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Abstract
Background: RNA binding proteins play important roles in post-transcriptional RNA processing and transcriptional
regulation. Distinguishing the RNA-binding residues in proteins is crucial for understanding how protein and RNA
recognize each other and function together as a complex.
Results: We propose PredRBR, an effectively computational approach to predict RNA-binding residues. PredRBR is
built with gradient tree boosting and an optimal feature set selected from a large number of sequence and structure
characteristics and two categories of structural neighborhood properties. In cross-validation experiments on the
RBP170 data set show that PredRBR achieves an overall accuracy of 0.84, a sensitivity of 0.85, MCC of 0.55 and AUC of
0.92, which are significantly better than that of other widely used machine learning algorithms such as Support Vector
Machine, Random Forest, and Adaboost. We further calculate the feature importance of different feature categories
and find that structural neighborhood characteristics are critical in the recognization of RNA binding residues. Also,
PredRBR yields significantly better prediction accuracy on an independent test set (RBP101) in comparison with other
state-of-the-art methods.
Conclusions: The superior performance over existing RNA-binding residue prediction methods indicates the
importance of the gradient tree boosting algorithm combined with the optimal selected features.
Keywords: RNA-binding residue, Gradient tree boosting, Structural neighborhood features

Background
Proteins binding with RNA through specific residues have
a profound effect on many biological processes such as
protein synthesis [1], post-transcriptional modifications,
and regulation of gene expression [2–4]. Determining
these protein-RNA binding residues can help to elucidate the underlying mechanisms, to control biological
processes, or to design RNA-based drug. Some experimental techniques such as X-ray crystallography, NMR
Spectroscopy and cross-linking approaches, have applied
to investigate protein-RNA interface properties. However, large-scale experiments are expensive and difficult to
carry out. Developing computational methods to predict
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RNA-binding sites precisely is becoming increasingly
important.
In recent years, sequence and structural properties of
protein-RNA binding residues have been widely analyzed
and investigated [5]. A series of machine learning methods [6] such as Naive Bayes, support vector machine
(SVM), and random forest (RF), combined with amino
acid sequence or protein three-dimensional structural
characteristics [4, 7], have been proposed to identify
RNA-binding residues. Jeong et al. [8] build a neural network classifier to predict RNA-binding residues based on
protein sequence and structural information. Wang and
Brown [9] develop BindN, an efficient online approach
that uses amino acid sequence and SVM to predict potential RNA-binding sites. Terribilini et al. [10, 11] propose a Naive Bayes classifier named RNABindR that
can predict RNA-binding amino acids from 3D protein
structures or protein sequences of unknown structure
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are most likely to interact with RNA. Liu et al. [12]
implement a RF classifier to detect the RNA binding
residues in proteins by integrating interaction propensity with other sequence and structural features. Other
RNA-binding site prediction methods include PRINTR
[13], RNABindRPlus [14], RBScore [15], NBench [16] and
SNBRFinder [17].
Although existing studies [7, 9–24] have made remarkable progress to explore the interfaces of protein-RNA
interactions, there is still great room for improvement.
First, precise biological properties for precisely recognizing RNA-binding sites are not fully uncovered; no
single feature can effectively identify protein-RNA interaction residues. Second, the number of non-binding sites
is much higher than that of RNA-binding residues, which
yields the so-called imbalance problem. Also, the imbalanced data tends to cause over-fitting and poor prediction
results. Thus, developing effective approaches to address
these issues at both data and algorithmic levels, such as
feature extraction and selection, re-sampling techniques
and one-class learning, is a pressing need.
In this work, we propose a novel RNA-binding residue
prediction method named PredRBR, which takes advantage of Friedman’s gradient tree boosting (GTB) [25–27]
and optimal selected features. PredRBR uses the GTB
algorithm to iteratively build multiple classification trees
based on the 44 optimal features selected from a series of
sequence and structural features, especially two categories
of structural neighborhood properties. The promising

Fig. 1 Summary of data set generation
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results of cross-validation and independent test demonstrate the effectiveness of PredRBR.

Methods
Datasets

We use RBP170 (previously named as RBP199) [13] as the
training data set. The proteins in RBP199 were obtained
from the protein-RNA complexes in Protein Data Bank
(PDB) [28] as of May 2010. PISCES [29] was used to
remove proteins with < 30% sequence identity or structures with resolution worse than 3.5Å. Proteins with
residues < 40 or RNA-binding residues < 3 or the binding
RNA with nucleotides < 5 were further excluded. Since
there are 9 complexes (3HUW, 3I1M, 3I1N, 3KIQ, 2IPY,
2J01, 2QBE, 2Z2Q, 3F1E) in PDB obsoleted, a total of 170
protein sequences are generated.
Another independent dataset (BPP101) is collected
from PDB with deposition date from June 2010 to May
2014. Similar to RBP170, only non-redundant and highquality RNA-binding proteins are selected (sequence
identity < 30% and resolution better than 3.5 Å). We also
use CD-HIT [30, 31] to remove proteins with sequence
similarity >40% to all proteins in RBP170. Finally, 101
protein sequences are obtained from 90 RNA-binding
complexes.
The two datasets are summarized in Fig. 1. A residue is
defined as an RNA-binding site if there exists at least one
atom in the protein with a distance cutoff < 5.0Å from
an atom of the binding RNA [7, 9–11, 14–24]. RBP170

Tang et al. BMC Bioinformatics 2017, 18(Suppl 13):465

contains 6,754 (14.47%) RNA-binding sites and 39,933
(85.53%) non-binding sites. Figure 2 shows the distribution of RNA binding and non-binding residues across the
20 amino acids. BPP101 has 2886 RNA binding residues
and 2,9691 Non-binding residues.
Features extraction

A total of 63 sequence and structural site features (SiteFs)
are calculated as follows:
Physicochemical properties (10 features): The ten
physicochemical properties are obtained from the AAindex database [32], including number of atoms, number of
electrostatic charge, number of potential hydrogen bonds,
molecular mass (Mmass), hydrophobicity, hydrophilicity,
polarity, polarizability, propensities and average accessible
surface area [33].
Side-chain environment (pKa, 2 features): The sidechain environment pKa scores are extracted from Nelson
and Cox [34] representing the side-chain environmental
features of a protein.
Position-specific scoring matrices(PSSMs, 20 features): PSSM profiles are quite effective in RNA-binding
site prediction in previous studies [35–37]. We calculate
PSSMs using PSI-BLAST [38] searching against the NCBI
NR database, with iterations = 3 and e-value = 0.001.
Evolutionary conservation score (C-score, 1 feature):
We use Rata4Site [39] to calculate the C-score for each
residue based on the sequence alignments.
Solvent accessible area (ASA, 2 features): ASA properties are computed using DSSP [40], and the maximum
solvent accessibility are calculated based on Rost and
Sander [41].
Secondary Structure (SS, 3 features): The secondary
structure is also calculated using DSSP. The secondary
structure can be divided into three categories: helix, sheet
and coil. We encode the secondary structure as a 3-d
vector. In the results of DSSP, types G, H and I are helix (1,
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0, 0); types B and E are sheet (0, 1, 0); types T, S and blank
are recognized as coil (0, 0, 1).
Interaction propensity (IP, 4 features): Interaction
propensity is first introduced by Liu [12]. The interaction propensity between the residue triplet t and the
nucleotide n is defined as follows:

f(P,R) (t, n)
IP(t, n) =
,
(1)
f(P,R) (t, n) log2
fP (t)fR (n)
(P,R)

where
f(P,R) (t, n) = 

N(P,R) (t, n)
t,n N(P,R) (t, n)

(2)

NP (t)
fP (t) = 
P NP (t)

(3)

NR (t)
fR (n) = 
R NR (n)

(4)

In the above formulas, f(P,R) (t, n), fP (t) and fR (n) represent the frequency of amino acid triplet t that binds to
nucleotide n in the protein-RNA pair (P, R), the frequency
of triplet t in protein P and the frequency of nucleotide
n in RNA R, respectively. N(P,R) (t, n) is the number of
the amino acid triplet t 
interacting with nucleotide n in
protein-RNA pair (P, R); t,n N(P,R) (t, n) is the total number of residue triplets that bind to any nucleotides in the
protein-RNA pair
 (P, R); NP (t) is the number of triplet
t in protein P; P NP (t) is the total number of amino
acid triplets;
 NR (n) is the number of nucleotide n in RNA
R and R NR (n) is the total number of nucleotides in
the dataset. A total of 32,000 IPs are calculated for the
4 nucleotides and 203 (8,000) residue triplets. For each
residue, four features(IPA , IPU , IPG , IPC ) are used to represent the interaction propensity (IP) of the residue triplet
corresponding to different nucleotides (A, U, G and C).

Fig. 2 Number of RNA-binding and non-binding residues across the 20 amino acids in the RBP170 dataset
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Disorder score (6 features): The disorder score is pred
icted using the method proposed by Obradovic et al. [42, 43].
Atom contacts and residue contacts (2 features): We
calculate the atom contacts (NCa ) of an amino acid by
aggregating all-atom contacts (Ca ) between the amino
acid and any other residue in the protein, then dividing the
number of atoms in the amino acid, as described in our
previous work [44, 45]. Similarly, we compute the residue
contacts (NCr ) by summing all the contacts of the amino
acid and then dividing the number of atoms in the amino
acid.
Pair potentials (PP, 1 feature): Contact potential (CP)
between residue i and j is defined as follows:

Pi,j if |i − j| ≥ 4 and di,j ≤ 7Å,
CPi,j =
(5)
0 otherwise,
where Pi,j is the contact potential of pair (i, j) collected
from the work of Keskin et al. [46]; di,j is the distance
between residue i and j. Note that the neighbors of a target
residue are defined as a sphere of a certain radius of 7.0Å
[47] based on the side chain center of mass. The overall
contact potential of residue i (PPi ) is calculated as follows:
N





(6)
PPi = 
CPi,j  where |i − j| ≥ 4


n=1

Topographical index (1 feature): The topographical
score describes the structural environment of a amino
acid. We compute the rate between structurally neighbor amino acids and the average number of residues for a
specific amino acid type [44, 45, 48].
Local structural entropy (LSE, 2 features): The local
structural entropy [49] of a residue is calculated based
on the protein sequence. The potential of a amino
acid within a secondary structure (β-bridges, extended
β-sheets, 310 -helices, α-helices, π-helices, bends, turns
and other types) is estimated. More secondary structures
the residue appeared in, the higher LSE score will be
assigned. We compute the LSE score of a specific residue
by averaging four successive sequence windows along the
protein sequence. We also define a new attribute named
LSE to measure the difference of LSE value between the
wild-type protein and its mutants.
Four-body statistical pseudo-potential (FBS2P, 1 feature): The FBS2P score is based on the Delaunay tessellation of proteins [50], which can be calculated as a
log-likelihood ratio:
 α 
fijmn
α
Rijmn = log α
,
(7)
pijmn
where i, j, m and n are identities of the four amino acids
(20 possibilities) in a Delaunay tetrahedron of the protein.
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α
Each point represents a residue. fijmn
is the observed frequency of the residue composition (ijmn) in a tetrahedron
of type α over a set of protein structures, while pαijmn is the
expected random frequency.
Side chain energy score (SCE-score, 6 features): The
SCE-score is a linear combination of multiple energetic
terms, including surface area of atom binding, overlap volume, hydrogen bonding energy, electrostatic interaction
energy, buried hydrophobic SAS area and buried SAS area
between the target residue and the rest of the protein,
respectively [50].
Voronoi contacts (2 features): The Voronoi contact
is calculated based on the Voronoi neighbors in protein
structure, as described in Ref. [51].
Structural Neighborhood Features (SNF-EDs &
SNF-VDs): In this work, two types of structural neighborhood features (Euclidean and Voronoi) are used. This
two structural neighborhood groups named as SNF-EDs
and SNF-VDs are defined based on Euclidean distance and
Voronoi division [44] respectively. The SNF-EDs is a set
of residues located within a sphere of 10Å in Euclidean
distances from the central residue. The feature i for a
neighbor n (the n-th residue) with regard to the target
residue r (the r-th residue) is defined as follows:

⎧
⎪
⎨ the value of feature i for residue r if |r − n| ≥ 1
Fi (r, n) =
and dr,n ≤ 10Å,
⎪
⎩
0 otherwise,

(8)

where dr,n is the minimum Euclidean distance between
any heavy atoms of residue r and that of residue n. The
SNF-EDs of target residue r is defined as:
ENi (r) =

m


Fi (r, n),

(9)

n=1

where m is the total number of Euclidean neighbors.
We also use Voronoi division to define neighbor
residues. For each protein 3D structure, the 3D space
is partitioned into Voronoi polyhedra around individual
atoms. A pair of residues are defined to be Voronoi neighbors when there exits a Voronoi facet in common for the
two residues. The Qhull package [52] is used to compute
Voronoi division.
Give the target residue r and its neighbors n {n =
1, ..., m}, for each site feature i, a Voronoi neighborhood
property is defined as:
VDi =

m


Pi (n),

(10)

n=1

where Pi (n) is the value of the residue feature i for neighbor n.
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Finally, a large number of 63 × 3 = 189 site, Euclidean
and Voronoi characteristics [53] are obtained for RNAbinding site prediction.

Selection (mRMR-IFS) [55] approach to select a small subset of optimal features that make the greatest contribution
to the classification.

Gradient tree boosting algorithm

maximum Relevance Minimum Redundancy (mRMR)
mRMR means that a feature may be selected preferentially
has the maximal correlation with the target attribute and
minimal redundancy with the characteristics already chosen. mRMR is measured with mutual information (MI),
and the definition is as follows:

p(x, y)
I(x, y) −
p(x, y)log
dxdy,
(11)
p(x)p(y)

The Gradient Tree Boosting (GTB) [25–27] is an
effective ensemble method for regression and classification issues. Here we apply GTB to predict
RNA binding residues. For the input feature vectors
χi (χi ={x1 , x2 , . . . , xn }, i=1, 2, . . . , N) with labels yi
(yi {−1, +1}, i=1, 2, . . . , N, where “-1” denotes nonbinding resides and “+1” represents RNA-binding sites.
The details of the GTB algorithm is shown in Algorithm 1.
Algorithm 1 The Gradient Tree Boosting Algorithm
Input:
Data set: D = {(χ1 , y1 ), (χ2 , y2 ), ..., (χN , yN )}, χi χ,
χ ⊆ R, yi {−1, +1}; loss function : L(y, (χ)); iterations = M;
Output:
N
1: Initialize 0 (χ) = arg minc
i L(yi , c);
2: for m = 1 to M do
3:
Compute the negative gradient as the working
response
ri = −
4:

5:
6:
7:
8:

∂L(yi ,(χi ))
∂(χi )

, i = {1, ..., M}
(χ)=m−1 (χ)
model to ri

Fit a classification
by Logistic function using the input χi and get the estimate αm of
βh(χ; α)
Get
the
estimate
βm
by
minimizing
L(yi , m−1 (χi ) + βh(χi ; αm ))
Update m (χ) = m−1 (χ) + βm h(χ; αm )
end for
˜
return (χ)
= M (χ)

In this algorithm, the number of iterations is initialized as M; L(y, (x)) is the log loss function; y represents
the label and (χ) is a decision function; N is the number of residues in RBP170. The GTB algorithm iteratively
repeats steps 2-7 to build m different classification trees
h(χ, α1 ), h(χ, α2 ), ..., h(χ, αm ) from a set of training data.
βm is the weight and αm is the parameter vector of the
mth tree h(χ, αm ). At the end, we can obtain the function
˜
M (χ) and build a GTB model (χ).
Note that the GTB
algorithm is implemented using scikit-learn [54].
The PredRBR framework

The flow chart of PredRBR is shown in Fig. 3. A wide range
of sequence and structural site features (63 SiteFs), and
two groups of neighborhood attributes (63 SNF-EDs and
63 SNF-VDs) are computed. We use the Maximum Relevance Minimum Redundancy and Incremental Feature

where x and y are two random attributes; p(x, y) is the
joint probabilistic density; p(x) and p(y) are the marginal
probabilistic densities. The detailed description of mRMR
can be found in Ref. [55]. An ordered list of features are
obtained by applying mRMR to the benchmark RBP170
with 189 features.

Incremental Feature Selection (IFS) Based on the
ordered feature list generated by mRMR, we use IFS to
decide the optimal feature set. A total number of n feature
sets are generated based on the mRMR results as follows:
Fi = {f1 , f2 , . . . , fi } (1  i  n),

(12)

where fi is the i − th sorted feature; Fi is the i − th feature set; n is the number of features. We use the GTB
algorithm to build classifiers based on each feature subset Fi and evaluate the performance with 10-fold crossvalidation. We select the feature subset with the highest
overall performance (AUC+MCC) as the optimal feature
set.

Deal with the imbalance problem In the benchmark
RBP170, the amount of non-binding sites is about 6
times that of RNA binding sites. To deal with the imbalance problem, we use a random under-sampling strategy
to generate the new balanced datasets. In the training
set, negative samples (non-binding sites) are randomly
selected and combined with the positive samples create a
1:1 balance dataset.
Evaluation measures

To evaluate the performance of PredRBR, some widely
used measurements are also adopted, including sensitivity (SN/Recall), specificity (SP), precision (Pre), accuracy
(ACC), F-measure and Matthews Correlation Coefficient
(MCC) score. These metrics are defined as follows:
SN(Recall) =
SP =

TP
TP + FN

TN
TN + FP

(13)
(14)
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Fig. 3 Flowchart of PredRBR. A total of 189 sequence and structure-based features including two categories of Euclidean and Voronoi neighborhood
features are obtained. Then we use the mRMR-IFS approach to select an optimal set of 177 properties. Finally, we use the Gradient Tree Boosting
algorithm and the balanced under-sampling techniques to build the RNA-binding site prediction models

Precision =
ACC =

TP
TP + FP

TP + TN
TP + TN + FP + FN

2 × Recall × Precision
F − measure =
Recall + Precision
MCC = √

(15)

(16)

(17)

TP × TN − FP × FN
(TP + FP)(TP + FN)(TN + FP)(TN + FN)
(18)

In these equations, the TP, TN, FP, FN refer to the
numbers of true positive, true negative, false positive and
false negative residues in the prediction, correspondingly.
In addition, the ROC graph is formed by plotting the
false positive rate (i.e. 1 - specificity) against the true
positive rate, which equals sensitivity. Furthermore, the

area under the receiver operating characteristic (ROC)
[56] curve (AUC) is also utilized for evaluating prediction
performance.

Results and discussion
In this section, we first tested the prediction performance of the PredRBR model with different combinations
of features, including PSSMs, site features (SiteFs) and
structural neighborhood features (SNF-EDs & SNF-VDs),
and compared the performance of SiteFs and structural
neighborhood features. Then, the mRMR-IFS method is
used to select the optimal feature set from all obtained
properties. We also implemented many machine learning algorithms using the selected features and compared
the prediction performance of gradient tree boosting classifier with these methods using 10-fold cross-validation.
Finally, we compared the PredRBR model with existed
previous approaches on the same independent test set,
and an example of the predicted interface residues with
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Table 1 The cross-validation results of different feature combinations and the optimal selected feature set using mRMR-IFS on the
RBP170 dataset
Features

ACC

SN

SP

Precision

F-measure

MCC

AUC

PSSM

0.72± 0.01

0.69± 0.02

0.73± 0.01

0.30± 0.01

0.42± 0.02

0.31± 0.02

0.79± 0.01

SiteFs

0.77± 0.01

0.74± 0.02

0.77± 0.01

0.36± 0.01

0.48± 0.01

0.40± 0.02

0.84± 0.01

SNF-VDs

0.75± 0.01

0.80± 0.01

0.74± 0.01

0.35± 0.02

0.48± 0.02

0.40± 0.02

0.85± 0.01

SNF-EDs

0.78± 0.01

0.79± 0.02

0.78± 0.01

0.38± 0.02

0.51± 0.01

0.44± 0.02

0.87± 0.01

SNF-EDs+SNF-VDs

0.82± 0.01

0.81± 0.02

0.82± 0.01

0.44± 0.02

0.57± 0.02

0.51± 0.02

0.89± 0.01

SiteFs+SNF-EDs+SNF-VDs

0.82± 0.01

0.83± 0.01

0.83± 0.01

0.46± 0.02

0.58± 0.01

0.53± 0.01

0.91± 0.01

mRMR-IFS (Top177)

0.84± 0.01

0.85± 0.02

0.84± 0.01

0.47± 0.02

0.60± 0.02

0.55± 0.02

0.92± 0.01

RNA in the protein 3R2C:A is provided to illustrate the
proposed method.
Evaluation of different feature combinations

In previous approaches, many combinations of features
have been widely applied to get improved predictions
of protein-RNA interaction residues, including physicochemical features, side-chain environment, sequence
conservation score, position-specific scoring matrices
(PSSMs), relative accessible surface area (RASA), secondary structure (SS), interaction propensity and so on.
Based on these researches [7, 9–11, 14–24], we combined a variety of features of the amino acids to represent
the specific interaction attributes of protein residues with
RNA nucleotides. In this work, some of the site characteristics, such as relative accessible surface area, secondary
structure and interaction propensity, can be calculated
only after the protein structure information is available.
Thus, we categorize these site features into structurebased characteristics, and others are sequence features.
To investigate the performances of different features combinations, including the mRMR-IFS selected features,
we build a series of sub-models based on the those
features and compared the prediction performances of
these model using 10-fold cross-validation on the RBP170

dataset. The detailed results are depicted in Table 1. The
performance of each model is measured by seven metrics:
accuracy (ACC), sensitivity (SN), specificity (SP), Precision, F-measure, MCC and area under curve (AUC). Note
that the site features (SiteFs) is the 63D basic sequence and
structure properties, including none of structural neighborhood features, and the PSSM column in Table 1 is a
subset of the site features.
As shown in Table 1, the performance of prediction
based on PSSM is not so good, at least not reach our
research aims. In contrast, the method with site features (SiteFs) achieves a relatively good performance with
a AUC value of 0.84, there is at least 5% increase in
overall accuracy, sensitivity, specificity, MCC, F-measure
and AUC score compared with PSSM. The Euclidean
neighborhood features (SNF-EDs) outperforms PSSM and
SiteFs, with at least a 3% improvement on AUC score,
which suggests that SNF-EDs is an important feature
type for predicting protein-RNA binding residues. When
combining all of the structural neighborhood features
(SNF-EDs+SNF-VDs), the improvement on performance
is impressive, at least 4% increase in ACC and 5% increase
in AUC score compared with site features (SiteFs). The
optimal 177 features (Top177) are selected from the full
combined features (SiteFs+SNF-EDs+SNF-VDs ) with an

Fig. 4 The performance (AUC and MCC) of the top N features using the mRMR-IFS approach
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Fig. 5 The numbers of different feature categories existing in the top N ordered features

effective feature selection method (mRMR-IFS [55]) and
achieve the best performance.
Contribution of feature selection

Selecting the most informative features is essential for
the prediction performance enhancement, and may consequently improve our understanding of the molecular
mechanism of RNA-binding sites. A total of 189 site,
Euclidean and Voronoi features are initially calculated.
We use mRMR-IFS [55], a filter-based approach to rank
the features and select the top k attributes. The classifier
with the top 177 features achieves the highest performance (MCC =0 .55 and AUC = 0.92) in cross-validation
on RBP170 (Fig. 4). We select the 177 optimal features
to build the final RNA-binding site prediction model. As
shown in Table 1, the performance of the top 177 features
selected using mRMR-IFS is significantly better than that
of other feature combinations.
We also analyze the numbers of sits (SiteFs), Euclidean
(SNF-EDs) and Voronoi (SNF-VDs) features that occurred
in the top N characteristics sorted by using the mRMR
method, respectively. Figure 5 shows the numbers of the
three categories of features exited in the top N (range from
10 to 100) selected properties. We observed that structural neighborhood characteristics (SNF-EDs and SNFVDs) [44] occupy the majority of the top N list, implying
that structural neighborhood characteristics paly a critical
role in boosting the performance of RNA-binding residue
prediction.

Performance comparison with other machine learning
methods

We further compare the effectiveness of PredRBR
with existing state-of-the-art machine learning methods,
including Support Vector Machine (SVM) [57], Random
Forest (RF) [58] and Adaboost [59]. Table 2 shows the
prediction results of these classifiers. It is worth indicating that all examined methods employ the same feature
set on the training dataset (RBP170) with 10-fold crossvalidation. With a specificity of 0.84, PredRBR obtains
a sensitivity of 0.85, a precision of 0.47, a F-measure
of 0.60 and a MCC value of 0.55. The best one among
these compared machine learning methods is Random
Forest with its sensitivity of 0.81 and specificity of 0.83
as well as F-measure of 0.57. Comparing with Random
Forest, PredRBR obtains at least 2% increase in sensitivity, 7% increase in MCC value and 5% increase in
F-measure. PredRBR also achieves higher AUC score than
that of other comparison machine learning approaches.
The AUC score of PredRBR is 0.92, while those of the
three machine learning methods are in the range of
0.87∼0.90. The results imply that our proposed GTBbased PredRBR model plays crucial role in performance
boosting.
Results of the independent evaluation

We validate the usability of the proposed PredRBR
model on the independent test dataset. The independent
test dataset (RBP101) has 101 non-homologous proteins

Table 2 Prediction performance of PredRBR and other machine learning methods on the RBP170 dataset
Method

ACC

SN

SP

Precision

F-measure

MCC

AUC

PredRBR

0.84± 0.01

0.85± 0.02

0.84± 0.01

0.47± 0.02

0.60± 0.02

0.55± 0.02

0.92± 0.01

RF

0.82± 0.01

0.81± 0.01

0.83± 0.01

0.44± 0.02

0.57± 0.02

0.51± 0.02

0.90± 0.01

SVM

0.81± 0.01

0.81± 0.02

0.81± 0.02

0.42± 0.01

0.55± 0.01

0.49± 0.01

0.89± 0.01

Adaboost

0.79± 0.01

0.80± 0.01

0.79± 0.01

0.40± 0.01

0.53± 0.01

0.46± 0.01

0.87± 0.01
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Fig. 6 The ROC curves of PredRBR and other three machine learning
methods on the RBP101 dataset

including 2886 binding sites and 29704 non-binding sites.
Due to the imbalance between positive sample and negative sample, the receiver operating characteristic (ROC)
curve is regarded as proper measurement to evaluate the
overall performance. Higher curve of ROC represents better prediction accuracy. Figure 6 shows the ROC curves
and AUC scores of PredRBR and other machine learning methods on the RBP101 dataset. PredRBR, SVM,
Adaboost and Random Forest achieve AUC values of 0.82,
0.80, 0.78 and 0.76, respectively. Comparing with the other
methods, the PredRBR model improves the AUC score by
2%∼6%.
We compare PredRBR with several existing state-of-theart RNA-binding residue prediction approaches, including BindN [9], PPRint [20], Liu-2010 [12], BindN+ [22],
RNABindR2.0 [23], RNABindRPlus [14] and SNBRFinder
[17] on the independent set (RBR101). In these methods, BindN [9], BindN+ [9] and PPRint [20] use SVM
to build the RNA-binding site classifier; RNABindRPlus

[14] utilizes a logistic regression method to integrate the
homology-based method HomPRIP and optimized SVM
model named SVMOpt; Liu-2010[12] is RF-based method
with sequence and structural features especially the proposed interaction propensity, and SNBRFinder [17] is a
hybrid method based on the sequence features.
As shown in Table 3, PredRBR achieves the best predictive performance with an accuracy of 0.83, a sensitivity of 0.59, specificity of 0.85, precision of 0.28,
F-measure of 0.38 and MCC of 0.32. The results indicate
that 59% of the real RNA-binding residues are correctly
identified (sensitivity), and 85% of the non-RNA binding residues are precisely predicted (specificity). In the
control methods, SNBRFinder gains the best prediction
results (sensitivity=0.65, specificity=0.80, F-measure=0.36
and MCC=0.31). The performance our PredRBR method
goes beyond SNBRFinder regarding F-measure and MCC.
Particularly, the specificity of PredRBR is significantly
better than that of RNABindR (increased by 5%), which
suggests that PredRBR would be able to determine the
residues that do not exist in the RNA-binding surface
better and reduce the experiment cost. The ROC curves
of PredRBR and other existing methods are shown in
Fig. 7, which are drawn by varying the cutoffs of the
prediction scores to calculate the sensitivities and specificities of these methods. The AUC scores (areas under
ROC curves) of the eight methods, including PredRBR,
SNBRFinder, RNABindRPlus , RNABindR 2.0, BindN+,
PPRint, Liu-2010, BindN, are about 0.82, 0.80, 0.73, 0.72,
0.72, 0.68, 0.66 and 0.64, respectively. These improvements on the prediction indicate that our proposed PredRBR method integrating the GTB algorithm and the
optimal selected 177 features particularly the structural
neighborhood properties can effctively predict RNAbinding residues.
Case study

The ternary NusB-NusE-BoxA RNA complex (PDB code
3R2C) initiates the complete antitermination complex
required by the processive transcription antitermination.
The complex NusB-NusE-BoxA reveals the significance of

Table 3 Independent test of our GTB-based PredRBR and other existing methods on the RBP101 dataset
Method

ACC

SN

SP

Precision

F-measure

MCC

PredRBR

0.83± 0.12

0.59± 0.13

0.85± 0.11

0.28± 0.16

0.38± 0.15

0.32± 0.17

SNBRFinder

0.78± 0.15

0.65± 0.22

0.80± 0.13

0.25± 0.21

0.36± 0.18

0.31± 0.20

RNABindRPlus

0.80± 0.10

0.49± 0.30

0.84± 0.13

0.26± 0.26

0.34± 0.24

0.26± 0.22

BindN+

0.81± 0.09

0.42± 0.18

0.85± 0.05

0.22± 0.24

0.29± 0.18

0.21± 0.17

RNABindR 2.0

0.71± 0.09

0.59± 0.22

0.72± 0.14

0.17± 0.16

0.27± 0.16

0.20± 0.12

PPRint

0.82± 0.09

0.35± 0.19

0.86± 0.06

0.20± 0.27

0.25± 0.17

0.17± 0.15

Liu-2010

0.73± 0.07

0.51± 0.19

0.72± 0.10

0.15± 0.14

0.23± 0.15

0.15± 0.11

BindN

0.69± 0.07

0.49± 0.15

0.70± 0.05

0.14± 0.20

0.22± 0.15

0.12± 0.13
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key protein-protein and protein-RNA interactions. Here,
we use PredRBR to investigate the RNA binding residues
in NusB (3R2C:A). The overall accuracy of predicting
RNA binding residues by PredRBR is 0.88, which is a very
accurate when compared with the available experimental
data. Figure 8 shows the comparison between actual interaction residues and predicted RNA binding residues in the
protein 3R2C:A. Figure 8a presents the actual interaction
residues of protein 3R2C:A and the red spheres represent
real RNA binding residues. Figure 8b shows the binding
sites predicted by PredRBR. The results show that most
of the actual interaction residues are well identified by the
PredRBR model.

Conclusion

Fig. 7 The ROC curves of PredRBR and other state-of-the-art
prediction approaches on the RBP101 dataset

In this study, we have developed PredRBR, a highperformance protein-RNA binding site prediction
method. The novelty of the proposed method lies
in the idea that we widely integrate a large number
of sequence, structural and energetic characteristics,
together with two categories of Euclidian and Voronoi
neighborhood features, produces more critical clues for
RNA-binding residue prediction. A total of 63 site-based,

Fig. 8 Comparison between experimentally determined RNA binding sites (a) and predicted RNA binding residues (b). a Actual RNA-binding
residues in protein 3R2C:A. Result of (b) is predicted binding residues by PredRBR and the numbers of predicted TP, FP, TN and FN in 3R2C:A are 30, 8,
92, and 8, respectively. The true positive, true negative, false positive and false negative residues are shown in red, yellow, black and blue, respectively

Tang et al. BMC Bioinformatics 2017, 18(Suppl 13):465

63 Euclidian and 63 Voronoi neighborhood features
have been obtained. We use the mRMR-IFS approach
to select an optimal subset of 177 features to reduce the
computational time and improve the performance. Our
results also highlight the benefits of basing RNA-binding
residue prediction method on the GTB algorithm and
structural neighborhood characteristics (Euclidian and
Voronoi). Both cross-validation and independent test
show that PredRBR performs significantly better than
other existing state-of-the-art methods such as Liu-2010,
BindN+, RNABindRPlus, BindN, PPRint, SNBRFinder
and RNABindR2.0. Furthermore, we demonstrate the
effectiveness of our approach to an RNA binding complex
and obtained encouraging results.
A limitation of PredRBR is that it is a structurebased approach, which use an encoding of sequence and
structure-derived features of a target residue and its structural neighborhood features to make predictions. RNAbinding sites of proteins without known 3D structures
can’t be well predicted. However, the number of proteins with known structures has increased rapidly in the
past few years especially due to the accurate theoretical models that can be produced when using the solved
representatives as templates for the models.
In the future, we will try to extract more effective features and machine learning methods to further improve
the RNA-binding residue prediction. Also, we will develop
an open access web-server for the proposed PredRBR
method.
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Prlić A, Quesada M, Quinn GB, Westbrook JD, et al. The rcsb protein data
bank: redesigned web site and web services. Nucleic Acids Res.
2011;39(suppl 1):392–401.
29. Wang G, Dunbrack RL. Pisces: a protein sequence culling server.
Bioinformatics. 2003;19(12):1589–91.
30. Li W, Godzik A. Cd-hit: a fast program for clustering and comparing large
sets of protein or nucleotide sequences. Bioinformatics. 2006;22(13):
1658–9.
31. Fu L, Niu B, Zhu Z, Wu S, Li W. Cd-hit: accelerated for clustering the
next-generation sequencing data. Bioinformatics. 2012;28(23):3150–152.
32. Kawashima S, Kanehisa M. Aaindex: amino acid index database. Nucleic
Acids Res. 2000;28(1):374–4.
33. Miller S, Lesk AM, Janin J, Chothia C, et al. The accessible surface area
and stability of oligomeric proteins. Nature. 1987;328(6133):834–6.
34. Nelson DL, Lehninger AL, Cox MM. Lehninger Principles of Biochemistry.
London: Macmillan; 2008.
35. Huang YF, Chiu LY, Huang CC, Huang CK. Predicting rna-binding
residues from evolutionary information and sequence conservation. BMC
Genomics. 2010;11(Suppl 4):2.
36. Wang L. Random forests for prediction of dna-binding residues in protein
sequences using evolutionary information. In: Second International
Conference On Future Generation Communication and Networking.
vol. 3. Sanya: IEEE. 2008. p. 24–9.
37. Deng L, Chen Z. An integrated framework for functional annotation of
protein structural domains. IEEE/ACM Trans Comput Biol Bioinforma
(TCBB). 2015;12(4):902–13.
38. Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W,
Lipman DJ. Gapped blast and psi-blast: a new generation of protein
database search programs. Nucleic Acids Res. 1997;25(17):3389–402.
39. Mayrose I, Graur D, Ben-Tal N, Pupko T. Comparison of site-specific
rate-inference methods for protein sequences: empirical bayesian
methods are superior. Mol Biol Evol. 2004;21(9):1781–91.
40. Kabsch W, Sander C. Dictionary of protein secondary structure: pattern
recognition of hydrogen-bonded and geometrical features. Biopolymers.
1983;22(12):2577–637.
41. Rost B, Sander C. Conservation and prediction of solvent accessibility in
protein families. Protein: Struct, Funct, Genet. 1994;20(3):216–26.
42. Obradovic Z, Peng K, Vucetic S, Radivojac P, Dunker AK. Exploiting
heterogeneous sequence properties improves prediction of protein
disorder. Protein: Struct, Funct, Bioinforma. 2005;61(S7):176–82.
43. Peng K, Radivojac P, Vucetic S, Dunker AK, Obradovic Z.
Length-dependent prediction of protein intrinsic disorder. BMC
Bioinformatics. 2006;7(1):208.
44. Deng L, Guan J, Wei X, Yi Y, Zhang QC, Zhou S. Boosting prediction
performance of protein–protein interaction hot spots by using structural
neighborhood properties. J Comput Biol. 2013;20(11):878–91.
45. Deng L, Zhang QC, Chen Z, Meng Y, Guan J, Zhou S. Predhs: a web
server for predicting protein-protein interaction hot spots by using
structural neighborhood properties. Nucleic Acids Res. 2014;42(Web
Server issue):290–5.

Page 58 of 58

46. Keskin O, Bahar I, Jernigan R, Badretdinov A, Ptitsyn O. Empirical solventmediated potentials hold for both intra-molecular and inter-molecular
inter-residue interactions. Protein Sci. 1998;7(12):2578–586.
47. Tuncbag N, Gursoy A, Keskin O. Identification of computational hot spots
in protein interfaces: combining solvent accessibility and inter-residue
potentials improves the accuracy. Bioinformatics. 2009;25(12):1513–20.
48. Assi SA, Tanaka T, Rabbitts TH, Fernandez-Fuentes N. Pcrpi: Presaging
critical residues in protein interfaces, a new computational tool to chart
hot spots in protein interfaces. Nucleic Acids Res. 2010;38(6):86–6.
49. Chan CH, Liang HK, Hsiao NW, Ko MT, Lyu PC, Hwang JK. Relationship
between local structural entropy and protein thermostabilty. Protein:
Struct, Funct, Bioinforma. 2004;57(4):684–91.
50. Liang S, Grishin NV. Effective scoring function for protein sequence
design. Protein: Struct, Funct, Bioinforma. 2004;54(2):271–81.
51. Zimmer R, Thiele R, et al. New scoring schemes for protein fold
recognition based on voronoi contacts. Bioinformatics. 1998;14(3):
295–308.
52. Barber CB, Dobkin DP, Huhdanpaa H. The quickhull algorithm for convex
hulls. ACM Trans Math Softw (TOMS). 1996;22(4):469–83.
53. Jones S, Daley DT, Luscombe NM, Berman HM, Thornton JM. Protein–rna
interactions: a structural analysis. Nucleic Acids Res. 2001;29(4):943–54.
54. Pedregosa F, Varoquaux G, Gramfort A, Michel V, Thirion B, Grisel O,
Blondel M, Prettenhofer P, Weiss R, Dubourg V, et al. Scikit-learn:
Machine learning in python. J Mach Learn Res. 2011;12:2825–830.
55. Peng H, Long F, Ding C. Feature selection based on mutual information
criteria of max-dependency, max-relevance, and min-redundancy.
Pattern Anal Mach Intell, IEEE Trans. 2005;27(8):1226–38.
56. Metz CE. Basic principles of roc analysis. In: Seminars in Nuclear Medicine.
Amsterdam: Elsevier. 1978. 8(4):283–298.
57. Cai Yd, Lin SL. Support vector machines for predicting rrna-, rna-, and
dna-binding proteins from amino acid sequence. Biochim Biophys Acta
(BBA)-Protein Proteomics. 2003;1648(1):127–33.
58. Breiman L. Random forests. Mach Learn. 2001;45(1):5–32.
59. Rätsch G, Onoda T, Müller KR. Soft margins for adaboost. Mach Learn.
2001;42(3):287–320.

Submit your next manuscript to BioMed Central
and we will help you at every step:
• We accept pre-submission inquiries
• Our selector tool helps you to find the most relevant journal
• We provide round the clock customer support
• Convenient online submission
• Thorough peer review
• Inclusion in PubMed and all major indexing services
• Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit

