 |

Table 3: 5-cross validation, out-of-sample accuracy for single neural network predictors on data pre-
processed with the feature selection technique

Out-of-sample prediction accuracy
Single NN predictors Hybrid system
Data subset CaN | Topoisomerase. | CaN+topo. | 2-family arbiter
a 69% 69% 81% 84%
b 67% 68% 81% 81%
c 66% 1% 78% 82%
d 65% 67% 76% 81%
e 69% 67% 76% 83%
Average 67% 68% 78% 82%
Standard deviation | +2% +2% +2% +1%
| NN Architecture [ 10-10-1 | 10-10-1 | 10-10-1 | 10-10-1 each |

Table 4: 5-cross validation, out-of-sample accuracy for single and hybrid neural network predictors on
union of CaN and Topoisomerase family-specific datasets.

below that achieved by the hybrid system constructed with a 2-family arbiter as explained in Section
5. Thus, an integration of family-specific predictors can produce better results than a single neural
network trained on the global data set, a result that further supports the idea of the existence of
disorder flavors.

6.7 Testing on an Unrelated LDR Database

An unrelated database of proteins with known long disordered regions was assembled by gathering
examples from protein literature. This set consisted of the following proteins: FlgM, Histone H5,
prion, HmgY and glycyl-tRNA synthetase, for a total of 675 ordered and 465 disordered residues.
Several statistical measures of the predictor’s performance on this data set are shown in Table 5. In
these experiments, in addition to testing previously used single predictors and a hybrid with 2-family
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specific arbiter, another hybrid system with LDR arbiter was also used. In Table 5, predictive value
“disorder” and “order” are accuracy measures computed as

where TP and T'N are the number of correct disorder (true positives) and correct order (true negatives)
predictions, and Ry and R_ represent the total number of disorder and order predictions, respectively.
A predictor’s sensitivity and specificity are

TP d TN

Cy C-
where C; and C_ represent the total number of disordered and ordered residues in the data set,
respectively. Finally, the correlation coefficient is defined as

(TP x TN) — (FP x FN)
J(IN + FN)(IN + FP)(TP + FN)(IP t FP)

where F'P and F'N are the number of false positive and false negative predictions.

Performance statistics

Predictor Errors Predictive value Overall | Corr.

false false Disorder | Order | Sensitivity | Specificity | accuracy | coeff.

positive | negative

CaN 7% 18% 73% 75% 53% 88% 75% 0.45
topo 12% 31% 39% 62% 19% 81% 57% 0.00
LDR 21% 11% 56% 78% 70% 66% 67% 0.35
CaN + topo +
2-family arbiter 11% 19% 64% 72% 50% 83% 70% 0.34
CaN + topo +
LDR arbiter 9% 18% 69% 74% 53% 85% 73% 0.41

Table 5: Performance on an unrelated set of proteins with long disordered regions

As explained in Section 5, both family-specific predictors were applied to the large protein data
banks. The LDR predictor was selected as the general predictor to be used on those databases mainly
because it has the smallest false negative error and the highest sensitivity of all predictors. This is
important because we can use predictions of disorder on Nrl_3d as an estimate of false positive error
on large databases, but there is no comparably accurate way of estimating false negative errors.

6.8 Disorder Predictions on Nrl 3D and SwissProt Databanks

Table 6 shows the cumulative results of applying the selected predictors on Nrl 3D and Swiss Protein.
For each length %, the table shows the fraction of the total number of residues in the database that
belong to predicted disordered regions of length 7 or longer. This is shown along with the total fraction
of residues that were predicted as disordered, regardless of the size of the disordered region.
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Figure 9: CaN family-specific predictions on large protein data banks.
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Figure 10: Topoisomerase family-specific predictions on large protein data banks.

Figures 9, 10 and 11 show histograms of fraction of the total number of residues in the database
that belong to disordered regions (PDR) of length 7. These histograms and Table 6 suggest that
long disordered regions are common in nature. Indeed, using the general predictor’s (LDR) results
on Tables 5 and 6, the fraction of disordered residues belonging to regions of length 40 or greater on
Swiss Protein is estimated to about 11%. Here, the SwissProt false positive error rate is estimated

Predictor Total 7> 20 7 > 40 7 > 60
Nrl 3D | SW | Nrl3D | SW | Nrl3D | SW | Nrl3D | SW
CaN 9% 15% 4% 9% | 0.8% | 4% | 0.2% 2%
topoisomerase | 12% | 15% 5% ™% | 09% | 2% | 0.2% | 0.7%
LDR 28% 34% 18% 26% 7% 15% 3% 9%

Table 6: Fraction of Nrl_3D and Swiss Protein (SW) residues belonging to predicted disordered regions
of length ¢ or longer
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Figure 11: LDR general predictions on large protein data banks.

from Nrl 3D, while it is assumed that the negative error estimate obtained in Table 5 is representative
of those on the large databases, as it is the case with the false positive errors shown in Tables 5 and 6.
We can see in Table 6 that the estimated false positive error rate for the LDR predictor drops from
28% for all sizes of disordered regions to 7% for disordered regions of size 40 or longer; so for long
disorders the false positive error rate drops to a fourth of the total value. Assuming a similar drop for
the false negative error rate, we get 11/4 = 2.75% false negative error for long disordered regions. So,
fraction of disordered residues in SwissProt for region lengths > 40 is estimated as:

fa0 = fraction predicted — false positive error + false negative error

which in this case would be:

f10 =~ 15% — 7% + 3% = 11%

7 Conclusions and Discussion
Several conclusions can be drawn from the obtained experimental results:

e Disorder seems to come in several distinctive flavors, which makes it difficult for a general disorder
predictor to achieve higher prediction accuracy. Also, generalization on an unrelated set
of proteins makes the accuracy drop for all predictors developed in this study,
suggesting the possibility of more disorder flavors not represented in our training
sets. Different types of disorder seem to be related to different protein functions.

e When predicting their own kind of disorder, family specific predictors do achieve better out of
sample accuracy as compared to a general predictor, but have insufficient sensitivity to other
disorder types, which suggest that differences between family-specific disorder types can be
deep. Combinations of family-specific predictors look promising as general disorder predictors,
providing that an appropriate integration method is devised.

e Long disordered regions seem to represent a small but significant portion of nature’s protein
sequences. Indeed, the false positive prediction error gap between Nrl 3D and SwissProt and
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a false negative error estimate for the LDR predictor suggest that about 11% of all residues in
SwissProt belong to disordered regions of 40 or more residues in length. This represents more
than two million residues, which is equivalent to about 7,000 average-size proteins.

Biological implications of these findings are discussed in the rest of this section.

7.1 Protein Function and the Commonness and Flavors of Disorder

Several protein functions have been identified that require disordered protein, including at least the
following three: 1. regulation of enzymatic activity and/or lifetimes by proteolysis [33]; 2. mechanical
uncoupling [13]; and 3. molecular recognition via disorder-to-order transitions upon binding [2, 5, 7,
8, 11, 14, 17, 18, 19, 22, 24, 25, 27, 28, 30, 32, 40, 41, 43]. The wide-spread occurrence of protein
disorder indicated by the data presented herein and elsewhere [35, 36, 37] support the commonness
and importance of disordered protein for these and possibly other protein functions.

Our data suggest that disordered regions in different proteins can have significantly different se-
quence characteristics. Thus, there are evidently flavors of protein disorder. We rationalize this
observation in terms of the different functions of disordered regions in different proteins. Consider the
pair of proteins in this study. A significant portion of the disordered region in calcineurin forms a helix.
The protein that binds to calcineurin wraps around this helix upon complex formation. A substantial
portion of the disordered region in topoisomerase binds to DNA; evidently, the topoisomerase wraps
around the DNA. Formation of the complex in each case requires the respective disordered amino
acids to adopt a specific structure when in the ordered state. The structural requirements for the
complexed, ordered states almost certainly have consequences for the evolutionary selection of amino
acids in the respective disordered regions. For these reasons and given the large differences in the
complexes formed with their respective partners, we would expect the sequence characteristics of the
disordered region of calcineurin to be very different from the characteristics of the disordered region
of topoisomerase. Qur findings are certainly concordant with such a difference.

Although different sequence characteristics for different disordered regions naturally follows from
differences in their functions, the current and previous results [35, 36, 37] also suggest that disor-
dered regions with diverse functions also have some features in common. Developing an appropriate
classification of the flavors of disorder will be a challenging problem indeed.

7.2 Induced Fit Versus Induced Folding

There is potential confusion between induced folding [41] and the well-recognized induced fit [21] As
commonly understood, induced fit refers to a protein that is essentially folded, but for which there
is substantial backbone or side chain movement upon complex formation. That is, although the
protein has a specific 3D structure, it can undergo some changes in its spatial confor-
mation. This way, it can better match the shape of the molecule it binds to in order to
generate a complex. Often the backbone movement is accomplished by the shifts of two relatively
rigid domains via the deformation of a connecting hinge-like region. The usual analogy for induced fit
is a glove changing shape to fit the hand.

Induced folding, which involves a disorder-to-order transition upon complex formation, is clearly
distinct from the version of induced fit described above. Here the protein is disorder in th
unbound state, and acquires a specific 3D conformation upon forming a complex. The
problem is that the term “induced fit” has been stretched to cover virtually any type of conformational
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change that occurs upon complex formation. If the stretched version of induced fit is accepted, then
induced folding reactions are a subset of induced fit reactions.

7.3 Prior Folding Versus Induced Folding

The important features of any given molecular recognition event are its thermodynamics (e.g., the
affinity and specificity) and its kinetics (e.g. the on-and off-rates). Using the ideas originally devel-
oped by Schulz [40], we explored the likely differences over evolutionary time between prior folding
(ordered proteins) and induced folding with regard to molecular recognition [9].

With regard to binding thermodynamics, our explorations suggest that, for prior folding, affinity
and specificity are likely to be strongly linked over time. That is, according to our analysis of prior
folding, mutations are likely to increase both the affinity and specificity or decrease both. This linkage
of specificity and affinity for prior folding is not generally appreciated. It makes sense, though,
that for a protein to be extremely specific, its 3D conformation should match that of
its binding pattern in exceptional detail. This precludes binding to any other molecule,
unless it is almost identical, structurally speaking, to the preferred binding partner. Such
a detailed structural match produces very strong binding between protein and substrate,
which implies a high affinity. On the other hand, for induced folding, affinity and specificity become
completely unlinked. That is, according to our analysis of induced folding, mutations can lead to high
affinity with low specificity or low affinity with high specificity or anywhere in between.

With regard to binding kinetics, our explorations suggest that, for prior folding, on-rates should
be diffusion controlled with possibly high orientation factors. Point mutations would be expected to
be able to exert kinetic effects largely by changing the off-rates, although small effects on the on-
rates could result from changing the orientation factors. On the other hand, for induced folding, a
wide range of possibilities exist for mutational effects on the on- and off- rates, depending on the
mechanistic details. For example, if a flexible region occluded a binding site, mutation-determined
increases in flexibility should increase the on-rate; on the other hand, if the formation of structure
were the rate-limiting step, then mutation- determined increases in the flexibility should decrease the
on-rate.

Given the greater potential for variability for induced folding as compared to prior folding sug-
gested by these studies, induced folding would be expected to be especially common in nature. This
expectation is supported by the findings in this paper. Indeed, the commonness of disordered sequences
suggests the need to consider revision of the prior folding paradigm and hence also a significant revision
of the current Central Dogma of Molecular Biology.

8 Limitations and Further Research

The existence of a sizable fraction of disordered residues in nature implies that disordered regions
can and do play important roles in many biochemical processes. This has important repercussions on
many areas of biochemical and molecular biology research. Being able to accurately predict protein
disorder would provide immediate benefits to crystallographers and drug designers, to mention just a
couple of applications. However, to obtain better predictors some hurdles have to be cleared first. In
fact, the data domain on which this study of protein disorder has been carried out has several inherent
limitations that influence the results of data mining and knowledge discovery efforts in this area:

Limited availability of disorder data. Disordered regions are difficult to find both in the struc-
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tural databases and in literature. Indeed, the structural databases must be biased against pro-
teins with long disordered regions, mainly because of the difficulty to crystallize such molecules.
On the other hand, literature reports of disordered regions are scarce and usually not very pre-
cise as to the exact location of those regions within the protein sequences. This makes it hard
to obtain sizable training and testing sets which in turn limits the size and power of disorder
predictors.

Ambiguity in x-ray structures. Being in a crystal is not the normal state of a protein, which are
in solution under physiological conditions. This can affect the molecule structurally, specially
due to contacts within a crystal that can provide order to a natively disorder fragment. This
means that these disorder residues can be labeled as ordered, introducing noise in the data sets
derived from such information.

Border effects. The areas where a disordered region starts or ends can be difficult to determine
exactly from either x-ray or NMR information. For example, better resolution in one x-ray
experiment can make observable a couple of such border residues that were invisible in a previous,
lower resolution, experiment. This adds to the ambiguity problem explained above.

Redundancy. Public protein databases have redundant sequence information. This is specially true
for structure databases like PDB and, consequently, Nrl_3D, where it is common to check the
effects of one-point mutations (i.e., changing just one residue in the whole sequence) on the 3D
structure of proteins.

Further research is being carried out to minimize or overcome these effects. To increase size of a
training database for more accurate machine learning we currently study several alternative approaches
for increasing the disordered regions database. Also, to provide less biased testing, low redundancy
versions of the protein databases are under construction. Once a larger database is obtained, we plan
to extend this research to include short disordered regions since there are many examples where they
carry out important functions.

To exploit the increased accuracy of family-specific predictors, alternative integration approaches
are being considered. Indeed, evolution seems to have separated disorder into distinctive flavors.
Assuming existence of specific predictors for all distinctive protein disorder flavors, our results suggest
that it might be possible to design an accurate hybrid protein disorder identification system. However,
further research is needed in order to discover if protein disorder can be categorized into a limited
number of classes and to find out statistical characteristics of these classes.

Biological systems contain networks of molecular recognition events, both to control the flow of
matter (metabolic networks) and information (signaling networks). We speculate that the enhance-
ment of the overall efficiency of these networks by natural selection would be greatly facilitated if
the thermodynamic and kinetic parameters of the individual steps could be unlinked, allowing natural
selection to operate with some degree of separability regarding specificity, affinity, on-rate and off-rate.

Biological systems also contain what we can term “end-point” molecular recognition events. Exam-
ples of these include the numerous hydrolytic enzymes involved in processes like digestion, inactivation
of competing organisms, etc. For such events, enhancement of the efficiency of the specific, individual
reaction would seem to be likely to confer an evolutionary advantage.

iFrom the above two paragraphs, we have developed the hypothesis that end-point proteins will
mostly utilize prior folding, whereas proteins within signaling, metabolic, or other networks will mostly
utilize induced folding. We intend to use prediction of disorder from amino acid sequence as the starting
point to test this hypothesis.
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Glossary

3D structure (Tertiary structure)
The complete 3-dimensional shape of a protein represents its tertiary structure, which we refer
to as simply 3D structure. It includes not only the secondary structure elements, but also their
spatial position and orientation and the location of each atom. The function of a protein is
thought to derive from its 3D shape.

Affinity
The binding strength of a protein-substrate complex. The tighter the binding, the
higher the affinity of the complex.

Amino acids
The building blocks of proteins, amino acids are small organic molecules that bond with one
another in a chainlike fashion to form proteins. If chemical modifications are ignored, there are
basically twenty different amino acids in nature. All of them share a common core structure;
they are differentiated by side chains having different chemical properties.

Attribute
A numerical value calculated over a specified number of consecutive amino acids often called
a window [4]; examples include hydropathy [23], hydrophobic moment [10], flexibility [42] or
simply amino acid composition [37].

Backbone
A continuous linear chain formed as water is removed during bond formation between the core
structures of adjacent amino acids.

Binding
Proteins bind or attach to other molecules in order to carry out their biochemical functions. This
process is sometimes referred to as molecular recognition. Two important aspects of binding are
the affinity (tightness) and the specificity (binding to specific molecules rather than other similar
ones).

Binding site
The region in a protein molecule where binding takes place. It is important to the
binding site to be accesible to the protein’s substrates.

Complex
Two or more molecules bound together form a complex.

Electron density map
The information resulting from the scattering of x-rays through the molecules in a crystal. The
3D positions of individual atoms in a molecule can be determined from its electron density map.

Feature
A product of preprocessing applied on a set of attributes; it can either be one of or a combination
of the original attributes.

Flexibility
A measure of the capacity of a region of protein to undergo local motions. This capacity is
affected by steric interactions among the nearby amino acid residues.
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Homologous protein sequences or homologues
When two or more proteins have similar sequences and are related by evolutionary descent from
a common ancestor, they are said to be homologous to one another and are called homologues.
When there is no reason to believe that they descend from a common ancestor, they are just
called similar. The hemoglobins from various animals are examples of homologous proteins.

Hydropathy
The tendency of the side chain of a residue to dissolve in water. When a residue is insoluble in
water, it is called hydrophobic, while water soluble residues are called hydrophilic. The average
hydropathy of a protein fragment is therefore related to its solubility in water.

Hydrophobic moment

When a protein fragment assumes a secondary structure shape, like an a-helix or a (-sheet, the
distribution of hydrophobic and hydrophilic residues along the structure can determine certain
properties. For example, if most of the hydrophobic residues in an «-helix fall in one side of
the structure, with most of the hydrophilic on the other side, the helix has the property of
being water soluble on one side (which will tend to be exposed on the surface of the protein)
and insoluble on the other (which will face to the inside of the molecule). The quantities that
measure this hydrophobicity imbalance on a-helices and §-sheets are called a- and B-hydrophobic
moment, respectively.

Molecular recognition
See Binding.

Natively disordered or natively unfolded sequence
A sequence that does not fold into a single unique 3D structure under physiological conditions.
Such sequence might have no fixed structure whatsoever (random coil), or be partially folded,
having secondary structural elements but with substantial flexibility (molten globule).

Off-rate
The rate at which a complex separates into its constituent molecules.

On-rate
The rate at which the binding of two separate molecules into a complex takes place.

Out-of-sample
Testing using a data set that contains none of the examples from the training set.

Pattern
A tuple of attributes or features associated with a given sequence position, augmented with the
actual class of that position (in this case “ordered” or “disordered”).

Residue
When bonding with one another, a pair of amino acids undergo a reaction where they loose a
water molecule. Such bonded amino acids are called residues.

Secondary structure
The residues in a protein sequence can rotate around the protein chain, or backbone, causing
the protein molecule to fold into complex 3-dimensional shapes. A given protein fragment can
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take one of several basic shapes, mainly heliz, sheet or loop. The secondary structure of a protein
consists of the type and location of these basic shapes within the molecule’s sequence.

(Protein or amino aci Sequence (primary structure)
The sequentially or ere list of resi ues in a protein chain. This list specifies the or er of the
si e chains that angle from the core backbone structure.

Speci city
The ability of a protein to bind only to selected substrates. A protein that only
accepts one or two binding patterns is said to be highly speci c.

Substrate
The molecule to which a protein binds to carry out some function.
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