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1. ABSTRACT 
 

Src homology 3 (SH3) domains were initially 
characterized as a prevalent protein module that recognizes 
proline-rich sequences, in particular those containing a 
PxxP motif. Recent studies have shown that the specificity 
and cellular function of SH3 domains are far more diverse 
than previously appreciated.  Despite lacking distinguishing 
features, the ligand-binding surface of an SH3 domain can 
be molded to accommodate a variety of peptide ligands. 
Moreover, certain SH3 domains are capable of using 
surfaces distinct from the canonical ligand-binding site to 
engage a peptide or protein. The identification of novel 
motifs and domains recognized by the SH3 domain greatly 
expands the ligand pool and cellular function for this 
family. However, this also imposes the question as to how 
the specificity of the hundreds of human SH3 domains is 
regulated in a cell to ensure their proper functions. Here we 
review literature on the specificity of SH3 domains, with an 
emphasis on the structural basis of ligand recognition, and 
discuss mechanisms employed by SH3 domain-containing 
proteins to execute defined cellular functions through 
highly regulated SH3-ligand interactions.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
2. INTRODUCTION 
 

SH3 domains were first described as a 
polypeptide fragment conserved between the N-terminus of 
a Src family tyrosine kinase and blocks of sequences in the 
adaptor protein Crk (1). Subsequently this small modular 
domain was identified in many other signaling proteins (2, 
3). Whereas the yeast harbors 28 SH3 domains, the human 
genome encodes approximately 300 such domains (2). 
With the decoding of numerous genome sequences, it is 
now clear that the SH3 domain is one of the most prevalent 
families of protein modules found in nature, a phenomenon 
that parallels with the wide range of cellular functions they 
are capable of performing in a cell. SH3 domains are 
involved in a plethora of important cellular processes 
including intracellular signaling and cell-environment 
communication, cytoskeletal rearrangements and cell 
movement, cell growth and differentiation, protein 
trafficking and degradation, and immune responses (3-5). 

 
SH3 domains contain approximately 60 residues and share 
significant sequence identity and a common structure 
featuring a five-stranded anti-parallel beta-sheet
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Table 1. Selectivity of an SH3 domain for the class I or II  
motif1 

 Class I: 
[R/K]xxPxxP 
(%) 

Class II: 
PxxPx[R/K] (%) 

CRK_C SH3 domain 5 95 
SRC SH3 domain 11 89 
ABL1 SH3 domain 14 86 
FYN SH3 domain 16 84 
CRK_N SH3 domain 16 84 
P85α SH3 domain 21 79 
NCK_C SH3 domain 22 78 
NCK_M SH3 domain 26 74 
NCK_N SH3 domain 29 71 
GRB2_N SH3 domain 29 71 
GRB2_C SH3 domain 31 69 
PLCγ1 SH3 domain 35 65 

1 Selectivity is represented by the percentage of class I or II 
peptides that showed significant binding to an SH3 domain 
in the peptide array experiment of Wu, et al. (16). The 
peptide array included 686 Class I and 686 Class II 
peptides. The SH3 domains are arranged in a descending 
order of Class II bias. 

 
(6-10). The majority of SH3 domains characterized to date 
bind proline-rich sequences containing a core element, 
PxxP, where x denotes any amino acid, through a set of 
conserved surface residues (4, 6, 9, 11). Since 
approximately 25% human proteins harbor Pro-rich regions 
(5), it is mind-boggling how the hundreds of SH3 domains 
encoded by the human genome select for their respective 
physiological partners to execute or regulate specific 
cellular functions. This dilemma is compounded by recent 
findings that a number of SH3 domains are capable of 
binding to not only PxxP-containing sequences, but also 
non-PxxP sequences (reviewed in (5)). Furthermore, certain 
SH3 domains bind to proteins via tertiary contacts rather 
than through a defined sequence motif, thereby 
significantly expanding the pool of proteins these domains 
can interact with. The diverse modes of ligand-recognition 
displayed by the SH3 domain family are unexpected for 
such a small protein module, which serves as a reminder of 
how much there is still to learn about the SH3 domain 
nearly twenty years after its initial discovery. Here we 
review recent literature on the specificity and structures of 
SH3 domains in complex, respectively, with a variety of 
different ligands, with an emphasis on mammalian SH3 
domains. We also discuss how an SH3 domain may 
overcome its mediocre affinity to perform highly defined 
functions in a cell.  
 
3. CONVENTIONAL AND ATYPICAL SEQUENCE 
MOTIFS 
 
3.1. Canonical peptide motifs recognized by the SH3 
domains 

Since the elucidation of the structures of the 
spectrin and Src SH3domains (7, 8), SH3 domains have 
been attractive targets for structural analysis by both 
crystallography and multi-dimensional nuclear magnetic 
resonance (NMR) spectroscopy due to their small size. 
Shortly after the initial structural characterization on 
isolated SH3 domains, it was discovered that proline-
containing short peptides were specifically recognized by 

SH3 domains (7, 12). Chen et al. employed combinatorial 
peptide libraries to identify SH3-binding motifs and found 
that proline-rich peptides selected by SH3 domains could 
be classified into two related, yet distinct groups named 
classes I and II, respectively (13). The consensus sequences 
for these two classes of motifs have been written in various 
forms in the literature, which are represented here as the 
following:  [R/K]xXPxXP (class I) and XPxXPx[R/K] 
(class II), where the capital ‘X’ signifies a non-glycine, 
hydrophobic residue while the small ‘x’ denotes any 
naturally occurring amino acid.  

 
The structure of an SH3 domain in complex with 

either a class I (Figure 1, left) (14)) or II (Figure 1, right) 
(15)) peptide revealed that these two types of ligand bind to 
an SH3 domain in opposite orientations (6, 9). The peptide 
in either orientation forms a left-handed helix called the 
polyproline type II (PPII) that is characterized by three 
residues per turn. An interesting feature of a PPII helix is 
that it possesses a two-fold rotational pseudo-symmetry. 
Therefore, apart from the reversal of the N and C termini 
and the change of orientation for the XP dipeptide unit (see 
below), the peptide is essentially indistinguishable from its 
initial form after a 180° rotation along an axis 
perpendicular to the helical axis. Depending on the 
characteristics of the binding site, some SH3 domains 
prefer one orientation over the other while others make 
little distinction of the two. Wu et al. identified ligands 
selected by a dozen human SH3 domains by screening a 
peptide array containing 1536 peptides that represented 768 
class I motifs and 768 class II motifs (16). The percentage 
of class I or II peptides favored by an SH3 domain was 
calculated and listed in Table 1.  Although each SH3 
domain is capable of binding to either motif, all exhibited a 
bias for the class II motif-containing peptides for this group 
of SH3 domains. It remains to be seen whether other SH3 
domains have the same ligand preference.  

 
The orientation of a peptide with respect to the 

binding site is determined by an Arg or a Lys residue that 
precedes or follows the PxxP core motif. In either case, the 
basic residue is recognized by a negatively charged pocket 
(or specificity pocket) on the SH3 domain (Figure 1) (5)). 
Apart from electrostatic interactions with acidic residues 
lining the specificity pocket, the sidechain of an Arg or a 
Lys makes favorable charge-aromatic interactions and/or 
Van der Waals contacts with a Trp residue that is conserved 
at the binding site for all SH3 domains (Figure 1) (5)).  

 
Besides interactions mediated by the basic 

residue, which contributes significantly to affinity, the two 
XP dipeptide units (as in XPxXP) are engaged by two 
binding pockets on an SH3 domain through hydrophobic 
interactions. Although these pockets are shallow and lack 
distinguishing features such as deep grooves or ridges seen 
at the ligand-combining site of an antibody, they are 
remarkably specific for the XP dipeptide. Nguyen et al. 
(17) attributed this near-absolute specificity to N-
substitution, rather than to the unique sidechain feature or 
the hydrophobicity of a Pro residue. Since proline is the 
only N-substituted amino acid, they investigated the basis 
of proline recognition by synthesizing a variety of N-
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Figure 1. Structural basis of an SH3 domain binding to a Class I or II peptide. An schematic representation of SH3 domain 
recognition of a peptide in a ‘plus’ (C←N) (left) or ‘minus’ (N→C orientation (right) (9). The left-handed PPII helix of the 
peptide is shown as circles (residues) connected by sticks (amide bonds). Bold lines represent the XP dipeptide units. Conserved 
residues found at the ligand-binding site of the SH3 domain are shown in rectangles.   (A) The beta-PIX SH3 domain in complex 
with a peptide derived from AIP-4 (PDB code: 2P4R) (14). The peptide contains the class I motif ([R/K]xXPxXP) and is bound 
in the plus orientation. (B) The p40phox SH3 domain in complex with a p47phox-derived peptide (PDB code: 1W70) (15). The 
peptide contains the class II motif (XPxXPx[R/K]) and is bound to the SH3 domain in the minus orientation. The structures were 
drawn using PyMol (www.pymol.org). 

 
substituted peptides (17).  Each of the underlined prolines 
in the peptide PPPVPPR (class II) was replaced by either 
an alanine or a sarcosine (N-substituted glycine), and the 
affinities of the resulting peptides for the Sem-5 C-SH3 
domain were then measured. Substitution of a Pro by an 
Ala residue completely abolished binding. However, 
replacement of the same Pro residue by a sarcosine did not 
significantly alter the affinity of the corresponding peptide 
for this SH3 domain (17). Moreover, replacing the first 
proline with an N-(S)-phenylethyl group produced a 
peptoid (peptide analogue) that bound to the Sem-5 C-SH3 
domain with a 25-fold improved affinity over the natural 
peptide. Subsequent structural analysis demonstrated that 
the peptoid sidechain inserted more deeply into the XP-
binding pocket, therefore making a better fit and more 
extensive contact with the SH3 domain (17).   It is, 
however, unclear from this study whether the proline 
scaffold, which is essential for the formation of the PPII 
structure (5), is dispensable for binding since single Pro-
substitution did not disrupt the overall structure of the 
peptide (17). Therefore, in the context of the PPII scaffold, 
substitution of a Pro residue by an N-substituted moiety 

could provide an effective means to generate specific, high-
affinity inhibitors for SH3 domains (18).   

 
3.2. Atypical SH3-binding motifs 

Although most SH3 domains recognize the class 
I and/or II sequences, some have acquired ability to bind to 
the so-called “atypical motifs”. For instance, the SH3 
domains of the endocytic adaptor protein CIN85/CMS 
specifically bind to a proline-arginine motif, PxxxPR, that 
resembles a class II sequence (19). This motif is identified 
in a number of effector molecules for CIN85 including Cbl, 
ASAP1, SHIP1 and p115-RhoGEF (20). It has been shown 
that CIN85 associates with these effectors to control 
intracellular trafficking of epidermal growth factor 
receptors (20). A motif, RxxPxxxP, which is similar to the 
class I motif except for the extra residue inserted between 
the two conserved prolines, is found in the cytoplasmic 
regions of the calcium activated potassium (BK) channels 
and mediates binding to the cortactin SH3 domain. 
Importantly, this interaction links the BK channels to the 
actin cytoskeleton (21). Sequences that are not apparently 
related to the conventional motifs have also been identified 
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as ligands for some SH3 domains. For instance, PxxDY, a 
motif identified from a phage display library screen, is 
capable of binding to the SH3 domain of Eps8, a tyrosine 
kinase substrate (22, 23) (see below).  

 
In the above atypical motifs, the conserved Pro 

residues were shown to be essential for binding. Can 
proline be spared for SH3-ligand interaction? The answer is 
yes, or at least in certain cases. Pex13p is a central 
component of the PTS1-receptor complex for protein 
import into the yeast peroxisome (24). The C-terminal SH3 
domain of Pex13p engages at least two proteins, namely 
Pex5p and Pex14p, in this multimeric protein complex (24). 
Interestingly, the single SH3 domain of Pex13p is capable 
of binding simultaneously to a PxxP-motif in Pex14p in a 
conventional manner and to an alpha-helical peptide from 
Pex5p that is devoid of a proline (25-27). Since the binding 
surface for the Pex5p peptide is opposite to the one for the 
Pex14p peptide, the Pex13p SH3 domain therefore 
functions as a miniaturized adaptor to mediate the 
formation of the Pex14p-Pex13p-Pex5p ternary complex. 
That a modular domain plays the role of an adaptor is also 
seen for the SAP SH2 domain that binds simultaneously to 
an SH3 domain and a phosphotyrosine (pTyr)-containing 
peptide, and thereby promotes the recruitment of the kinase 
Fyn to the immunoreceptor SLAM (signaling lymphocyte 
activating molecule) in T cell activation (28, 29). 

 
RKxxY, another motif that lacks a proline, is 

identified in the adaptor protein SKAP-55 to mediate its 
interaction with the C-SH3 domain of ADAP/SLAP (or 
adaptor adhesion and degranulation promoting adaptor 
protein; also known as SLP-76-associated protein) (30, 31).  
A unique feature of this interaction is that the Tyr residue, 
corresponding to Y294 in SKAP-55, can be phophorylated 
by Fyn, which in turn abolishes the interaction between the 
SKAP-55 motif and the ADAP/SLAP SH3 domain (31).It 
was also shown that a Y294F mutation blocked LFA-1-
mediated adhesion and cytokine production in T cells, 
suggesting that Y294 plays an important role in regulating 
the SKAP-55-SLAP interaction (31). Moreover, this 
observation demonstrates that binding of a peptide to an 
SH3 domain may be regulated by phosphorylation, which 
provides a means to couple an SH3 protein-ligand 
interaction to phoshotyrosine signaling. In a similar vein, 
Kesti et al. (23) found that the Eps8 or the Nck1 N-terminal 
SH3 domain bound to a PxxDY motif present in 
CD3epsilon that shared its tyrosine residue (Y166) with a 
nearby immunoreceptor tyrosine-based activation motif 
(ITAM). Phosphorylation of Y166 abolished binding of 
Eps/Nck1 SH3 domain to CD3epsilon both in vitro and in 
vivo. Therefore, tyrosine phosphorylation serves as a 
molecular switch during T cell activation that controls 
whether CD3epsilon is coupled to an SH3 or SH2 domain-
containing protein (23). 

 
The first proteomic scale analysis of SH3-binding 

motifs was carried out in yeast. Tong et al (32) identified 
an SH3-mediated interaction network by combining phage 
display with yeast two-hybrid screening. While most SH3-
binding motifs deduced from the phage display screening 
conformed to the class I or II category, three motifs (each 

of which binds to a different SH3 domain of the 20 tested) 
were considered “unusual” (i.e., PPxVxPY, RxxRxxS, and 
RxxxxY). This study lent support to the notion that, 
although the ‘PxxP’ core motif is commonly recognized by 
an SH3 domain, other unconventional sequences may target 
a distinct set of SH3 domains. These non-canonical motifs 
therefore increase the ligand space of the SH3 domain 
family.   

More recently, Jia et al screened peptides derived 
from SLP-76 (or SH2 domain-containing leukocyte protein 
of 76 kDa) proline-rich region for their ability to bind a 
panel of 15 mammalian SH3 domains (33). A total of 120 
peptides arrayed on a nitrocellulose membrane were 
examined, and 59 peptides were found to display 
significant affinities for the SH3 domains. Interestingly, 39 
peptides contained no PxxP motif. Even though these 
peptides had overlapping sequences, a number of unique, 
atypical sequences were identified from this study, 
suggesting SH3 domains are capable of recognizing a 
variety of sequences that do not conform to the 
conventional motifs. It remains to be seen, however, how 
many of these non-canonical sequences mediate 
physiologically relevant interactions. Because the peptide 
array method employed by Jia at al. was inherently 
sensitive, it is likely that many weak interactions were 
detected. Nonetheless, a proteome-scale peptide array 
screen of Arg/Pro-rich regions should help establish the full 
spectrum of sequence motifs recognized by the SH3 
domain family. 
 
3.3. The RxxK motif 

The  RxxK motif was first described as a novel 
sequence, Px(V/I)(D/N)RxxKP, in the deubiquitinating 
enzyme UBPY recognized by the STAM2 SH3 domain 
(34). This motif was subsequently found to mediate a 
physiological interaction between SLP-76 and Gads (35-
37). Structural analysis performed on the Gads C-SH3 and 
the STAM2 SH3 domains in complex, respectively, to 
RxxK motif-containing peptides explained why the two 
basic residues are essential for binding (35, 38, 39). As 
shown in Figure 2A, an RxxK-containing SLP-76 peptide 
APSIDRSTKPA binds to the Gads C-SH3 domain in a 
unique fashion but sharing some features of a class II 
peptide. The first XP dipeptide from either the class II or 
RxxK motif occupies the same binding pocket on the SH3 
domain surface and an arginine residue in either motif 
mediates electrostatic interaction with an acidic patch on 
the corresponding SH3 domain (35). Despite these 
similarities, the RSTK fragment adopts a 310 helix such that 
the sidechains of both the Arg and Lys residues are oriented 
towards the acidic residues in the RT loop of the Gads C-
SH3 domain, thereby drastically increasing electrostatic 
interactions between the SH3 domain and the ligand (35, 
38). The structure of STAM2 SH3 in complex with an 
RxxK-containing 11-mer peptide derived from UBPY 
showed a similar mode of binding (39). 

 
What sets the Gads C-SH3-SLP-76 peptide interaction 
apart from other SH3-ligand complexes lies not only in the 
novel mode of ligand recognition, but also in its unusually 
high affinity. The affinity (Kd) of the Gads C-SH3 for SLP-
76 falls between nano- and submicromolar, depending on 
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Figure 2. Diverse modes of recognition of peptide or protein ligands by the SH3 domain. In each complex structure, the SH3 
domain is colored in green. The five residues corresponding to those identified at the canonical ligand-binding site in Figure 1 are 
depicted in gray sticks. (A) Gads C-terminal SH3 domain in complex with an RxxK-containing peptide derived from SLP-76 
(PDB: 1H3H) (35). Here, the unique RSTK 310 helix is colored in cyan. Two acidic residues at the ligand-binding site, namely 
Glu278 and Glu281, are shown in magenta. (B) The third SH3 domain of Sla1 bound to ubiquitin (PDB: 2JT4) (43). Sla1 is the 
yeast ortholog for CIN85. The canonical binding surface of the SH3 domain is used for binding ubiquitin. (C) The ultraweak 
interaction between the third NCK2 SH3 domain and the fourth LIM domain of PINCH-1 (PDB: 1U5S) (44). The SH3 domain 
uses a small area distinct from the canonical ligand-binding site to engage the LIM domain.  (D) Structure of the Rac-specific 
guanine nucleotide exchange factor (GEF) Asef in its autoinhibited conformation (PDB: 2DX1) (45). The structure shown 
depicts the SH3 domain in green, the DH domain in purple, and the PH domain in gray. The SH3 domain is bound to the DH 
domain in a non-conventional manner, ie.,  the SH3 domain occupies the Rac-binding surface on the DH domain such that the 
GEF activity of Asef is inhibited. (E) The ubiquitin or Asef DH domain-binding surface (identified in orange) mapped onto the 
p40phox SH3 domain (as in Figure 1B, PDB: 1W70). The bound p47phox peptide is also shown to indicate the canonical binding 
site for a PxxP ligand. While the binding sites for a PxxP ligand and ubiquitin largely overlap (left), the Asef DH domain 
occupies an area on the SH3 domain that is significantly different from the PxxP-binding area  (right). (F) Structure-based 
sequence alignment of the six SH3 domains shown in Figs. 1 & 2. The secondary structure boundaries are based on the beta-PIX 
SH3 domain. The five canonical ligand-binding residues are identified in triangles. Ligand-binding residues are colored in red. 
Conserved residues are marked with asterisks (*) whereas highly and fairly conserved ones are indicated with colons (:) and dots 
(.), respectively.  
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the length of the peptide used (35-38, 40), which is 
significantly greater than the 1-100 microM affinity for a 
typical SH3-ligand interaction. Seet et al. measured the 
affinity of the Gads C-SH3 for a 14-mer SLP-76 peptide, 
APSIDRSTKPPLDR, and obtained a Kd of  8 nM (41). 
This is perhaps the strongest interaction reported for an 
SH3 domain with a short peptide. It is intriguing that, by 
extending the peptide by a few residues C-terminal to the 
RSTK sequence, the affinity of the resulting peptide is 
significantly increased (41). While the molecular basis 
underlying this super-strong interaction awaits further 
investigation, it is likely that the extra C-terminal residues 
make additional contact with the Gads C-SH3 domain and 
thus contribute favorably to binding.  
 

The distinction between the PxxP and RxxK 
motifs is blurred in certain instances. For example, the 
Gads C-SH3 domain was found to also bind to HPK1 
(hematopoietic progenitor kinase 1) (40).  The structure of 
a 16-mer HPK1 peptide in complex with the Gads C-SH3 
domain was recently determined by X-ray crystallography 
(40).  Interestingly, the peptide ligand, 
GQPPLVPPRKEKMRGK, is a chimera of the class II and 
the RxxK motifs where an Arg residue is shared by the two 
motifs. In the complex structure, the PPLVPPR fragment of 
the peptide forms a PPII helix while the RKEK motif 
adopts a 310 helical structure. However, the Kd value for 
the complex was approximately 2.4. microM, which is two 
orders of magnitude greater than the interaction between 
Gads C-SH3 and SLP-76. These data suggest that the mere 
presence of an RxxK motif in a peptide does not 
necessarily increase the affinity of that peptide. But rather, 
the role of the RxxK motif in enhancing SH3-ligand 
binding may be further determined by the sequence 
surrounding this motif and by the specific SH3 domain 
under concern.   

 
4. LIGAND-RECOGNITION VIA TERTIARY 
CONTACTS  
 

In the majority of the cases, SH3 domain-
mediated protein-protein interaction can be recapitulated by 
the corresponding SH3-peptide motif binding in vitro. This 
is, however, not true for some SH3-mediated interactions. 
Mounting evidence suggests that, in addition to peptide 
recognition, SH3 domains can also associate with another 
protein via tertiary contacts that involve no defined motif.  
Because a binary interaction is often rationalized by shape 
and chemical complementarity, tertiary contacts may be 
regarded as a general scenario of molecular recognition 
while motif-recognition a special case.  

 
Binding of an SH3 domain to another modular 

domain has emerged as a recurring theme in protein-protein 
interaction, and in most cases (Table 2), this involves the 
association of the two domains via complementary 
surfaces. A subset of SH3 domains has been shown 
recently to bind ubiquitin, suggesting that they may 
function in the ubiquitination pathway (42). In a screen for 
novel ubiquitin-binding proteins using monoubiquitin 
immobilized on Sepharose beads, Stamenova et al. found 
that the yeast protein Sla1 and its mammalian homologue 

CIN85 were capable of binding to ubiquitin. Subsequent 
biochemical and NMR analysis identified the Sla1 SH3 
domain as a novel ubiquitin-binding module (42). The 
CIN85 SH3 domain, but not the Grb2 N-SH3 domain, also 
interacted specifically with ubiquitin, suggesting that 
ubiquitin-binding is a conserved function for the 
Sla1/CIN85 protein family. A critical Phe, corresponding to 
Phe409 in the Sla1 SH3 domain, appears to play an 
important role in mediating ubiquitin-binding since its 
mutation to a Tyr residue abolished the above SH3-
ubiquitin interaction. Furthermore, SH3 domains that 
contain the conserved Phe residue, such as those from 
amphiphysin I and II, were shown to be capable of binding 
ubiquitin. Subsequent structural analysis of the Sla1 SH3-
ubiquitin complex identified that this Phe, together with a 
group of hydrophobic amino acids, form the binding site 
for ubiquitin (Figure 2B) (43). Intriguingly, the ubiquitin-
binding site on Sla1 SH3 domain overlaps with its 
predicted binding site for a PxxP-containing ligand (see 
Figure 2E), suggesting flexibility in ligand-recognition by 
an SH3 domain. The Kd value for the SH3-ubiquitin 
interaction is measured at ~40 microM, which falls within 
the range for a typical SH3-PxxP peptide interaction (1-100  
microM).  Although the physiological relevance of an SH3-
ubiquitin interaction remains to be further defined, it is 
likely that ubiquitin and PxxP ligands compete for 
interaction with an SH3 domain, thereby adding another 
layer of control over the dynamic nature of SH3-mediated 
protein-protein interactions in endocytosis and/or actin 
polarization (42).  

 
The interaction between the Sla1 SH3 domain 

and ubiquitin does not involve a specific sequence motif, it 
is instead mediated by hydrophobic, tertiary contacts 
between the two interacting partners. The same mode of 
tertiary contact-mediated binding has also been observed in 
other SH3-domain interactions. For instance, the Fyn SH3 
domain binds to the SAP SH2 domain through a surface-to-
surface interaction that involves neither a conventional 
SH3- nor SH2-binding sequence (28). Surface as well as 
charge complementarity appear to underpin the ultra-weak 
interaction between NCK-2 third SH3 domain and PINCH-
1 fourth LIM domain (Figure 2C). This extremely weak, 
and likely transient interaction, is explainable by an 
unusually small and polar interface between the two 
domains (44).    

 
In another interesting example, the SH3 domain 

of Asef, a Rac-specific GEF, binds to the DH domain 
through an intramolecular interaction mediated by tertiary 
contacts that buries an area of 350 A2 (45) (Figure 2D). 
Intriguingly, the DH domain interacts with the SH3 domain 
in an orientation that is perpendicular to that for a PxxP-
containing peptide. Although only part of the canonical 
ligand-binding groove of the SH3 domain is utilized for 
interacting with the DH domain (Figure 2E), binding of the 
latter blocks the end of the groove and therefore prevents 
the binding of additional proteins. Moreover, this 
intramolecular interaction blocks the Rac-binding site on 
the DH domain and is essential for Asef autoinhibition 
(45).  
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Table 2.  A list of SH3 domain-ligand complex structures1 
SH3 domain PDB ID ligand 

secondary 
structure 

ligand protein or peptide in structure with comments Ref 

PPII helix ligands 
ABL1 human   1JU5  PPII helix Crk SH2 domain 64 
ABL1 mouse 1ABO PPII helix 3BP-1 peptide 65 
beta-PIX rat 2DF6 PPII + 310 

helices 
PAK2 peptide containing PxxxPR motif, PPVIAPRPEHTKSIYTRS 66 

beta-PIX rat 
(Figure 1A) 

2P4R PPII + class I 
PPII helices 

AIP4 peptide, GGFKPSRPPRPSRPPPPTPRRPASV 14 

BIN1 human 1MV3 PPII helix intramolecular contact, class I motif 67 
BIN1 human 1MV0 PPII helix c-Myc peptide, class II motif (binding orientation opposite from 1MV3) 67 
CMS human 2J7I PPII helix CD2 peptide, PxxxPR motif 19 
CRK mouse   1CKA PPII helix C3G peptide 68 
CSK mouse 1JEG PPII helix PEP peptide, SRRTDDEIPPPLPERTPESFIVVEE, PxxP as well as 

hydrophobic contacts at peptide C-terminal region 
69 

FYN human 1AVZ, 1EFN PPII helix HIV-1 Nef protein 70, 71 
GRB2 human (N-terminal) 1AZE, 4GBQ PPII helix Sos peptide 72, 73 
ITK mouse 1AWJ PPII helix intramolecular contact 74 
LYN human 1WA7 PPII helix herpesvirus peptide 75 
PLC-gamma1 rat 1YWO PPII helix SLP-76 peptide, PxxPxRP motif 76 
SRC chicken 1PRL, 1RLP PPII helix designed peptides, 1PRL with class II peptide, 1RLP with class I peptide 77 
310 helix ligands containing RxxK motif 
GADS mouse (C-terminal) 
(Figure 2A) 

1H3H, 1OEB, 
2D0N 

310 helix SLP-76 peptide 35, 38, 
78 

GADS mouse (C-terminal) 1UTI PPII & 310 
helices 

HPK1 peptide, PxxP/RxxK combined sequence forming both PPII & 310 
helices, GQPPLVPPRKEKMRGK 

40 

STAM2 mouse 1UJ0 310 helix UBPY peptide 39 
tertiary contacts / unusual sequences 
ASEF human 
(Figure 2D) 

2DX1, 2PZ1 tertiary intramolecular 45, 79 

FYN human 1M27 tertiary SAP SH2 domain 28 
NCK2 human (C-terminal) 
(Figure 2C) 

1U5S tertiary PINCH-1 4th LIM domain 44 

SLA1 yeast (C-terminal) 
(Figure 2B) 

2JT4 tertiary ubiquitin 43 

GRB2 human (C-terminal) 1GCQ tertiary Vav N-SH3 domain 80 
CRKL human (C-terminal) 2BZY tertiary SH3 homodimer, exchange of the first beta-strand 81 
IB1 rat 2FPD, 2FPE, 

2FPF 
tertiary SH3 homodimer, dimerizing by facing the canonical ligand binding sites of 

both molecules 
82 

53BP2 human 1YCS loop p53 protein, non-PxxP sequence 83 
beta-PIX human 1ZSG turns PAK peptide 84 
SH3-peptide-SH3 (SH3 homodimer bound to single PPII helix) 
CORTACTIN human (Figure 
3A) 

2D1X PPII helix AMAP1 peptide 52 

beta-PIX rat 2AK5 PPII helix Cbl-b peptide, PxxxPR motif 51 
CIN85 human (N-terminal) 
(Figure 3A) 

2BZ8 PPII helix Cbl-b peptide, PxxxPR motif 51 

CMS (N-terminal) (Figure 3A) 2J6F extended Cbl-b peptide , PxxxPR motif 19 
CMS (N-terminal) 2J6O extended CD2 peptide, PxxxPR motif 19 
NADPH oxidase subunits 
p47phox 1NG2, 1UEC PPII helix intramolecular, SuperSH3 50, 85 
p47phox 
(Figure 3A) 

1OV3, 1WLP PPII helix p22phox peptide, SuperSH3 50, 86 

p67phox (C-terminal) 1K4U class II PPII 
+ helix-turn-
helix 

p47phox peptide derived from the tail of p47phox, 
SKPQPAVPPRPSADLILNRCSESTKRKLASAV 

27 

p40phox  (Figure 1B) 1W70 PPII helix p47phox peptide derived from the tail of p47phox, KPQPAVPPRPSAD 15 
Src family kinases 
ABL1 human, ABL1 mouse 1OPL, 2FO0, 

1OPK 
PPII helix intramolecular, linker sequence KPTVY, second P of PxxP is replaced by Y 

which is phosphorylated upon activation 
87, 88 

HCK human 1QCF, 
2HCK, 1AD5 

PPII helix intramolecular 89, 90 

SRC human 
 

1FMK, 1Y57, 
2SRC, 1KSW 

PPII helix intramolecular, linker sequence KPQTQ, lacking second P of PxxP motif; 
1Y57 is in open conformation but SH3 retains its binding to the linker 

61, 91-
93 

1Note that all structures of SH3-ligand complexes are not listed in the table. Moreover, this list concerns primarily with 
mammalian SH3 domains. In cases where multiple structures exist for a single SH3 domain, only one is listed unless the ligands 
involved are significantly different in structure and/or binding mode. 

 
The six SH3 domains depicted in Figure 1 and 

Figure 2 are compared in a structure-based sequence 
alignment (Figure 2F) in order to extract sequence patterns 
that underpin their diverse specifity. Despite unique 

binding modes exhibited by individual SH3-ligand 
complexes, a group of conserved residues important for 
class I or II ligand binding are involved in mediating most 
of these unconventional interactions. A ligand-binding 
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surface can overlap fully (ie., Sla1-ubiquitin), partially 
(ie.,Asef), or not at all (ie., NCK2-LIM) with the canonical 
peptide-binding site, suggesting that the ligand-binding 
surface of an SH3 domain is highly adaptable and that 
tertiary contacts occurring outside of the canonical site may 
contribute to the diverse ligand specificity observed for the 
SH3 domain family. 
 
5. LIGAND-MEDIATED SH3 DIMERS 
 

 Although dimerization has been documented for 
a number of modular interaction domains such as PDZ 
(46), PB1 (47), DD (48) and BRCT (49), the SH3 domain 
has not been known to dimerize until recently.  SH3 dimers 
differ from other domain dimers in that the former is often 
mediated or stabilized by a peptide ligand that 
simultaneously engages the two SH3 domains while the 
latter can form directly between two homo- or hetero-
domains. For instance, the two SH3 domains in the 
phagocyte oxidase protein p47phox, namely SH3A and 
SH3B, form a superSH3 domain, and in its inactive state, 
bind to an extended C-terminal sequence in the same 
protein through an intramolecular interaction (50). The 
crystal structure of p47phox that includes the tandem SH3 
domains and this C-terminal region demonstrated a unique 
mode of peptide recognition by the tandem SH3 domains 
(Figure 3A). These two SH3 domains form a heterodimer 
with a two-fold rotational symmetry such that two ligand-
binding surfaces are facing each other. This creates a deep 
and extended hydrophobic groove for ligand-binding. 
Interestingly, the peptide fragment occupying this groove, 
RGAPPRRSS, possesses characteristics of both the class I 
and II motifs and binds simultaneously to the two SH3 
domains. Although this peptide has a mediocre affinity (Kd 
~ 29 microM) for the tandem SH3 domain, it failed to bind 
to either the SH3A or SH3B domain alone, suggesting the 
importance of SH3 dimerization to this interaction. The 
relatively low affinity of the core fragment is augmented by 
interactions mediated by a stretch of basic residues to the 
C-terminus of the peptide. Indeed, a 36-mer peptide 
containing the core sequence was found to bind the tandem 
SH3 domains with 1.5. �M affinity, but exhibited no 
binding to either SH3 domain alone. This superSH3 
domain-mediated intramolecular interaction presumably 
locks the p47phox in an inactive conformation until the 
phosphorylation of a group of Ser residues in the polybasic 
region to relieve this autoinhibition (50). In the activated 
state, the tandem SH3 domains also function together to 
engage its physiological ligand p22phox, suggesting that 
these two SH3 domains have been evolved to recognize its 
physiological partner in a dimeric form with drastically 
enhanced affinity and specificity (Figure 3A). 

 
 Variations to the SuperSH3 domain found in 

p47phox have been subsequently documented for other SH3 
domains. Notably, a Pro/Arg-rich peptide, 
PARPPKPRPRR, in the ubiquitin ligase Cbl-b has been 
shown to bind to two copies of either the CIN85 SH3 
domain, the CMS SH3 domain or the beta-PIX SH3 
domain, thereby promoting the formation of a 
heterotrimeric (CIN85)2-Cbl-b, (CMS)2-Cbl-b or (beta-
PIX)2-Cbl-b complex in solution as confirmed by 

isothermal titration calorimetry and co-precipitation assays 
(19, 51).  Structures of the corresponding SH3 domain-
peptide complexes support a model of Cbl-b peptide-
mediated dimerization of two SH3 domains (19, 51). This 
is made possible by the pseudo-symmetrical characteristic 
of the peptide such that it can simultaneously engage the 
two SH3 domains, one in the class I orientation and the 
other in the class II orientation (Figure 3A). This mode of 
peptide-induced SH3 dimerization is also observed for 
AMAP1 and cortactin both in solution and in the 
corresponding crystal structure (52) (Figure 3A). In this 
case a proline-rich peptide from AMAP1 was shown to 
mediate the binding of two cortactin SH3 domains. It is 
worth noting that peptide-mediated SH3 dimerization 
observed above is different from the p47phox superSH3 
domain. In the former cases, the two identical SH3 domains 
are not covalently linked, and the change in affinity 
between single SH3 to double SH3 binding is not as drastic 
as for the p47phox SH3 domains. However, since Arg/Lys 
and Pro often co-exist in the proline-rich region of a 
protein, it is likely that other peptides that possess a 
palindrome-like pseudosymmetry, i.e., a pair of positively 
charged residues flanking a central proline-rich motif, 
could mediate the dimerization of additional SH3 domains.  
Peptide-assisted SH3 dimerization therefore provides an 
effective means for the formation of multimeric protein 
complexes.  

 
 Do these different SH3 domains dimerize in a 

similar manner or differently? To address this question, we 
overlaid the structures of CIN85-Cbl-b, CMS-Cbl-b, and 
cortactin-AMAP1 complexes onto the structure of the 
p47phox-p22phox complex so that one SH3 domain (i.e., 
SH3B in p47phox) in each dimer is aligned. As shown in 
Figure 3B, although the location of the peptide ligand is 
similar in the these dimers, the second SH3 domain 
(corresponding to SH3A in p47phox) is scattered around the 
peptide and showed little overlap between each other. This 
observation suggests that the inter-domain angle between 
the two SH3 domains can be different from complex to 
complex and the dimer is not limited to one particular 
orientation.  

 
6. IN VITRO VERSUS IN VIVO SPECIFICITY 
 

The abundance of SH3 domains and their binding 
motifs in a proteome raises the question as to how the 
specificity of an SH3 domain is governed in a cell? Besides 
the structural fit between the ligand and the binding site on 
an SH3 domain, Lim and coworkers proposed an 
evolutionary principle referred to as “negative selection” 
which, in addition to positive selection, may account for the 
specificity of the SH3-ligand interaction in vivo (53). The 
yeast SH3 proteome, which contains 27 SH3 domains, was 
used to explore this hypothesis. The Sho1 SH3 domain 
interacts with its physiological ligand Pbs2 to regulate 
response to changes in osmotic pressure in yeast (53-55). It 
binds to a canonical proline-rich motif in Pbs2 with a 
moderate Kd of 1.3. �M. Zarrinpar et al first assayed the 
binding of a synthetic Pbs2 peptide to a group of 12 non-
yeast SH3 domains and found that 6 of them could bind to 
Pbs2, implying that the Pbs2 peptide is not a specific target 
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Figure 3. Ligand-assisted formation of SH3 dimers. (A) The structures of four (SH3)2-peptide complexes. The two SH3 domains 
in a complex are related to each other in an approximately 2-fold rotational symmetry (the black line between the domains 
denotes the rotational axis). The conserved tryptophan residue at the ligand binding site is shown in stick representation. (B) 
Superimposition of four SH3 dimers onto the p47phox superSH3 domain. Herein we designate each upper SH3 domain as SH3B 
and lower one as SH3A. The SH3B domains and the corresponding peptide ligands superimpose with an RMSD of 1.2.4 Å for 
the 54 SH3B and 6 peptide C� atoms (calculation not shown). In contrast, the position of the SH3A domain varies from one 
complex to the other.  The side view suggests that the position of the SH3A domain in each complex is restricted by the bound 
peptide such that it aligns with the SH3B domain roughly on the same plane. The MultiProt server was used to generate the 
multiple structural alignment shown (94). 

 
for these SH3 domains. In contrast, when the same binding 
assay was carried out on 27 yeast SH3 domains, the peptide 
showed absolute selectivity for the Sho1 SH3 domain and 
exhibited no detectable binding to the remaining 26 SH3 
domains (53). This result clearly demonstrates that the 
proline-rich motif in Pbs2 is evolved for recognition only 
by the Sho1 SH3 domain in the yeast proteome, a 
phenomenon that was confirmed in a subsequent proteomic 
screen (56). Even though Pbs2 can potentially target non-
yeast SH3 domains in a rather non-selective fashion, these 
SH3 domains are alien to the yeast system. Thus the Pbs2-
Sho1 interaction exploits a narrow region in the yeast SH3-
peptide interaction space that is exclusive to other SH3 
domains to achieve high specificity. The concept of 
negative selection is illustrated in Figure 4 (53). The Pbs2 

peptide motif occupies a niche in the specificity space of 
the Sho1 SH3 that is not shared by any other yeast SH3 
domains (Figure 4A). However, non-yeast SH3 domains 
are independent of the evolutionary context of yeast 
interactome, and explore specificity spaces that encompass 
this niche (Figure 4B). This explains why extrinsic SH3 
domains are capable of binding to the Pbs2 peptide 
sequence. 

The importance of negative selection was further 
elaborated by mutagenesis. The concept of mutational drift 
implies that if a mutation is introduced into the Pbs2 motif, 
the position of the mutated motif in the specificity space 
will drift away from its original locus and becomes 
accessible to other SH3 domains in addition to the Sho1 
SH3 domain (Figure 4A, arrows). The introduced
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Figure 4. Negative selection contributes to the in vivo 
specificity of a Pbs2 peptide for the Sho1 SH3 domain in 
yeast osmotic response (53). The specificity space of the 
yeast Sho1 SH3 domain is represented by a shaded circle. 
(A) Although ligand spaces of other yeast SH3 domains 
(open circles) may overlap with that of the Sho1 SH3 
domain due to their intrinsically low specificity, the former 
SH3 domains do not recognize the Pbs2 peptide (denoted 
with a star) which explores a niche within the Sho1 SH3 
domain ligand space unoccupied by any other yeast SH3 
domains, thereby ensuing a specific interaction between 
Pbs2 and Sho1. This type of selection was termed ‘negative 
selection’ by Lim and associates (53), since the ‘absolute’ 
specificity of the Pbs2 is conferred by selection against 
other SH3 domains rather than for the Sho1 SH3 domain. 
However, once a mutation is introduced to the Pbs2 
peptide, its position in the sequence space drifts away from 
the niche (arrows) and the peptide interacts with non-Sho1 
SH3 domains,resulting in promiscuity. (B) The same Pbs2 
peptide occupies ligand spaces of non-yeast SH3 domains 
that were not under evolutionary pressure as the yeast SH3 
domains to stay away from the ‘specific’ niche of the Sho1 
SH3 domains. The latter SH3 domains were shown to 
indeed cross-interact with the Pbs2 peptide. This figure was 
modified from Zarrinpar et al. (53). 

 

mutations indeed increased cross-reactivity with other yeast 
SH3 domains, indicating that the wild type Pbs2 is 
optimized for binding Sho1.  

 
The concept of negative selection in SH3-

mediated interaction was illustrated elegantly in another 
example involving the recognition of RxxK motif by the 
Gads SH3 domain. The affinity of the Gads C-SH3 for the 
SLP-76 RxxK peptide is unusually high (Kd = 8 nM). Seet 
et al. used SH3 domain array to investigate this remarkable 
interaction in terms of specificity and affinity (41). The 
SLP-76 RxxK peptide was found to bind to as few as four 
SH3 domains (namely Gads C-, STAM1, STAM2 and 
Grb2 C-SH3) out of the 147 unique human SH3 domains 
tested. The authors argued that Gads C-SH3 is the only 
possible physiological binding partner for SLP-76 in T-cell 
receptor (TCR) signaling because the STAM proteins have 
different cellular localization from TCR while the Grb2 C-
SH3 binds to SLP-76 with a much reduced affinity (i.e., ~3 
microM). In comparison, an RxxK-containing peptide 
derived from either Gab1 or HPK1 interacted with more 
than ten SH3 domains, suggesting that these peptides are 
less selective than the SLP-76 RxxK peptide. 
Remarkably, an HPK1-derived PxxP peptide displayed 
binding to 53 SH3 domains in the array, suggesting that 
the PxxP motif is intrinsically more promiscuous.  
Therefore, the concept of negative selection seems to 
account for the near absolute selectivity of the SLP-76 
RxxK peptide for the Gads C-SH3 domain. It should be 
noted that, although negative selection may play an 
important role in certain SH3-ligand interactions, 
spatiotemporal factors and scaffolding as described 
below may impart specificity to SH3-mediated 
interactions at large.    

  
7. CONTROL OF SPECIFICITY – MANY ROADS 
LEADING TO ROME 
 

The affinity of an SH3 domain for a peptide or a 
protein ligand typically ranges from 1 to 100 microM (4) 
(5). This mediocre afffinity may be desirable under certain 
circumstances where signaling complexes need to form and 
dissolve in accordance to environmental cues. On the other 
hand, some complexes of unusually high affinity have been 
described. However, we have seen that an SH3-ligand 
binding affinity may not translate directly into specificity. 
For instance, the highly specific interaction between the 
Gads C-SH3 domain and the SLP-76 RxxK peptide was 
attributed to the principle of negative selection rather than 
to its unusual high affinity, since mutated forms of the 
SLP-76 peptide impaired its intrinsic selectivity for the 
Gads C-SH3 while retaining extremely high affinities (41). 
Another recent study examined binding of PAK2, 
ADAM15 and Nef, respectively, to the human SH3 
proteome (2). Screening of the phage-displayed SH3 
domains and subsequent binding studies identified a 
number of SH3-protein interactions with Kd values ranging 
from nano- to submicromolar.  Despite the comparable 
affinity for all identified SH3-protein interactions, Nef was 
found to exhibit an exclusive selectivity for the Hck SH3 
domain while PAK2 displayed strong, yet promiscuous 
binding to nine proteins (2). 
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In vitro binding studies using peptides and 
isolated SH3 domains demonstrated that an SH3-peptide 
interaction is usually of low affinity and specificity. On the 
other hand, however, SH3 domain-mediated interactions 
seem to be remarkably specific in vivo. For example, 
although the NCK SH3 domains have a tendency to bind to 
multiple peptides in an in vitro ligand mapping study (33), 
NCK interacts specifically with the Wasp and WIP proteins 
to regulate the actin cytoskeleton (57, 58). How does the 
Wasp or WIP proline-rich regions (PRR) select for the 
NCK SH3 domains in vivo? Apparently peptide motifs may 
not play a vital role here since the above PRR do not 
contain particular sequence motifs that distinguish them 
from PRRs in other proteins that co-exist in the cell. 
Although the molecular basis for this ‘positive’ selectivity 
is currently unknown, it is likely that these SH3-mediated 
interactions are facilitated by the formation of a multimeric 
protein complex (4). In addition, the SH2 domain in NCK 
may help target the protein to a specific location of the cell, 
such as where receptor activation occurs, to promote its 
interaction with its physiological partners. An interesting 
example of this scenario is found in the NCK1-nepherin 
receptor interaction that serves to promote localized actin 
polarization in the kidney podocytes. The cytoplasmic tail 
of nephrin contains multiple YDxV sequences that are 
preferred binding sites for the NCK SH2 domain once 
phosphorylated by Src-family kinases (59). Presumabl, 
recruitment of NCK to the activated nepherin receptors 
helps nucleate the WASP/Arp2/3 complex to initiate 
localized actin polarization. 

 
 Accumulating structural evidence (Table 2) 

suggests that unique modes of ligand recognition such as 
through tertiary contacts or SH3 domain dimerization as 
shown above (Figs. 2 & 3) may be a way for certain SH3 
domains to escape from the promiscuous PxxP recognition 
problem (Table 1). However, this type of interaction occurs 
only for certain SH3 domains and should therefore not be 
extrapolated to all SH3 domains. A more general solution 
for the specificity issue utilized by many SH3 domains is 
spatial confinement or compartmentalization of the 
binding partners. Whereas most signaling proteins are 
expressed in micromolar or less amounts in a cell, their 
concentrations can be increased significantly when 
segregated into a local compartment of the cell. For 
instance, an SH3 domain that is anchored to the plasma 
membrane is expected to have a higher tendency to 
interact with a transmembrane or membrane-associated 
protein than with a cytoplasmic molecule.  In the same 
vein, the Src family kinases are anchored to the plasma 
membrane by N-terminal myristoylation (60), and this 
membrane localization should facilitate the 
phosphorylation of receptors or membrane-associated 
proteins. By associating with the plasma membrane, the 
motion of the interacting proteins is restricted to the two-
dimensional space of the lipid bilayer and the local 
concentrations of the interacting partners are greatly 
enhanced. Many signaling complexes form at or near the 
inner leaflet of the plasma membrane, apparently exploring 
this ‘local concentration’ effect.  Alternatively, an SH3 
protein may be localized to the membrane through an 
interaction mediated by a different part of the protein. 

Indeed, membrane-proximal signaling events initiated from 
a receptor tyrosine kinase serves as a primary example on 
how membrane localization of signaling molecules can 
greatly enhance the fidelity and efficiency of signal 
transduction.  

 
Intramolecular SH3 domain-mediated interactions 

are frequently explored to regulate the activity of an 
enzyme. It is conceivable that an intramolecular interaction 
would take place in preference to an intermolecular one due 
to local concentration as well as entropic effects. And 
often, a weak interaction that would not take place between 
two isolated binding partners occurs favorably when they 
are parts of the same protein. Besides examples cited in 
earlier sections, such as the intramolecular SH3 
interactions found in Asef that inhibits its GEF activity 
(Figure 2D) and in p47phox that keeps it in an 
autoinhibitted conformation (Figure 3A) (45, 50), the 
regulation of the Src family kinase serve another prime 
example of how intramolecular interaction involving an 
SH3 domain may be used to control biological activity. 
Src is normally kept in an inactive state in the cell by two 
intramolecular interactions, one involving the binding of 
its SH2 domain to a C-terminal phosphotyrosine and the 
other involving binding of its SH3 domain to a peptide 
sequence that links the SH2 and kinase domains (61). 
Breaking one or both intramolecular interactions by 
extramolecular interactions allow the activation of the 
kinase. Such intramolecular domain-motif interactions 
that underpin the autoinhibited conformation of a Src 
family kinase appears to be a prevailing mechanism used 
by other kinases outside the Src family (eg., Abl and Tec 
(60)) .  

 
8. PERSPECTIVES 
 

Our knowledge on how modular domains mediate 
specific protein-protein interactions has undergone a drastic 
expansion in the last decade. Numerous modular domain 
families, including SH3, SH2, PDZ, WW, to name just a 
few, have been shown to recognize linear peptide 
sequences (62). Deciphering the specific motifs recognized 
by a modular domain would be tremendously helpful for 
understanding its cellular function. Huang et al. recently 
determined the phosphotyrosyl peptide motifs selected by 
76 human SH2 domains (63).  Intriguingly, only a handful 
of truly distinctive motifs were uncovered from this 
comprehensive study, suggesting that, similar to SH3 
domains, SH2 domains exhibit overlapping specificity. One 
important aspect of future research is to correlate in vitro 
specificity of a modular domain to the corresponding in 
vivo protein-protein interactions. While the specific motifs 
recognized by a modular domain can help predict its 
potential targets, it should be recognized that elaborate 
regulatory mechanisms, including those alluded above, 
exist in a cell to ensure which interactions would actually 
occur in vivo in response to a specific signal or 
environmental cue. Detailed knowledge on the in vitro and 
in vivo specificity of modular domains is necessary for 
engineering proteins with tailor-made signaling properties 
and for developing therapeutic strategies based on the 
principles governing modular domain-motif recognition. 



The SH3 domain- a family of versatile peptide 

4949 

9. ACKNOWLEDGEMENTS 
 

  This work was supported by grants (to SSCL) 
from the Cancer Research Society, Inc. and Genome Canada 
(with funds made available by the Ontario Genomic 
Institute). SSCL holds a Canada Research Chair in 
functional genomics and cellular proteomics. 
 
10. REFERENCES 
 
1. Mayer, B. J., M. Hamaguchi & H. Hanafusa: A novel 
viral oncogene with structural similarity to phospholipase 
C. Nature, 332, 272-5 (1988) 
2. Karkkainen, S., M. Hiipakka, J. H. Wang, I. Kleino, M. 
Vaha-Jaakkola, G. H. Renkema, M. Liss, R. Wagner & K. 
Saksela: Identification of preferred protein interactions by 
phage-display of the human Src homology-3 proteome. 
EMBO Rep, 7, 186-91 (2006) 
3. Zarrinpar, A., R. P. Bhattacharyya & W. A. Lim: The 
structure and function of proline recognition domains. Sci 
STKE, 2003, RE8 (2003) 
4. Mayer, B. J.: SH3 domains: complexity in moderation. J 
Cell Sci, 114, 1253-63 (2001) 
5. Li, S. S.: Specificity and versatility of SH3 and other 
proline-recognition domains: structural basis and 
implications for cellular signal transduction. Biochem J, 
390, 641-53 (2005) 
6. Yu, H., J. K. Chen, S. Feng, D. C. Dalgarno, A. W. 
Brauer & S. L. Schreiber: Structural basis for the binding of 
proline-rich peptides to SH3 domains. Cell, 76, 933-45 
(1994) 
7. Yu, H., M. K. Rosen, T. B. Shin, C. Seidel-Dugan, J. S. 
Brugge & S. L. Schreiber: Solution structure of the SH3 
domain of Src and identification of its ligand-binding site. 
Science, 258, 1665-8 (1992) 
8. Musacchio, A., M. Noble, R. Pauptit, R. Wierenga & M. 
Saraste: Crystal structure of a Src-homology 3 (SH3) 
domain. Nature, 359, 851-5 (1992) 
9. Lim, W. A., F. M. Richards & R. O. Fox: Structural 
determinants of peptide-binding orientation and of 
sequence specificity in SH3 domains. Nature, 372, 375-9 
(1994) 
10. Larson, S. M. & A. R. Davidson: The identification of 
conserved interactions within the SH3 domain by 
alignment of sequences and structures. Protein Sci, 9, 
2170-80 (2000) 
11. Feng, S., C. Kasahara, R. J. Rickles & S. L. Schreiber: 
Specific interactions outside the proline-rich core of two 
classes of Src homology 3 ligands. Proc Natl Acad Sci U S 
A, 92, 12408-15 (1995) 
12. Ren, R., B. J. Mayer, P. Cicchetti & D. Baltimore: 
Identification of a ten-amino acid proline-rich SH3 binding 
site. Science, 259, 1157-61 (1993) 
13. Chen, J. K., W. S. Lane, A. W. Brauer, A. Tanaka & S. 
L. Schreiber: Biased combinatorial libraries: novel ligands 
for the SH3 domain of phosphatidylinositol 3-kinase. J Am 
Chem Soc, 115, 12591-12592 (1993) 
14. Janz, J. M., T. P. Sakmar & K. C. Min: A novel 
interaction between atrophin-interacting protein 4 and beta-
p21-activated kinase-interactive exchange factor is 
mediated by an SH3 domain. J Biol Chem, 282, 28893-903 
(2007) 

15. Massenet, C., S. Chenavas, C. Cohen-Addad, M. C. 
Dagher, G. Brandolin, E. Pebay-Peyroula & F. Fieschi: 
Effects of p47phox C terminus phosphorylations on 
binding interactions with p40phox and p67phox. 
Structural and functional comparison of p40phox and 
p67phox SH3 domains. J Biol Chem, 280, 13752-61 
(2005) 
16. Wu, C., M. H. Ma, K. R. Brown, M. Geisler, L. Li, E. 
Tzeng, C. Y. Jia, I. Jurisica & S. S. Li: Systematic 
identification of SH3 domain-mediated human protein-
protein interactions by peptide array target screening. 
Proteomics, 7, 1775-85 (2007) 
17. Nguyen, J. T., C. W. Turck, F. E. Cohen, R. N. 
Zuckermann & W. A. Lim: Exploiting the basis of 
proline recognition by SH3 and WW domains: design of 
N-substituted inhibitors. Science, 282, 2088-92 (1998) 
18. Nguyen, J. T., M. Porter, M. Amoui, W. T. Miller, R. 
N. Zuckermann & W. A. Lim: Improving SH3 domain 
ligand selectivity using a non-natural scaffold. Chem 
Biol, 7, 463-73 (2000) 
19. Moncalian, G., N. Cardenes, Y. L. Deribe, M. 
Spinola-Amilibia, I. Dikic & J. Bravo: Atypical 
polyproline recognition by the CMS N-terminal Src 
homology 3 domain. J Biol Chem, 281, 38845-53 (2006) 
20. Kowanetz, K., K. Husnjak, D. Holler, M. Kowanetz, 
P. Soubeyran, D. Hirsch, M. H. Schmidt, K. Pavelic, P. 
De Camilli, P. A. Randazzo & I. Dikic: CIN85 associates 
with multiple effectors controlling intracellular 
trafficking of epidermal growth factor receptors. Mol 
Biol Cell, 15, 3155-66 (2004) 
21. Tian, L., L. Chen, H. McClafferty, C. A. Sailer, P. 
Ruth, H. G. Knaus & M. J. Shipston: A noncanonical 
SH3 domain binding motif links BK channels to the actin 
cytoskeleton via the SH3 adapter cortactin. Faseb J, 20, 
2588-90 (2006) 
22. Mongiovi, A. M., P. R. Romano, S. Panni, M. 
Mendoza, W. T. Wong, A. Musacchio, G. Cesareni & P. 
P. Di Fiore: A novel peptide-SH3 interaction. Embo J, 
18, 5300-9 (1999) 
23. Kesti, T., A. Ruppelt, J. H. Wang, M. Liss, R. 
Wagner, K. Tasken & K. Saksela: Reciprocal regulation of 
SH3 and SH2 domain binding via tyrosine phosphorylation 
of a common site in CD3epsilon. J Immunol, 179, 878-85 
(2007) 
24. Williams, C. & B. Distel: Pex13p: docking or cargo 
handling protein? Biochim Biophys Acta, 1763, 1585-91 
(2006) 
25. Pires, J. R., X. Hong, C. Brockmann, R. Volkmer-
Engert, J. Schneider-Mergener, H. Oschkinat & R. 
Erdmann: The ScPex13p SH3 domain exposes two 
distinct binding sites for Pex5p and Pex14p. J Mol Biol, 
326, 1427-35 (2003) 
26. Douangamath, A., F. V. Filipp, A. T. Klein, P. 
Barnett, P. Zou, T. Voorn-Brouwer, M. C. Vega, O. M. 
Mayans, M. Sattler, B. Distel & M. Wilmanns: 
Topography for independent binding of alpha-helical and 
PPII-helical ligands to a peroxisomal SH3 domain. Mol 
Cell, 10, 1007-17 (2002) 
27. Kami, K., R. Takeya, H. Sumimoto & D. Kohda: 
Diverse recognition of non-PxxP peptide ligands by the 
SH3 domains from p67(phox), Grb2 and Pex13p. Embo J, 
21, 4268-76 (2002) 



The SH3 domain- a family of versatile peptide 

4950 

28. Chan, B., A. Lanyi, H. K. Song, J. Griesbach, M. 
Simarro-Grande, F. Poy, D. Howie, J. Sumegi, C. Terhorst 
& M. J. Eck: SAP couples Fyn to SLAM immune 
receptors. Nat Cell Biol, 5, 155-60 (2003) 
29. Li, C., C. Iosef, C. Y. Jia, V. K. Han & S. S. Li: Dual 
functional roles for the X-linked lymphoproliferative 
syndrome gene product SAP/SH2D1A in signaling through 
the signaling lymphocyte activation molecule (SLAM) 
family of immune receptors. J Biol Chem, 278, 3852-9 
(2003) 
30. Kang, H., C. Freund, J. S. Duke-Cohan, A. Musacchio, 
G. Wagner & C. E. Rudd: SH3 domain recognition of a 
proline-independent tyrosine-based RKxxYxxY motif in 
immune cell adaptor SKAP55. Embo J, 19, 2889-99 (2000) 
31. Duke-Cohan, J. S., H. Kang, H. Liu & C. E. Rudd: 
Regulation and function of SKAP-55 non-canonical motif 
binding to the SH3c domain of adhesion and degranulation-
promoting adaptor protein. J Biol Chem, 281, 13743-50 
(2006) 
32. Tong, A. H., B. Drees, G. Nardelli, G. D. Bader, B. 
Brannetti, L. Castagnoli, M. Evangelista, S. Ferracuti, B. 
Nelson, S. Paoluzi, M. Quondam, A. Zucconi, C. W. 
Hogue, S. Fields, C. Boone & G. Cesareni: A combined 
experimental and computational strategy to define protein 
interaction networks for peptide recognition modules. 
Science, 295, 321-4 (2002) 
33. Jia, C. Y., J. Nie, C. Wu, C. Li & S. S. Li: Novel Src 
homology 3 domain-binding motifs identified from 
proteomic screen of a Pro-rich region. Mol Cell 
Proteomics, 4, 1155-66 (2005) 
34. Kato, M., K. Miyazawa & N. Kitamura: A 
deubiquitinating enzyme UBPY interacts with the Src 
homology 3 domain of Hrs-binding protein via a novel 
binding motif PX(V/I)(D/N)RXXKP. J Biol Chem, 275, 
37481-7 (2000) 
35. Liu, Q., D. Berry, P. Nash, T. Pawson, C. J. McGlade & 
S. S. Li: Structural basis for specific binding of the Gads 
SH3 domain to an RxxK motif-containing SLP-76 peptide: 
a novel mode of peptide recognition. Mol Cell, 11, 471-81 
(2003) 
36. Berry, D. M., P. Nash, S. K. Liu, T. Pawson & C. J. 
McGlade: A high-affinity Arg-X-X-Lys SH3 binding motif 
confers specificity for the interaction between Gads and 
SLP-76 in T cell signaling. Curr Biol, 12, 1336-41 (2002) 
37. Lewitzky, M., C. Kardinal, N. H. Gehring, E. K. 
Schmidt, B. Konkol, M. Eulitz, W. Birchmeier, U. 
Schaeper & S. M. Feller: The C-terminal SH3 domain of 
the adapter protein Grb2 binds with high affinity to 
sequences in Gab1 and SLP-76 which lack the SH3-typical 
P-x-x-P core motif. Oncogene, 20, 1052-62 (2001) 
38. Harkiolaki, M., M. Lewitzky, R. J. Gilbert, E. Y. Jones, 
R. P. Bourette, G. Mouchiroud, H. Sondermann, I. Moarefi 
& S. M. Feller: Structural basis for SH3 domain-mediated 
high-affinity binding between Mona/Gads and SLP-76. 
Embo J, 22, 2571-82 (2003) 
39. Kaneko, T., T. Kumasaka, T. Ganbe, T. Sato, K. 
Miyazawa, N. Kitamura & N. Tanaka: Structural insight 
into modest binding of a non-PXXP ligand to the signal 
transducing adaptor molecule-2 Src homology 3 domain. J 
Biol Chem, 278, 48162-8 (2003) 
40. Lewitzky, M., M. Harkiolaki, M. C. Domart, E. Y. 
Jones & S. M. Feller: Mona/Gads SH3C binding to 

hematopoietic progenitor kinase 1 (HPK1) combines an 
atypical SH3 binding motif, R/KXXK, with a classical 
PXXP motif embedded in a polyproline type II (PPII) 
helix. J Biol Chem, 279, 28724-32 (2004) 
41. Seet, B. T., D. M. Berry, J. S. Maltzman, J. 
Shabason, M. Raina, G. A. Koretzky, C. J. McGlade & 
T. Pawson: Efficient T-cell receptor signaling requires a 
high-affinity interaction between the Gads C-SH3 
domain and the SLP-76 RxxK motif. Embo J, 26, 678-89 
(2007) 
42. Stamenova, S. D., M. E. French, Y. He, S. A. 
Francis, Z. B. Kramer & L. Hicke: Ubiquitin binds to and 
regulates a subset of SH3 domains. Mol Cell, 25, 273-84 
(2007) 
43. He, Y., L. Hicke & I. Radhakrishnan: Structural basis 
for ubiquitin recognition by SH3 domains. J Mol Biol, 
373, 190-6 (2007) 
44. Vaynberg, J., T. Fukuda, K. Chen, O. Vinogradova, 
A. Velyvis, Y. Tu, L. Ng, C. Wu & J. Qin: Structure of 
an ultraweak protein-protein complex and its crucial role 
in regulation of cell morphology and motility. Mol Cell, 
17, 513-23 (2005) 
45. Murayama, K., M. Shirouzu, Y. Kawasaki, M. Kato-
Murayama, K. Hanawa-Suetsugu, A. Sakamoto, Y. 
Katsura, A. Suenaga, M. Toyama, T. Terada, M. Taiji, T. 
Akiyama & S. Yokoyama: Crystal structure of the rac 
activator, Asef, reveals its autoinhibitory mechanism. J 
Biol Chem, 282, 4238-42 (2007) 
46. Im, Y. J., J. H. Lee, S. H. Park, S. J. Park, S. H. Rho, 
G. B. Kang, E. Kim & S. H. Eom: Crystal structure of 
the Shank PDZ-ligand complex reveals a class I PDZ 
interaction and a novel PDZ-PDZ dimerization. J Biol 
Chem, 278, 48099-104 (2003) 
47. Sumimoto, H., S. Kamakura & T. Ito: Structure and 
function of the PB1 domain, a protein interaction module 
conserved in animals, fungi, amoebas, and plants. Sci 
STKE, 2007, re6 (2007) 
48. Park, H. H., Y. C. Lo, S. C. Lin, L. Wang, J. K. Yang 
& H. Wu: The death domain superfamily in intracellular 
signaling of apoptosis and inflammation. Annu Rev 
Immunol, 25, 561-86 (2007) 
49. Beernink, P. T., M. Hwang, M. Ramirez, M. B. 
Murphy, S. A. Doyle & M. P. Thelen: Specificity of 
protein interactions mediated by BRCT domains of the 
XRCC1 DNA repair protein. J Biol Chem, 280, 30206-13 
(2005) 
50. Groemping, Y., K. Lapouge, S. J. Smerdon & K. 
Rittinger: Molecular basis of phosphorylation-induced 
activation of the NADPH oxidase. Cell, 113, 343-55 
(2003) 
51. Jozic, D., N. Cardenes, Y. L. Deribe, G. Moncalian, 
D. Hoeller, Y. Groemping, I. Dikic, K. Rittinger & J. 
Bravo: Cbl promotes clustering of endocytic adaptor 
proteins. Nat Struct Mol Biol, 12, 972-9 (2005) 
52. Hashimoto, S., M. Hirose, A. Hashimoto, M. 
Morishige, A. Yamada, H. Hosaka, K. Akagi, E. Ogawa, 
C. Oneyama, T. Agatsuma, M. Okada, H. Kobayashi, H. 
Wada, H. Nakano, T. Ikegami, A. Nakagawa & H. Sabe: 
Targeting AMAP1 and cortactin binding bearing an 
atypical src homology 3/proline interface for prevention 
of breast cancer invasion and metastasis. Proc Natl Acad 
Sci U S A, 103, 7036-41 (2006) 



The SH3 domain- a family of versatile peptide 

4951 

53. Zarrinpar, A., S. H. Park & W. A. Lim: Optimization 
of specificity in a cellular protein interaction network by 
negative selection. Nature, 426, 676-80 (2003) 
54. Marles, J. A., S. Dahesh, J. Haynes, B. J. Andrews & A. 
R. Davidson: Protein-protein interaction affinity plays a 
crucial role in controlling the Sho1p-mediated signal 
transduction pathway in yeast. Mol Cell, 14, 813-23 (2004) 
55. Seet, B. T. & T. Pawson: MAPK signaling: Sho 
business. Curr Biol, 14, R708-10 (2004) 
56. Landgraf, C., S. Panni, L. Montecchi-Palazzi, L. 
Castagnoli, J. Schneider-Mergener, R. Volkmer-Engert & 
G. Cesareni: Protein interaction networks by proteome 
peptide scanning. PLoS Biol, 2, E14 (2004) 
57. Anton, I. M., W. Lu, B. J. Mayer, N. Ramesh & R. S. 
Geha: The Wiskott-Aldrich syndrome protein-interacting 
protein (WIP) binds to the adaptor protein Nck. J Biol 
Chem, 273, 20992-5 (1998) 
58. Rohatgi, R., P. Nollau, H. Y. Ho, M. W. Kirschner & B. 
J. Mayer: Nck and phosphatidylinositol 4,5-bisphosphate 
synergistically activate actin polymerization through the N-
WASP-Arp2/3 pathway. J Biol Chem, 276, 26448-52 
(2001) 
59. Jones, N., I. M. Blasutig, V. Eremina, J. M. Ruston, F. 
Bladt, H. Li, H. Huang, L. Larose, S. S. Li, T. Takano, S. 
E. Quaggin & T. Pawson: Nck adaptor proteins link 
nephrin to the actin cytoskeleton of kidney podocytes. 
Nature, 440, 818-23 (2006) 
60. Boggon, T. J. & M. J. Eck: Structure and regulation of 
Src family kinases. Oncogene, 23, 7918-27 (2004) 
61. Xu, W., A. Doshi, M. Lei, M. J. Eck & S. C. Harrison: 
Crystal structures of c-Src reveal features of its 
autoinhibitory mechanism. Mol Cell, 3, 629-38 (1999) 
62. Pawson, T. & P. Nash: Assembly of cell regulatory 
systems through protein interaction domains. Science, 300, 
445-52 (2003) 
63. Huang, H., L. Li, C. Wu, D. Schibli, K. Colwill, S. Ma, 
C. Li, P. Roy, K. Ho, Z. Songyang, T. Pawson, Y. Gao & 
S. S. Li: Defining the specificity space of the human src-
homology 2 domain. Mol Cell Proteomics (2007) 
64. Donaldson, L. W., G. Gish, T. Pawson, L. E. Kay & J. 
D. Forman-Kay: Structure of a regulatory complex 
involving the Abl SH3 domain, the Crk SH2 domain, and a 
Crk-derived phosphopeptide. Proc Natl Acad Sci U S A, 99, 
14053-8 (2002) 
65. Musacchio, A., M. Saraste & M. Wilmanns: High-
resolution crystal structures of tyrosine kinase SH3 
domains complexed with proline-rich peptides. Nat Struct 
Biol, 1, 546-51 (1994) 
66. Hoelz, A., J. M. Janz, S. D. Lawrie, B. Corwin, A. Lee 
& T. P. Sakmar: Crystal structure of the SH3 domain of 
betaPIX in complex with a high affinity peptide from 
PAK2. J Mol Biol, 358, 509-22 (2006) 
67. Pineda-Lucena, A., C. S. Ho, D. Y. Mao, Y. Sheng, R. 
C. Laister, R. Muhandiram, Y. Lu, B. T. Seet, S. Katz, T. 
Szyperski, L. Z. Penn & C. H. Arrowsmith: A structure-
based model of the c-Myc/Bin1 protein interaction shows 
alternative splicing of Bin1 and c-Myc phosphorylation are 
key binding determinants. J Mol Biol, 351, 182-94 (2005) 
68. Wu, X., B. Knudsen, S. M. Feller, J. Zheng, A. Sali, D. 
Cowburn, H. Hanafusa & J. Kuriyan: Structural basis for 
the specific interaction of lysine-containing proline-rich 

peptides with the N-terminal SH3 domain of c-Crk. 
Structure, 3, 215-26 (1995) 
69. Ghose, R., A. Shekhtman, M. J. Goger, H. Ji & D. 
Cowburn: A novel, specific interaction involving the Csk 
SH3 domain and its natural ligand. Nat Struct Biol, 8, 998-
1004 (2001) 
70. Arold, S., P. Franken, M. P. Strub, F. Hoh, S. 
Benichou, R. Benarous & C. Dumas: The crystal structure 
of HIV-1 Nef protein bound to the Fyn kinase SH3 domain 
suggests a role for this complex in altered T cell receptor 
signaling. Structure, 5, 1361-72 (1997) 
71. Lee, C. H., K. Saksela, U. A. Mirza, B. T. Chait & J. 
Kuriyan: Crystal structure of the conserved core of HIV-1 
Nef complexed with a Src family SH3 domain. Cell, 85, 
931-42 (1996) 
72. Vidal, M., N. Goudreau, F. Cornille, D. Cussac, E. 
Gincel & C. Garbay: Molecular and cellular analysis of 
Grb2 SH3 domain mutants: interaction with Sos and 
dynamin. J Mol Biol, 290, 717-30 (1999) 
73. Wittekind, M., C. Mapelli, V. Lee, V. Goldfarb, M. S. 
Friedrichs, C. A. Meyers & L. Mueller: Solution structure 
of the Grb2 N-terminal SH3 domain complexed with a ten-
residue peptide derived from SOS: direct refinement 
against NOEs, J-couplings and 1H and 13C chemical shifts. 
J Mol Biol, 267, 933-52 (1997) 
74. Andreotti, A. H., S. C. Bunnell, S. Feng, L. J. Berg & 
S. L. Schreiber: Regulatory intramolecular association in a 
tyrosine kinase of the Tec family. Nature, 385, 93-7 (1997) 
75. Schweimer, K., S. Hoffmann, F. Bauer, U. Friedrich, C. 
Kardinal, S. M. Feller, B. Biesinger & H. Sticht: Structural 
investigation of the binding of a herpesviral protein to the 
SH3 domain of tyrosine kinase Lck. Biochemistry, 41, 
5120-30 (2002) 
76. Deng, L., C. A. Velikovsky, C. P. Swaminathan, S. Cho 
& R. A. Mariuzza: Structural basis for recognition of the T 
cell adaptor protein SLP-76 by the SH3 domain of 
phospholipase Cgamma1. J Mol Biol, 352, 1-10 (2005) 
77. Feng, S., J. K. Chen, H. Yu, J. A. Simon & S. L. 
Schreiber: Two binding orientations for peptides to the Src 
SH3 domain: development of a general model for SH3-
ligand interactions. Science, 266, 1241-7 (1994) 
78. Dimasi, N.: Crystal structure of the C-terminal SH3 
domain of the adaptor protein GADS in complex with SLP-
76 motif peptide reveals a unique SH3-SH3 interaction. Int 
J Biochem Cell Biol, 39, 109-23 (2007) 
79. Mitin, N., L. Betts, M. E. Yohe, C. J. Der, J. Sondek & 
K. L. Rossman: Release of autoinhibition of ASEF by APC 
leads to CDC42 activation and tumor suppression. Nat 
Struct Mol Biol, 14, 814-23 (2007) 
80. Nishida, M., K. Nagata, Y. Hachimori, M. Horiuchi, K. 
Ogura, V. Mandiyan, J. Schlessinger & F. Inagaki: Novel 
recognition mode between Vav and Grb2 SH3 domains. 
Embo J, 20, 2995-3007 (2001) 
81. Harkiolaki, M., R. J. Gilbert, E. Y. Jones & S. M. 
Feller: The C-terminal SH3 domain of CRKL as a dynamic 
dimerization module transiently exposing a nuclear export 
signal. Structure, 14, 1741-53 (2006) 
82. Kristensen, O., S. Guenat, I. Dar, N. Allaman-Pillet, A. 
Abderrahmani, M. Ferdaoussi, R. Roduit, F. Maurer, J. S. 
Beckmann, J. S. Kastrup, M. Gajhede & C. Bonny: A 
unique set of SH3-SH3 interactions controls IB1 
homodimerization. Embo J, 25, 785-97 (2006) 



The SH3 domain- a family of versatile peptide 

4952 

83. Gorina, S. & N. P. Pavletich: Structure of the p53 tumor 
suppressor bound to the ankyrin and SH3 domains of 
53BP2. Science, 274, 1001-5 (1996) 
84. Mott, H. R., D. Nietlispach, K. A. Evetts & D. Owen: 
Structural analysis of the SH3 domain of beta-PIX and its 
interaction with alpha-p21 activated kinase (PAK). 
Biochemistry, 44, 10977-83 (2005) 
85. Yuzawa, S., N. N. Suzuki, Y. Fujioka, K. Ogura, H. 
Sumimoto & F. Inagaki: A molecular mechanism for 
autoinhibition of the tandem SH3 domains of p47phox, the 
regulatory subunit of the phagocyte NADPH oxidase. 
Genes Cells, 9, 443-56 (2004) 
86. Ogura, K., I. Nobuhisa, S. Yuzawa, R. Takeya, S. 
Torikai, K. Saikawa, H. Sumimoto & F. Inagaki: NMR 
solution structure of the tandem Src homology 3 domains 
of p47phox complexed with a p22phox-derived proline-rich 
peptide. J Biol Chem, 281, 3660-8 (2006) 
87. Nagar, B., O. Hantschel, M. A. Young, K. Scheffzek, 
D. Veach, W. Bornmann, B. Clarkson, G. Superti-Furga & 
J. Kuriyan: Structural basis for the autoinhibition of c-Abl 
tyrosine kinase. Cell, 112, 859-71 (2003) 
88. Nagar, B., O. Hantschel, M. Seeliger, J. M. Davies, W. 
I. Weis, G. Superti-Furga & J. Kuriyan: Organization of the 
SH3-SH2 unit in active and inactive forms of the c-Abl 
tyrosine kinase. Mol Cell, 21, 787-98 (2006) 
89. Schindler, T., F. Sicheri, A. Pico, A. Gazit, A. Levitzki 
& J. Kuriyan: Crystal structure of Hck in complex with a 
Src family-selective tyrosine kinase inhibitor. Mol Cell, 3, 
639-48 (1999) 
90. Sicheri, F., I. Moarefi & J. Kuriyan: Crystal structure of 
the Src family tyrosine kinase Hck. Nature, 385, 602-9 
(1997) 
91. Xu, W., S. C. Harrison & M. J. Eck: Three-dimensional 
structure of the tyrosine kinase c-Src. Nature, 385, 595-602 
(1997) 
92. Cowan-Jacob, S. W., G. Fendrich, P. W. Manley, W. 
Jahnke, D. Fabbro, J. Liebetanz & T. Meyer: The crystal 
structure of a c-Src complex in an active conformation 
suggests possible steps in c-Src activation. Structure, 13, 
861-71 (2005) 
93. Witucki, L. A., X. Huang, K. Shah, Y. Liu, S. Kyin, M. 
J. Eck & K. M. Shokat: Mutant tyrosine kinases with 
unnatural nucleotide specificity retain the structure and 
phospho-acceptor specificity of the wild-type enzyme. 
Chem Biol, 9, 25-33 (2002) 
94. Shatsky, M., R. Nussinov & H. J. Wolfson: A method 
for simultaneous alignment of multiple protein structures. 
Proteins, 56, 143-56 (2004) 
 
Abbreviations: SH: Src homology, PPII helix: polyproline 
type II helix 
 
Key Words Signal Transduction, Recognition Specificity, 
Binding Affinity, Modular Domain, Spatiotemporal 
Localization, Phosphorylation, Sequence Motif, Proline-
Rich Region, Review 
 
Send correspondence to: Shawn S.C. Li, Ph.D., 
Department of Biochemistry and the Siebens-Drake 
Medical Research Institute, Schulich School of Medicine 
and Dentistry, University of Western Ontario, London, 

Ontario N6A 5C1, Canada, Tel: 519-850-2910, Fax: 519-
661-3175,  E-mail: sli@uwo.ca 
 
http://www.bioscience.org/current/vol13.htm 
 


