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Proteins (SDAP 2.0) provides 3D models for
allergens and incorporated bioinformatics tools
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Background: Allergenic proteins can cause IgE-mediated
adverse reactions in sensitized individuals. Although the
sequences of many allergenic proteins have been identified,
bioinformatics data analysis with advanced computational
methods and modeling is needed to identify the basis for IgE
binding and cross-reactivity.
Objective: We aim to present the features and use of the
updated Structural Database of Allergenic Proteins 2.0 (SDAP
2.0) webserver, a unique, publicly available resource to compare
allergens using specially designed computational tools and new
high-quality 3-D models for most known allergens.
Methods: Previously developed and novel software tools for
identifying cross-reactive allergens using sequence and
structure similarity are implemented in SDAP 2.0.
A comprehensive set of high-quality 3-D models of most
allergens was generated with the state-of-the-art AlphaFold 2
software. A graphics tool enables the interactive visualization of
IgE epitopes on experimentally determined and modeled 3-D
structures.
Results: A user can search for allergens similar to a given input
sequence with the FASTA algorithm or the window-based World
Health Organization/International Union of Immunological
Societies (WHO/IUIS) guidelines on safety concerns of novel
food products. Peptides similar to known IgE epitopes can be
identified with the property distance tool and conformational
epitopes by the Cross-React method. The updated database
contains 1657 manually curated sequences including all
allergens from the IUIS database, 334 experimentally
determined X-ray or NMR structures, and 1565 3-D models.
Each allergen/isoallergen is classified according to its protein
family.
Conclusions: SDAP provides access to the steadily increasing
information on allergenic structures and epitopes with
integrated bioinformatics tools to identify and analyze their
similarities. In addition to serving the research and regulatory
community, it provides clinicians with tools to identify potential
coallergies in a sensitive patient and can help companies to
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Proteins from different foods, plants, fungi, and animals can
sensitize individuals and stimulate IgE-mediated allergic re-
sponses.1 After binding to IgE antibodies onmast cells,2 allergens
can trigger an immune response ranging from rashes to difficulty
breathing to potentially deadly anaphylaxis.3 It is known that
allergens from many different sources can cause dangerous
cross-reactions, which may be revealed by sequence and struc-
tural relationships.4,5 The Structural Database of Allergenic Pro-
teins (SDAP), the first publicly available, cross-referenced
database of allergenic proteins,6 allowed users to rapidly deter-
mine relationships between allergens or to any input sequence us-
ing specifically designed bioinformatic tools.7,8 Other websites
(recently summarized9) with different goals complement this
information.

SDAP 2.0 is a comprehensive update that includes sequences
and structures for all proteins classified by the Allergen Nomen-
clature Sub-Committee of the World Health Organization and
International Union of Immunological Societies (WHO/IUIS)
according to general clinical and biochemical guidelines as
allergens.10 The WHO/IUIS database lists proteins that conform
to their clinical criteria for allergenicity with respect to the num-
ber of patients with documented IgE reactions. In addition to se-
quences from the WHO/IUIS database (which are marked as
such), additional proteins described as having allergenic charac-
teristics from the literature are included for comparison purposes.
Bioinformatic tools developed by us and other groups, func-
tioning ‘‘on the fly,’’ allow rapid comparison of allergens accord-
ing to protein families (Pfams),11 physicochemical property
motifs,12 physical relationships, and biological functions.4,6,13-20

The tools now integrated into SDAP 2.0 and, most significantly,
3-dimensional (3D) structures of more than 1600 distinct aller-
gens and their isoforms are a valuable resource for identifying
cross-reactive allergens. Recently, a major advance in deter-
mining a conformational IgE epitope of the house dust mite
allergen Der p 2 in a high-resolution X-ray crystal structure was
achieved,21 which suggests that experimental data as input for
our bioinformatics tools for predicting cross-reactivities will be
available in increasing numbers.

SDAP was first publicly available in 2002,7,22 with a major up-
date in 200823 that included 3-D models of allergens for which no
experimental structure was available.24 New or updated features
in SDAP 2.0 are the interactive graphics tool for the display of
experimentally determined 3-D structures, an updated list of
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allergenic proteins classified by Pfam, a version of the previously
validated Cross-React software14 integrated into the webserver,
and a comprehensive set of highly reliable 3-D models of most
allergen sequences generated with the highly precise and vali-
dated AlphaFold program.25 These models and the updated soft-
ware tools now available in the webserver SDAP 2.0, can help in
interpreting the experimental results and determining structural
similarities in cross-reactive proteins even in the face of
extremely variant sequences.5,26,27 We show the capabilities of
the webserver with the identification of food allergens cross-
reactive to the birch pollen allergen, Bet v 1, a linear peptide
search in the database for an IgE epitope of the Juniper ashei pol-
len allergen, Jun a 1, with the PD tool, which identified other pec-
tate lyases from Cupressaceae tree pollen, but not other pectate
lyases from the Asterales plant family of mugwort and
ragweed.28,29 New in SDAP 2.0, the integrated Cross-React soft-
ware can be used to identify other potential conformational IgE
epitopes, as illustrated by the conservation of a previously identi-
fied IgE epitope in other pathogenesis-related (PR)-5 thaumatin-
like proteins.30,31 Finally, we document the reliability of the new
3-D models in SDAP 2.0 generated by AlphaFold.
METHODS

Data collection
All allergen sequences available in SDAP were manually

identified using existing databases. The curated information is
stored in MySQL tables according to a unique allergen and
sequence ID linked to major databases, SWISS-PROTand NCBI.
Any sequence annotated by WHO/IUIS as an allergen is labeled
as ‘‘1’’ in SDAP, otherwise labeled a ‘‘0.’’ In addition, existing sci-
entific literature related to any allergen sequence is added and
linked to the NCBI PubMed database. Epitope information
collected from the literature search is also available in SDAP.
Sequence search
Internal search utilities in SDAP are implemented with

MySQL. For example, users can search allergen name, species,
and source. Basic sequence analysis within SDAP is performed
using the FASTA sequence alignment program.32 In addition,
allergen sequences from SDAP can be directly searched against
protein sequences in the NR and PDB databases at the NCBI us-
ing a BLAST search33 implemented in SDAP.
Peptide search
Allergenic proteins are known to be cross-reactive if they have

high sequence or structural similarities.34,35 Therefore, a peptide
search utility is implemented in SDAP to find similar sequences in
other allergenic proteins. Users can compare a given peptide
sequence against all allergenic protein sequences in SDAP using
either an exact sequence match or peptide similarity with a prop-
erty distance (PD) search.7,36,37 The PD search method has been
described earlier,8,37-40 and is very useful to find small peptide se-
quences that share common amino acid physicochemical
properties.38,41-43
3-D model structures
We used the AlphaFold 2 software,25,44 running locally on a Li-

nux computer, to generate 3-D model structures of all allergenic
proteins in SDAP 2.0. AlphaFold generates a high-quality 3-D
structure of a protein, when the sequence similarity between the
target sequence and template structures varies from moderate to
very high. The quality of the modeled structures is measured in
terms of predicted local distance difference test (pLDDT) score,
which is a reliable indicator of the quality of the models.45,46

All model structures of the allergenic proteins are shown in the
SDAP website interactively with the user-friendly 3DJmol mole-
cule viewer plugin,47 and are freely available to download with
proper citation of their SDAP-2 origin. In addition, epitope infor-
mation, if available, can be visualized on the 3-D structure of a
protein.
Pfam classification
Despite the rapid increase in the number of sequences, most

allergenic proteins belong to a small set of Pfams.48,49 Using the
Pfamscan method,50 all allergenic proteins in SDAP are classified
on the basis of their Pfam nomenclature,51 and users can search
allergens in SDAP based on their Pfam name.
Food and Allergy Organization/WHO guidelines
We have implemented the Food and Allergy Organization/

WHO guidelines for allergenic proteins as aweb server. Users can
search any peptide or a protein sequence against all allergenic
proteins in SDAP. According to the FAO/WHO guidelines, a
query protein and a known allergen should be considered
potentially cross-reactive if there is (a) more than 35% identity
in the amino acid sequence of the expressed protein, using a
window of 80 amino acids and a suitable gap penalty, or (b) a
sequence identity of 6 contiguous amino acids. Because condition
(b) is rather liberal and generates potentially many false positives,
the user may choose another cutoff value for the length of the
exact sequence match.
RESULTS

Main functionalities in SDAP 2.0
An overview of the integrated bioinformatics tools for storing

and accessing the allergenic proteins in SDAP 2.0 is shown in
Fig 1. Buttons, clearly visible to the user, allow access to the
allergen data entries and search tools according to keywords,
sequence similarity searches, peptide similarities by PDs,37 aller-
genic risks factors according to the WHO/IUIS rules,1 and graph-
ical display of experimentally determined and 3-D model
structures. In addition, existing scientific literature related to
any allergen sequence is added and linked to the NCBI PubMed
database. Epitope information from periodically updated



FIG 1. Main functions of SDAP and internal data storage of allergens: Left and middle columns contain the

list of integrated search tools, display functions, and bioinformatics tool for epitope predictions; the right

column lists the stored allergen information in the database.

TABLE I. List of food allergens obtained from a FASTA search

in SDAP 2.0 starting with the pollen allergen Bet v 1

Allergen name* Source

Percentage of amino

acid sequence identity

with Bet v 1
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literature searches is available in the SDAP database. All se-
quences are annotated on the basis of their Pfam 35.0 database
(November 2021 release) domains. We obtained 223 protein fam-
ilies of allergen proteins compared with 19,632 different families
in the Pfam database.
Cor a 1 Hazelnut 84

Mal d 1 Apple 68

Cas s 1 Chestnut 67

Jug r 5 English Walnut 67

Pru av 1 Sweet Cherry 61

Pru p 1 Peach 61

Pru ar 1 Apricot 61

Pru du 1 Almond 57

Pyr c 1 Pear 60

Fra a 1 Strawberry 57

Gly m 4 Soybean 51

Ara h 8 Peanut 47

*These allergens share high sequence and structural similarity with Bet v 1 but are

from different sources known to induce pollen-food syndrome.
Sequence and 3-D structural similarity searches in

the database
FASTA search. Allergenic proteins are considered to be

potentially cross-reactive if they have high sequence or structural
similarities.34,35 Related allergens can be identified in SDAP 2.0
by a sequence search. For example, a FASTA search identified
many food allergens in SDAP 2.0 with high sequence similarity
to the birch pollen allergen Bet v 1 (Table I), many of which
have been implicated in the pollen food syndrome.52,53 These
sequence-related allergens are PR-10 proteins, activated in plants
in response to stress. Their models also show 3-D structural sim-
ilarity to Bet v 1, with a 7-stranded b-sheet wrapped around an a-
helix (Fig 2). Most hazelnut-allergic patients in a Dutch study54

were sensitized to Bet v 1. Those with coallergy to peanut and
high IgE levels to hazelnut Cor a 1 also had similar IgE levels
to the peanut allergen Ara h 8 and pollen allergen Bet v 1. Cor
a 1 and Ara h 8 sensitization was always accompanied by a Bet
v 1 sensitization. The observed high correlation between IgE re-
sponses to Cor a 1 and Ara h 8 in the patient cohort, as well as the
close correlation to IgE responses to Bet v 1, strongly suggest the
cross-reactivity of these proteins despite their vastly different
sources.

PD tool. When the IgE epitopes of an allergen have been
experimentally determined, potential cross-reactivity to other
allergens can be found by a peptide similarity search, using the
(implemented) property distance (PD) tool. The PD tool calcu-
lates how 2 peptides differ based on their quantitative value of 5
quantitative descriptors representing physical-chemical proper-
ties for each amino acid residue in each peptide. The PD value is
0 for identical sequences and assumes values up to 5-8, depending
on length, for cross-reactive peptides. The PD search method has
been validated,8,37-40 where it was demonstrated to find peptide
sequences of cross-reactive allergens that share common
properties.38,41,42

In Fig 3 we give an example of a PD search in SDAP 2.0 for the
pollen allergen Jun a 1. Using the Jun a 1 linear epitope 1,55,56 we
found several pectate lyase allergens from other Cupressaceae
species: common cypress (Cup s 1), Japanese cedar (Cry j 1),
and Japanese cypress (Cha o 1). These allergens each have se-
quences with a low PD score (<3.0) to the input IgE-binding pep-
tide of Jun a 1. Consistent with this result, pollen from all 3 of



FIG 2. 3-D structures of cross-reacting food allergens to Bet v 1, Cor a 1 (hazelnut, PDB id: 6Y3I), Mal d 1

(apple, PDB id: 5MMU), and Ara h 8 (peanut, PDB id: 4M9B) were found by a FASTA search in SDAP-2

starting with the probable sensitizing allergen from birch pollen, Bet v 1 (PDB id: 1BV1). These allergens all

group to the same Pfam, despite their diverse sources.

FIG 3. Peptide search with the PD tool implemented in SDAP 2.0, starting with the experimentally

determined, linear IgE epitope 1 (IFSQNMNIKLKMP) of Jun a 1. A, List of allergens with similar peptides as

indicated by their low PD value. Amore complete list of the top 20 allergens in SDAP 2.0 found by this search

is given in Table E1. B-E, The common epitope areas mapped on the 3-D structures of the similar pectate

lyase allergens from the Cupressaceae species Mountain cedar (Jun a 1), common cypress (Cup s 1), Jap-

anese cedar (Cry j 1), and Japanese cypress (Cha o 1). IgE from both Texas and Japanese patients bind to the

same regions of Jun a 1.
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these Cupressaceae trees cross-react with IgE pollen-allergic pa-
tient sera in ELISA experiments.28 The PD scale clearly distin-
guished the pollen pectate lyases from Asteraceae species that
have only limited cross-reactivity to Jun a 1, including Art v 6
from mugwort, Amb a 1 from ragweed, or Hel a 6 from sunflower
that had PD values more than 7.0. In Table E1 (in the Online Re-
pository available at www.jaci-global.org) we give a list of the top
20 allergens in the database that shows this drastic increase in PD
value from Cupressaceae allergens to the Asteraceae pollen
allergen Art v 6, illustrating how different the grass and tree pol-
len proteins are. Other allergens listed in Table E1 have high PD
values, such as Chi t 6, Chi t 8, Bomb m 5, or Fag e 1, indicating
their low degree of similarity to the query allergen. This indicates
the power of the PD approach in distinguishing possible cross-
reactive allergens using experimental IgE epitope data.

Cross-React. Our conformational epitope search method,
Cross-React,14 has now been implemented in SDAP 2.0. This tool
identifies exposed surface patches on the SDAP proteins that best

http://www.jaci-global.org


FIG 4. A, Linear epitopes of Jun a 3 (left) and Cup s 3 (right) mapped on the 3-D structures of the PR-5 aller-

gens. B, Cross-React search in SDAP 2.0 with the linear epitopes of Cup s 3. We found similar surface-

exposed patches on the pollen allergens Jun v 3, Jun a 3, and a thaumatin-like protein homolog from

Cupressus arizonica with a high Pearson correlation value. N-terminals of proteins are not shown (from

M1-L19 in Jun a 1, and M1-A16 in Cup s 3) because they are part of the signal peptides and not part of

the mature protein. Epitope location is labeled on the basis of the original publication related to Jun a 1

and Cup s 3.
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map to known conformational epitopes. For existing linear epi-
topes in SDAP, we calculated the solvent-accessible surface areas
of the amino acids in the epitope region of the 3D structure using
GETAREA.57 The Cross-React program selects these surface-
exposed residues and maps them on to the protein surfaces of
all allergens in SDAP 2.0. Similar conformational epitopes are
then found by a high correlation coefficient.14 A high Cross-
React correlation score identified the allergens of apple (Mal
d 1), cherry (Pru av 1), carrots (Dau c 1), and celery (Api g 1)
as being cross-reactivewith the birch pollen allergen Bet v 1, con-
firming previous data.14

In another example of how structure can identify cross-reactive
epitopes, our group previously identified a novel allergen in
Juniper pollen, Jun a 3, and characterized a major area on its
surface for IgE binding.31 Five IgE-reactive tryptic fragments,
separated byHPLC,weremapped on amodel based on the nearest
structural template in the PDB, for the sweet-tasting protein thau-
matin. Subsequently, similar PR-5 homologs of Jun a 3 were iden-
tified as allergens in peach, cherry, bell pepper, and apple and
could be related to observed pollen-related food sensitivities
(oral allergy syndrome).58 In Fig 4, A, we show the location of
the IgE-reactive tryptic fragments on Jun a 3 and compare
them, structurally, to recently detected epitopes in another PR-5
allergen, Cup s 3 from common cypress (Cupressus sempervi-
rens).30 Cup s 3 and Jun a 3 are known to be cross-reactive
from earlier studies by ELISA inhibition assays.38 The epitope
1 from Jun a 3 and epitope 2 of Cup s 3, and epitope 2 from Jun
a3 and epitope 3 from Cup s 3, overlap despite the different
methods used to identify them. The Cross-React program identi-
fied other structurally related proteins in SDAP with common
conformational epitopes. Cross-React found 3 structurally similar
proteins related to Cup s 3: Jun v 3, Jun a 3, and a thaumatin-like
protein homolog from Cupressus arizonica (a non-WHO/IUIS
allergen protein in SDAP).59,60 All WHO/IUIS allergens are
labeled as 1 in SDAP or 0 if they are not included in this list. These
allergens share a high sequence identity with Cup s 3 and have a
high correlation coefficient calculated by Cross-React (Table II)
of 0.84 or higher. We suggest that the exposed surface area
overlapping with epitope 1 from Jun a 3 and epitope1/epitope 2
from Cup s 3 is a conserved conformational epitope among the
PR-5 thaumatin-like allergens. The banana allergen Mus a 4,
also a PR-5-TLP, also has a high correlation coefficient, but a
lower sequence identity. Earlier structural studies ofMus a 461 de-
tected a similar IgE-binding groove of the banana allergen and the
pollen allergen Jun a 3, and suggested that this similarity could be
the molecular basis for the cross-reactivity between aeroallergens
and fruit allergens from the TLP family.
Accuracy of our 3-D models of allergenic proteins in

SDAP 2.0
We used the AlphaFold 2 software25,44 running locally on a Li-

nux computer to generate 3-D model structures of all allergenic
proteins in SDAP. The qualities of the modeled structures are
measured in terms of pLDDT scores.45 Based on the CASP exper-
iment,46 an AlphaFold model is considered reliable if the pLDDT
score is above 70. Fig 5, A, shows the average pLDDT scores
compared with the sequence identities of the top template struc-
tures obtained by a BLAST sequence search against the protein
data bank. This indicates that AlphaFold can generate high-
quality structures even for difficult targets with low sequence
identities to potential template structures. Most of our 3-D model
structures have very high average pLDDT scores (Fig 5, B), with
1283 modeled structures above 80%, 1404 structures above 70%,
and only 120 allergen structures with average pLDDT score
values less than 70%.

Fig 6 shows an example of a model structure of the major pea-
nut allergen Ara h 2 obtained from the AlphaFold method.
Although multiple IgE epitopes have been identified on the basis
of peptide mapping,62-65 Ara h 2 resisted experimental structure
determination for years, due to high mobility especially in the
flexible loop region, which is one of its most important IgE epi-
topes. The partial X-ray crystal structure of Ara h 2 was solved
in 2011, but major disordered loop regions are missing from the
coordinate list in the PDB.66 The loop region with correct stereo-
chemistry is included in the SDAP-2 model, permitting



TABLE II. Mapping of linear epitopes using the Cross-React* search

Allergen name Predicted residues in the patch (epitope 1) PCC Sequence identity (%)

Jun v 3 T18V19W20G28K29R30G52T54G55C66L75 0.84 95.90

Jun a 3 L44P45G46G47G48K49S96T98 0.81 95.10

PR-5–like protein L18P19G20G21G22K23S70T72 0.81 98.00

Mus a 4 W14G20G21G22R23W31L69S70 0.82 55.70

Allergen name Predicted residues in the patch (epitope 2) PCC Sequence identity (%)

Jun v 3 G3A4G5A6A42A43G44T45 0.94 95.90

Jun a 3 A24G25V26N60A62A63G64T65 0.93 95.10

PR-5–like protein L35A36A37G38T39A40Q86S87 0.88 98.00

Mus a 4 A1T2N34A37G190G191N193 0.91 55.70

Allergen name Predicted residues in the patch (epitope 3) PCC Sequence identity (%)

Jun v 3 T18W20T54G55T57C66Q67T68 0.87 95.90

Jun a 3 G75C76T77F78D79G84S85 0.89 95.10

PR-5–like protein G49C50T51F52G58S59 0.92 98.00

Mus a 4 T12W14T48G49C50S51Q61G137 0.84 55.70

*The Cross-React method uses all surface-exposed residues in the linear peptide and locates surface patches in all 3-D structures of allergens in the SDAP 2.0 database with a

similar amino acid composition. Using the 3 linear epitopes of Cup s 3 (RYTVWAAGLPGGGKRLDQ, NLAAGTASAR, and RTGCTFD) we found Jun v 3, Jun a 3, and a

thaumatin-like protein homolog from Cupressus arizonica (labeled as PR-5–like protein in the table) and Mus a 4 allergens as potential cross-reactive allergens. All amino acid

labels are based on the sequence information in the database.

FIG 5. A, Average values of pLDDT scores of 3-D model structures obtained with the AlphaFold program vs

the sequence identities of the top template structures in the protein data bank using a BLAST search. B, His-

togram of the pLDDT scores. Most of the 3-D models in SDAP 2.0 have average pLDDT scores greater than

70, indicating they are highly reliable 3-D models.
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visualization of this area and rational interpretation of clinical
data. The model can be used as a starting structure in molecular
dynamics calculations, allowing interpretation of mutations
affecting IgE binding that are consistent with experimental data
(unpublished data). In the current version of SDAP 2.0, we
have also provided snapshots of the sequence alignment used to
generate each 3-D model structure and its pLDDT score profile
plot, allowing easily identification of the reliability of individual
segments.
DISCUSSION
Allergenic diseases including asthma, allergic rhinitis (also

known as hay fever), eczema, hives, and food allergies affect
more than 100 million people worldwide. The societal and
economic costs of food allergy mentioned in a recent publica-
tion67 vary considerably depending on the methods and parame-
ters used and the different geographical locations. However, the
studies indicate that the costs are high, exceeding several billions
of dollars for individual countries. For example, a large fraction of
these costs, the direct medical costs of food allergy for the popu-
lation in the United States, was estimated to be $4.3 billion.

There is a significant rise in the world population suffering
from allergies according to a statistic from the American
Academy of Allergy, Asthma & Immunology, which estimated
that more than 50 million people alone in the United States have
some form of allergies. In addition, allergenic proteins are known
to be cross-reactive, increasing the burden to the health care
system. Data on allergenic proteins, available from multiple
sources, have rapidly expanded with more efficient protein
sequencing and experimental data available from clinical tri-
als.68,69 A summary of some of the widely used allergen data-
bases70 is shown in Table E2 (in the Online Repository
available at www.jaci-global.org). The specific advantages of
SDAP 2.0 are the new 3-D models of all allergens and bioinfor-
matics tools, such as the PD tool and Cross-React, which can
be used to find related allergens in the database and to generate
hypotheses on potential cross-reactivities. For example, we illus-
trated how the PD tool can be used to identify potential cross-
reactive allergens to the pollen allergen Jun a 1. We showed

http://www.jaci-global.org


FIG 6. Quality profile and experimental and 3-Dmodel of the peanut allergen Ara h 2.A, Sequence coverage

of Ara h 2 obtained from a database search. Sequence coverage plot (or head-map representation of the

multiple sequence alignment) shows the number of homologous sequences identified. These are colored

according to sequence identity with Ara h 2. Red color shows low sequence identity, while yellow to blue

color shows moderate to high sequence identity. The gap (white space) in the alignment shows regions

not covered, and bold black line shows the relative coverage of the query sequence with respect to the total

number of aligned sequences. B, X-ray-crystal structure of Ara h 2 in the Protein Data Bank. C, 3-D model of

Ara h 2 obtained from AlphaFold 2. Although the X-ray crystal structure has low sequence coverage in the

disordered loop region (residue number ;45-85), AlphaFold builds a good quality complete model of this

area, allowing visualization of IgE epitopes, 59-64 RDPYSP and 65-72 SQDPYSPD. Quality of the predicted

model is measured by the pLDDT score. A model structure with pLDDT score greater than 70 is modeled

well, whereas those with less than 70 need more attention.
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that several pectate lyase allergens from the common cypress
(Cup s 1), Japanese cedar (Cry j 1), and Japanese cypress (Cha
o 1) have a low PD value to Jun a 1, which is consistent with
experimental observations from ELISA experiments. We also
illustrated the usefulness of the 3-D structure to find potential
conformational IgE epitopes indicating cross-reactivity by
Cross-React. The Cross-React program identified 3 structurally
similar proteins related to the allergen Cup s 3: Jun v 3, Jun a 3,
and a thaumatin-like protein homolog from Cupressus arizonica.
Cup s 3 shares sequence identity with these allergens and has a
high correlation coefficient, calculated by Cross-React. We also
showed that these findings from Cross-React can suggest poten-
tial conserved conformational epitopes among the PR-5 thauma-
tin-like allergens.
Conclusions
Our webserver SDAP 2.0 provides previously developed and

novel bioinformatics tools for allergen researchers and regulatory
agencies to assess the allergenic risk of novel proteins. The
updated sequence and 3-D structure information allows rapid
comparison of all allergens in the WHO/IUIS Allergen Nomen-
clature database, and many others described in the literature.
SDAP 2.0 will be updated on a regular basis, especially in
response to user comments and corrections. More practical
examples how to use SDAP 2.0 can be found in a recent
publication.71
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Key messages

d SDAP 2.0 is a novel multifunctional webserver for
allergen researchers and regulatory agencies.

d The SDAP 2.0 database contains more than 1600 aller-
genic proteins, including all those validated by the
WHO/IUIS Allergen Nomenclature Sub-Committee.

d Novel resources include an updated list of experimentally
determined 3-D structures and a complete set of high-
quality 3-D models of allergenic proteins.

d Novel sequence and structure-based search tools are im-
plemented in the web server.
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