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1.   ABSTRACT  
 
 When attempting to feed on their hosts, ticks face 
the problem of host hemostasis (the vertebrate mechanisms 
that prevent blood loss), inflammation (that can produce 
itching or pain and thus initiate defensive behavior on their 
hosts) and adaptive immunity (by way of both cellular and 
humoral responses). Against these barriers, ticks evolved a 
complex and sophisticated pharmacological 
armamentarium, consisting of bioactive lipids and 
proteins, to assist blood feeding. Recent progress in 
transcriptome research has uncovered that hard ticks 
have hundreds of different proteins expressed in their 
salivary glands, the majority of which have no known 
function, and include many novel protein families (e.g., 
their primary structure is unique to ticks). This review 
will address the vertebrate mechanisms of these barriers 
as a guide to identify the possible targets of these large 
numbers of known salivary proteins with unknown 
function. We additionally provide a supplemental Table 
that catalogues over 3,500 putative salivary proteins 
from various tick species, which might assist the 
scientific community in the process of functional 
identification of these unique proteins. This 
supplemental file is accessble from 
http://exon.niaid.nih.gov/transcriptome/tick_review/Sup
-Table-1.xls.gz. 
 
2.   INTRODUCTION 
 

Ticks are specialized mites in the suborder 
Ixodida of the order Parasitiformes. They are unique among 
mites by being larger, having specialized mouthparts and 
being obligate ectoparasites of terrestrial vertebrates, 
including amphibians, reptiles, birds and mammals.  

 
Two major families exist among ticks, the 

Argasidae (soft ticks) and the Ixodidae (hard ticks) (1). 
Phylogeny based on 16S rDNA sequences indicated the 
two families are monophyletic, with predicted divergence 
time no earlier than the late Jurassic (140 million years ago) 

(1), although other authors suggest much earlier divergence 
(late Permian, 245 million years ago) based on the radiation 
of reptiles (2). These two families display quite different 
feeding strategies: Ixodids feed for prolonged periods of 
time, varying from a few days to over one week, while 
argasids typically feed for less than one hour. Adult female 
hard ticks will feed only once, dying after oviposition, 
while adult soft ticks will feed multiple times.  

 
Ixodidae are further partitioned into metastriate 

and prostriate ticks. Metastriate ticks, such as members of 
the Dermacentor or Rhipicephalus genera, have relatively 
short mouthparts but they secrete copious amounts of a 
cement or glue that firmly attaches the tick to its host. 
Prostriates, such as members of the Ixodes genera, have 
longer, barbed, mouthparts and rely more on this physical 
mechanism to stay firmly attached to their hosts. 

 
The salivary glands of ticks, in addition to their 

role in feeding, serve a role in ion and water metabolism. In 
a tick not attached to its host, certain salivary gland lobes 
produce hygroscopic saliva that is secreted via the 
salivarium onto the surface of the hypostome. Atmospheric 
moisture is absorbed by the highly salty saliva and then 
sucked back into the body of the tick, thus helping ticks to 
stay hydrated, sometimes for years, while they wait for a 
host. In a blood-feeding tick, saliva production is the main 
mechanism of water excretion (3, 4). Ticks alternate blood 
ingestion and salivation, each cycle lasting for 5–20 min at 
a time (5, 6). The gut pumps water and electrolytes into the 
haemocoel, which go back to the host via saliva, while the 
meal is concentrated in the midgut.  

 
Blood is the only nutritious food taken by ticks. 

The adaptation to blood feeding involved evolution of a 
complex cocktail of salivary components that help the 
parasite to overcome their host’s defenses against blood 
loss (hemostasis), and development of inflammatory 
reactions at the feeding site that may disrupt blood flow or 
trigger host-defensive behavior by the sensation of pain or 
itching. Accordingly, saliva of blood-sucking arthropods 
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contain anti-clotting, anti-platelet, vasodilatory, anti-
inflammatory and immunomodulatory components, usually 
in redundant amounts (7).   

 
3.    PROBLEMS TICKS FACE WHEN TAKING A 
BLOOD MEAL 

 
It is crucial for any hematophagous animal that 

blood vessels at the feeding site continue to deliver liquid 
blood to the animal mouthparts despite injury to the 
vertebrate integument. Vascular injury triggers the 
phenomenon of hemostasis, which relies on the triad of 
blood coagulation, platelet aggregation, and 
vasoconstriction. Hemostasis starts within seconds of tissue 
injury. Tissue repair mechanisms induce scar formation, a 
process that starts within the day of injury and proceeds for 
several additional days. In addition, the immune system 
may contribute cellular and humoral responses that further 
modify the tick feeding site of a previously exposed host. 
Such immune responses may be immediate, as in 
antigen/antibody/complement reactions, or may take hours 
to occur, as in cellular reactions that require formation of a 
leukocyte infiltrate such as the basophilic infiltrate 
associated with tick rejection reactions in guinea pigs (8). 
The following subsections review the vertebrate pathways 
faced by ticks during the feeding process with an intent to 
identify targets of salivary components in their adaptive 
role to facilitate a blood meal. 
 
3.1. Platelets 

Platelets, which play a critical role in mammalian 
hemostasis,  are activated by a number of agonists 
including adenosine diphosphate (ADP), released by 
damaged cells and by activated platelets (the plasma levels 
of ADP are normally below 0.1 µM but are over 1 mM 
within the cytosol), collagen (not found in blood but 
abundant below endothelial cells (EC)), thrombin 
(produced by the coagulation cascade), platelet-activating 
factor (PAF)-acether (produced by activated leukocytes 
such as neutrophils), and thromboxane A2 (TXA2)  
(produced by activated platelets). Of note, ADP and 
collagen are the primary agonists of platelet aggregation, 
while the remaining agents are part of a positive feedback 
loop. These agonists recognize specific receptors and 
trigger platelet activation by a mechanism involving G 
protein activation, protein tyrosine kinase activation or 
calcium influx.  

 
The triggering of these receptor-coupled 

mechanisms is accompanied by activation of phospholipase 
C (PLC) and A2 (PLA2) leading to functional expression of 
integrin alphaIIbbeta3 (“inside-out signaling”). Integrin 
alphaIIbbeta3 is a receptor for fibrinogen, a plasma protein 
that works as a bridge between activated platelets; it is this 
fibrinogen bridge that creates the platelet plug. Interaction 
of fibrinogen with integrin alphaIIbbeta3 also induces 
“outside-in signaling”, which promotes completion of the 
aggregatory responses leading to granule release and 
exposure of phosphatydilserine. Among secreted molecules 
are ADP and serotonin, two important mediators of platelet 
aggregation. Serotonin additionally is a powerful and long-
lasting vasoconstrictor. Phospholipase A2 activation leads 

to release of arachidonic acid, which is further metabolized 
by platelets into the unstable prostaglandin TXA2, a potent 
vasoconstrictor and inducer of platelet aggregation. EC, on 
the other hand, metabolize arachidonic acid into 
prostacyclin (PGI2), which is a potent inhibitor of platelet 
aggregation. Endothelial prostacyclin synthase is important 
in preventing the platelet plugs'  continued growth inside 
the blood vessel and away from the injury site.  

 
Phosphatydilserine, exposed by activated 

platelets, is a negatively charged phospholipid critical for 
amplification of the coagulation cascade through formation 
of coagulation complexes (9, 10). Amplification of the 
clotting cascade results in additional thrombin formation, 
which not only cleaves fibrinogen to produce fibrin but 
itself promotes recruitment of activated platelets to the site 
of injury  (9, 10). The fibrin meshwork formed around the 
platelets further stabilizes and holds the platelet plug to the 
injury site. 

 
Activated platelets additionally secrete a number 

of proinflammatory molecules through the so-called 
“release reaction” and may contribute to local 
inflammatory processes by a number of mechanisms  (11, 
12). Among these proinflammatory molecules are 
chemokines such as transforming growth factor β (TGF-β), 
which display pro-apoptotic properties, and  interleukin 1β 
(IL-1β), which activates white blood cells, induces tissue 
factor (TF) expression, and promotes adherence of 
neutrophils and monocytes (11, 12). Platelets are a source 
of PAI-1, an important inhibitor of fibrinolysis  (13). 
Platelets also express P-selectin and promote neutrophil–
platelet–endothelial cell interactions. Moreover, platelets 
are a major source of soluble CD40 ligand (CD40L) (14). 
CD40L belongs to the tumor necrosis factor (TNF) 
superfamily of molecules and has multiple actions that may 
be of significance in microcirculation  (14). These actions 
include upregulation of cytokine expression on vascular 
smooth muscle cells and EC, increased expression of 
surface adhesion molecules on EC, and upregulation of TF 
on macrophages  (15-20). 

 
 Platelets are thus initially activated by collagen 

and ADP.  Within 4 seconds of vascular injury, platelet 
plugs can already be seen. Activated platelets release more 
ADP, together with serotonin, produce TXA2 and lead to 
thrombin formation, all of which are part of an agonist-
positive feedback loop to increase platelet aggregation. 
Serotonin and TXA2 are also vasoconstrictors. Platelets 
also produce many other pro-inflammatory mediators. 
Prostacyclin formation by ECs prevents further spread of 
the platelet plug containing the hemostatic reaction to the 
injury site. The importance of platelets to vertebrates can be 
visualized by the fact that decrease of plasma platelets to 
less than 5% of normal levels leads to severe bleeding in 
human patients, even in the presence of normal levels of all 
clotting proteins. 

 
 Crude tick saliva or tick salivary extracts inhibit 

platelet aggregation in vitro. Because platelet aggregation is 
a redundant phenomena, it is not surprising that inhibitors 
targeting several of the platelet agonists are found, such as 
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the enzyme apyrase—which hydrolyses ADP and 
adenosine triphosphate (ATP) to adenosine monophosphate 
(AMP) and orthophosphate—in some ticks (apparently 
missing in Amblyomma), and secretion of platelet 
inhibitors such as PGI2 and disintegrins, which are proteins 
with the arginine, glycine and aspartic acid (RGD) motif 
that prevent binding of fibrinogen to platelets and thus 
prevent activated platelets from being bound by fibrinogen 
(21-29). Anti-clotting agents found in tick saliva prevent 
formation of thrombin that also activates platelets (see 
below). Triatomine bug saliva contains lipocalins that 
avidly bind adenosine nucleotides (30, 31).  Such ADP 
binding lipocalins in ticks are not yet described. 

 
3.2.  The blood coagulation cascade and its regulation 
3.2.1. Initiation 

The TF-dependent activation of coagulation is 
also known as the 'extrinsic' pathway because TF has been 
traditionally reported not to be present in the blood (32); 
although more recently this view has been challenged (see 
below in 'Blood-borne TF and microparticles' ) (33). TF is 
abundantly present in the membranes of cells surrounding 
the vascular bed. Once in contact with the blood, circulating 
FVIIa binds to TF. The catalytic active complex formed by 
FVIIa/TF initiates the coagulation cascade through activation 
of FIX and FX (34-37). It has been estimated that the complex 
FVIIa/TF enhances the efficiency of activation of its 
substrates, FIX and FX, approximately 104-fold versus FVIIa 
alone (10). After activation, FIXa and FXa may remain 
associated with the TF-expressing cell or may bind to the 
membrane of platelets activated by low amounts of thrombin. 
Thrombin also activates FV and FVIII, and the generated FVa 
and FVIIIa serve as important co-factors to FXa and FIXa in 
the so-called intrinsic 'tenase' and 'prothrombinase' complexes, 
respectively (10). These complexes assemble on the activated 
platelet membranes, which display negatively charged 
phospholipids such as phosphatidyl serine (9) (Figure 1A). 

 
3.2.2. Amplification 

The prothrombinase complex activates 
prothrombin to thrombin in the presence of FVa, 
phospholipid surface and Ca2+, while the main function of 
the intrinsic Xnase is to convert FX to FXa in the presence 
of FVIIIa and Ca2+ (9, 10, 38). Both complexes convert 
several thousand substrate molecules per minute. In 
contrast, free FXa and FIXa are inefficient, indicating that 
many blood coagulation reactions are localized and occur 
on the surface of activated cells (e.g. activated platelets), 
not during the fluid phase (39). For comparison, the amount 
of thrombin produced by the prothrombinase complex in 
one minute would require six months if produced by an 
equivalent concentration of FXa alone acting on 1.4 µM 
prothrombin solution (10). It has been estimated that the 
fully assembled prothrombinase complex catalyzes 
thrombin generation at a rate that is at least 300,000 times 
more efficient than FXa acting alone. Notably, the 
assembled intrinsic Xnase complex on a membrane surface 
increases the rate of FXa generation approximately 109-fold 
more than that of FIXa alone (10, 32). 

 
It should be noted that FVIIa/TF complex 

activates limited quantities of FX and FIX (40). With the 

generation of FXa, the inhibitory effect of the protein 
named tissue factor pathway inhibitor (TFPI) takes place, 
preventing further production of FXa and FIXa by 
FVIIa/TF (35, 40). Additional FXa can be produced only 
through the alternative pathway involving the intrinsic 
Xase complex, which helps to consolidate the coagulation 
cascade initiated by FVIIa/TF. This is achieved by FXI, 
which is efficiently activated to FXIa  by thrombin when 
bound to the activated platelet surface (41-43). FXIa 

generates FIXa, which triggers formation of sufficient 
amounts of FXa to propagate coagulation. Accordingly, the 
assembly of enzymes and co-factors on the phospholipid 
surface is a prerequisite for the propagation of the 
coagulation system and also counteracts regulation by 
anticoagulant mechanisms  (9, 10). Finally, thrombin is 
critical for formation of the fibrin clot, which is stabilized 
by thrombin-activated FXIII (FXIIIa), a transglutaminase 
that catalyses covalent crosslinkage of fibrinogen (44) 
(Figure 1A). 

 
A relatively large number of tick-derived anti-

clotting agents have been reported in the past 20 years (45-
63). These include members of the Kunitz family of 
protease inhibitors (64), which may have single or multiple 
Kunitz domains. Multiple Kunitz domains allows 
interaction of the inhibitor with two or more partners, 
usually the Xase or the prothrombinase complexes, such as 
shown for Ixolaris (53, 59) from Ixodes scapularis. Novel 
protein families have also been reported, such as the Salp9 
and Salp14 of I. scapularis (62), showing the redundant 
recruitment of different protein families toward the same 
function, possibly a mechanism to achieve immune 
evasion.  

 
3.2.3.  Blood-borne tissue factor and microparticles 

Recently, low but detectable levels of TF antigen 
were found in normal plasma (65). It has been proposed 
that TF in blood, so-called 'blood-borne' TF, contributes to 
clot propagation  (33)  and is associated with microparticles 
(which are membrane remnants)  derived from EC, 
platelets, and leukocytes. Recruitment of microparticles to 
the propagating clot is dependent on endothelial P-selectin 
and microparticle P-selectin glycoprotein ligand-1 (PSGL-
1)  (66-69). Because microparticles contain TF and 
phosphatidyl serine, which respectively generate FXa and 
thrombin, they presumably contribute to formation of a 
fibrin meshwork, platelet accumulation, and inflammation 
in vivo at sites of endothelium activation  (70-73). 
Microparticles are also increased under conditions 
associated with increased thrombotic risk (74, 75). 

In addition to the salivary anti-clotting proteins 
discussed above, tick salivary gland extracts have been 
shown to modulate host adhesion protein expression, such 
as P-selectin (76). 
 
3.2.4. Tissue factor and inflammation 

TF is increasingly recognized as the interface of 
blood coagulation and inflammation and viewed as a 
critical player in mounting and sustaining an inflammatory 
response (15-20, 77, 78). In fact, coagulation factors 
activate protease-activated receptors (PAR), which are 
typical seven-transmembrane, G-protein-linked receptors 
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Figure 1. Coagulation cascade and its regulation.  A) Pro-coagulant mechanisms. TF: a critical initiator of coagulation. 
Formation of a complex with Factor VIIa (FVIIa) leads to activation of FIX and FX. FXa in the presence of phosphatidyl serine 
and Ca2+ (prothrombinase complex) amplifies the coagulation cascade through conversion of prothrombin to thrombin, resulting 
in platelet aggregation, fibrin formation, and inflammation. Thrombin also activates FXI to XIa, which activates FIX to FIXa. 
FIXa in the presence of phosphatidyl serine and Ca2+ converts FX to FXa, consolidating the coagulation cascade. 
pRBC, parasitized red blood cells. B) Anticoagulant mechanism. TF pathway inhibitor (TFPI) binds to FXa and inhibits 
FVIIa/TF complex. Protein C is activated by thrombin (in the presence of thrombomodulin and EPCR), and APC inhibits the 
coagulation cascade through cleavage of cofactors FVa and FVIIIa. Antithrombin in the presence of heparin sulphate specifically 
interacts with and inhibits FXa and thrombin. Heparin cofactor II (in the presence of dermatan sulphate) inhibits thrombin. C). 
Pro- and anti-fibrinolytic mechanism. PAI-1, plasminogen activator inhibitor-1. The zymogen plasminogen is converted to the 
active serine protease, plasmin, primarily through the action of two-chain tissue plasminogen activator (tc-tPA) or two-chain 
urokinase (tc-uPA). Both tPA and uPA can be inhibited by plasminogen activator inhibitor-1 (PAI), while plasmin is inhibited by 
its major inhibitor, α2-antiplasmin, and to a lesser extent by α2-macroglobulin (not shown).  
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activated by a unique mechanism. Thrombin cleaves the 
aminoterminus of the PAR, allowing the internal ligand to 
autoactivate  (79). Of the four mammalian PAR, PAR1, PAR3, 
and PAR4 are activated by thrombin, while PAR2 can be 
activated by coagulation proteases FVIIa and FXa but not 
thrombin  (79-81). PAR connects coagulation proteases to 
cellular responses and represents one mechanism by which 
coagulation might affect inflammation (15, 75, 82-84). In fact, 
PAR activation in a variety of cell types in and around blood 
vessels is associated with production of pro-inflammatory 
cytokines, expression of adhesion molecules and cell activation.  

 
Tick salivary anti-clotting proteins that prevent 

formation of thrombin and factor Xa would prevent PAR 
activation. It remains to be determined whether inhibitors 
of the PAR receptor are present in tick saliva. Tick salivas 
also have various proteins that can bind and thus inhibit 
host inflammatory cytokines (85-90). 

 
3.2.5. The 'contact' pathway 

The 'contact' pathway is initiated when FXII 
changes conformation and is activated in vitro after 
interactions with macromolecular constituents of the 
subendothelial matrix such as glycosaminoglycans and 
collagens, sulfatides, soluble polyanions, or nonphysiologic 
materials such as kaolin  (91); however, the in vivo activator of 
the contact pathway is not known. Activated FXIIa, in a 
reaction involving high-molecular-weight kininogen 
(HMWK), converts plasma pre-kallikrein to kallikrein (91, 
92). Kallikrein acts on HMWK releasing bradykinin, a kinin 
involved in vascular permeability and inflammation. 
Importantly, bradykinin is also a powerful agonist of pain. 
Kallikrein itself is a potent activator of FXII, allowing for 
autocatalytic amplification of the initial stimulus. Additionally, 
kallikrein has chemotatic activity and also directly converts 
plasminogen to plasmin and C5 to C5a, which increases 
vascular permeability  (92, 93). 

 
FXIIa additionally activates FXI, which in turn 

activates FIX  (41-43). FIXa in the presence of FVIIIa and 
Ca2+ and phosphatidyl serine (PS) is critical for FXa 
generation, as described above  (9, 10); however, the 
physiologic importance of the contact system in coagulation 
has been questioned, because deficiency of FXII  (94-96), 
prekallikrein  (97, 98), and HMWK  (98, 99) is not associated 
with bleeding diathesis. More recently, a role for FXIIa in 
stable thrombus formation has been reported in mice (100). 

 
The contact pathway, which was previously 

wrongly thought to be an important component in the initiation 
of clotting, is, however, important for the activation of the 
kallikrein/kinin system leading to bradykinin and resulting 
pain. Although no inhibitors of Factor XII or kallikrein have 
been described thus far, the saliva of I. scapularis has a 
powerful enzyme that selectively destroys plasma bradykinin 
(28, 101). 

 
3.2.6. Endogenous anticoagulant regulators of the 
clotting cascade 

There are three major anticoagulant mechanisms 
in blood: TFPI, anti-thrombin III (ATIII), and protein 

C/thrombomodulin/activated protein C. TFPI is a bivalent, 
Kunitz-type inhibitor that prevents FVIIa/TF complex 
(102-104), and acts in a two-step manner. In the first step, 
TFPI inactivates FXa to form a TFPI/FXa complex. The 
TFPI within this complex then inactivates TF-bound FVIIa 
as the second step. Because the formation of the TFPI/FXa 
complex is a prerequisite for the efficient inactivation of 
FVIIa, the system ensures that some FXa generation occurs 
before FVIIa-mediated initiation of the coagulation system 
is shut down (Figure 1B). 

 
Antithrombin inhibits thrombin, FXa, and other 

activated clotting factors but these reactions are slow in the 
absence of heparin (102-104). With heparin (presumably 
with heparan sulphate in vivo), the rate of inhibition is 
accelerated about 1,000 fold (105). Heparin binds to 
antithrombin via its high-affinity pentasaccharide sequence 
and, by altering the conformation of the reactive center loop 
of antithrombin, renders the protease trap more accessible 
to target enzymes (106) (Figure 1B). 

 
Thrombomodulin is a thrombin receptor found on 

the endothelium. Once bound to thrombomodulin, thrombin 
undergoes a conformational change at its active site that 
converts it from a procoagulant enzyme into a potent 
activator of protein C (PC) (105, 106). Activated protein C 
(APC), in the presence of its cofactor (protein S), serves as 
an anticoagulant by proteolytically inactivating FVa and 
FVIIIa, thereby attenuating thrombin generation (107, 108). 
Protein S binds to the endothelial cell membrane and to PC, 
forming a cell-surface-bound complex (109). 
Thrombomodulin is primarily located on the endothelial 
surfaces of capillaries within the microcirculation, but it is 
not present in the vessels of the brain (110). On the other 
hand, the PC receptor on ECs (EPCR) is principally located 
on endothelial surfaces of larger vessels on small arteries 
and arterioles  (111, 112). APC is also known for its anti-
inflammatory properties  (113-116). The PC system is 
physiologically very important, as is most clearly 
demonstrated by the severe thromboembolic disease 
associated with homozygous deficiency of PC  (108, 117-
119) or protein S (120). Finally, heparin cofactor II is a 
protein that uses certain glycosaminoglycans such as 
dermatan sulphate as a cofactor in the inhibition of 
thrombin (121) (Figure 1B). 

 
Tick-derived products interfering with or 

mimicking antithrombin, protein S, protein C, heparin or 
thrombomodulin have not been described. 

 
 3.2.7. Fibrinolytic system 

Fibrinolysis is initiated by plasminogen activators 
that convert plasminogen to plasmin. Plasmin in turn, 
degrades fibrin into soluble fibrin degradation products 
(122, 123). Two distinct plasminogen activators are found 
in blood: tissue-type plasminogen activator (tPA), and 
urokinase-type plasminogen activator (uPA). Both 
plasminogen activators are synthesized and released from 
EC and bind to uPA receptor (uPAR). Plasminogen 
activation is targeted to fibrin because plasminogen and 
tPA bind to—and the enzymatic activity of t-PA is
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Figure 2. Orderly phases of wound healing. Wound healing 
is divided into three phases: inflammatory (inflammation), 
proliferative (granulation tissue), and remodeling (wound 
contraction) phases. Granulation tissue is a critical step in 
this process and is characterized by an intense proliferation 
of endothelial cells, fibroblast accumulation, and collagen 
synthesis. The process provides nutrition, oxygen, and 
physical support for growing tissue. Modified with 
permission from (416 ).  

 
enhanced by—fibrin (122, 123) (Figure 1C). The 
plasminogen activation system is also involved in extra-
cellular matrix remodeling, cell adhesion, migration, 
chemotaxis, mitogenesis and signal transduction (122, 
123). It is noteworthy that basophils, the predominant cell 
type that infiltrates the site of tick bites in the skin of hosts 
that do not permit efficient blood feeding (124), express 
uPAR (CD87) and are recruited by uPA (125). Also of 
interest is the finding that IL-16 activates the plasminogen-
plasmin system and promotes migration into extracellular 
matrix of eosinophils, another cell type that is conspicuous 
at the site of tick bites. (126). 

 
The fibrinolytic system is regulated at two levels: 

PAI-1 blocks tPA and represents ~65% of the 
antifibrinolytic component of plasma. Regulation of PAI-1 
activity is also important, and this is achieved primarily 
through its interaction with vitronectin, a cofactor that 
helps to stabilize PAI-1 molecules (13). Another modulator 
of fibrinolysis is thrombin-activatable fibrinolysis inhibitor 
(TAFI), a carboxypeptidase that cleaves off the 
carboxyterminal lysines from fibrin. These lysines are 
important for the binding of fibrinolytic enzymes to fibrin, 
and TAFI activation results in inhibition of fibrinolytic 
attack (Figure 1C). At last, two plasmin inhibitors modulate 
fibrinolysis, namely α2-antiplasmin and to a lesser extent by 
α2-macroglobulin (13, 127).  

 
While tick proteins targeting the enzymes above 

have not been described, I. scapularis saliva has abundant 
metalloprotease activity with fibrin and fibrinogenolytic 
activities (128). 

 
3.3. Angiogenesis and wound healing 

Angiogenesis, the formation of new blood 
vessels, occurs as a result of the growth of capillaries by 

vascular sprouting from preexisting vessels (129). Upon 
growth stimulation, quiescent EC can enter into the cell 
cycle, migrate, degrade the underlying basement 
membrane, and form a lumen. Angiogenesis is required for 
a variety of physiologic processes such as embryonic 
development and wound healing. Wound healing involves a 
dynamic and changing process that has been conveniently 
divided into three phases—inflammatory, proliferative, and 
remodeling (130) (Figure 2). This process is continuous; 
the phases overlap, and different mechanisms occurring at 
different times trigger the release of chemical signals that 
modulate orderly migration, proliferation, and 
differentiation of cells and the synthesis and degradation of 
extracellular matrix (ECM) proteins. Of note, angiogenesis 
is generally considered to be a phenomenon that occurs 
during the proliferative phase of wound healing (129, 130). 
This phase is critical for formation of granulation tissue, a 
hallmark of wound healing characterized by proliferation of 
EC, fibroblast accumulation, and collagen synthesis. 
Accordingly, granulation tissue provides nutrition, oxygen, 
and physical support for the tissue in repair (131).  

 
Temporally, the first process that takes place as a 

reaction to a wounding is prevention of local hemorrhage. 
This is attained via platelet aggregation and activation of 
the hemostasis cascade. The resulting blood clot first 
contributes to stopping the bleeding and then functions as a 
provisional matrix for the wound healing that already 
begins approximately four days after injury. New 
capillaries endow the neostroma with its granular 
appearance. Leukocytes, fibroblasts, and blood vessels 
move into the wound space and each contributes to the 
wound healing process. The macrophages provide a 
continuing source of cytokines, which are necessary to 
stimulate fibroplasia and angiogenesis, a process in which 
new blood vessels are formed from pre-existing ones. 
During angiogenesis, the vascular basement membrane and 
the fibrin or interstitial matrix are degraded by ECs, upon 
which these cells start to migrate into the matrix and to 
proliferate by forming new capillary-like tubes (132). 
Fibroblasts are important for the production of a new ECM, 
which is necessary to support the additional cell ingrowth 
(133). Blood vessels play an important role in sustaining 
cell metabolism by providing oxygen and nutrients. The 
integrity of the granulation tissue depends on the presence 
of biological modifiers (e.g. lipid mediators and growth 
factors), the activity of target cells, and the environment of 
the ECM (134). These processes are regulated by growth 
factors that may come from the plasma but can also be 
released by activated platelets in the wounded areas. 
Infiltrated peripheral blood monocytes and macrophages 
are also sources of the synthesis and release of growth 
factors. In addition, growth factors can be synthesized and 
secreted by injured and activated parenchymal cells. The 
newly formed temporary fibrin matrix also promotes 
granulation tissue formation. Once fibroblasts and ECs 
express the proper integrin receptors, they invade the 
fibrin/fibronectin-rich clot in the wound space and start 
synthesizing a permanent ECM (reviewed in (131)).  

 
It is important to recognize that angiogenesis is a 

complex process, in which ECs are stimulated by growth 
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factors, such as VEGF or FGF-2, to proliferate and migrate 
into the ECM to form new capillaries. The invasion of the 
ECM by EC is controlled by proteolytic enzymes of the 
plasminogen activator/plasmin system and the matrix 
metalloproteinases (135). The cells proliferate and 
elongate, and vessel stabilization is finally achieved by 
interaction with pericytes and reconstitution of the 
basement membrane (129, 130). Integrins such as αIIb β3, 
α5β1, αvβ3, and αvβ5, among others, play an important 
role in wound healing and angiogenesis by facilitating 
binding of EC to ECM proteins such as fibrin (ogen), 
vitronectin, and fibronectin (136). 

 
Tick saliva has anti-angiogenic properties (137, 

138). This is a neglected area of tick research where many 
host targets abound. It is possible that some growth factors 
may be targets for salivary binder proteins, as occurs with 
host cytokines and chemokines. 

3.4. Ticks and immunity: an overview 
To complete their blood meal, ticks remain 

attached to their hosts for periods that can vary from 
minutes to a few hours in the case of soft ticks (Argasidae) 
or several days in the case of hard ticks (Ixodidae). It is 
reasonable to assume, therefore, that different feeding 
strategies profoundly influence the host immune response 
upon infestation. Although these strategies evolved in 
different ways for these arthropods, ticks have to deal with 
innate immunity (inflammation) in primary infestation and 
with both innate and adaptive immunity during secondary 
or subsequent infestations. The immunologic basis of tick 
resistance manifested by decreased yield, weight, 
fecundity, and/or fertility of the parasites has long been 
recognized and well demonstrated in some mammalian 
species infested with ixodid ticks, although it is difficult to 
demonstrate in fast-feeding argasid ticks. 

 
The challenge to the immune system begins even 

before contact with host blood, in the moment that tick 
mouthparts are inserted into the skin, causing the breaking 
of this physical barrier. Resident leukocytes of epidermis 
and dermis, such as mast cells, eosinophils, dendritic cells, 
and macrophages, as well as keratinocytes are the first to 
make contact with tick mouthparts and saliva. These cells 
release pre-formed mediators in addition to producing 
chemoctatic factors to recruit inflammatory cells such as 
neutrophils to the attachment site. Subsequent infestations 
may activate adaptive responses involving T cells and B 
cells by production of antibodies and sensitization of mast 
cells and basophils that, in conjunction with eosinophils, 
are predominant cells in the tick attachment site. Whether 
this response will confer host resistance will depend on 
such factors as host genetic background, health status, and 
host and tick species involved. The role of cells—the 
mediators involved in the immune response during tick 
infestation—as well as that of ticks ability to circumvent 
such immunity is further discussed. 
 
3.4.1. Mast cells 

Mast cells are distributed throughout the body 
and are present in connective tissues, especially beneath 
epithelial surfaces exposed to the external environment, 

such as skin. These cells present granules with a range of 
pre-formed mediators, such as vasoactive amines, 
proteoglycans, serine proteases, sulfatases, and cytokines. 
Upon activation triggered by degranulation process, they 
are also able to produce newly synthetized mediators such 
as growth factors, chemokines and lipid mediators that 
recruit inflammatory cells to the injury site (139). 

 
Histologic examinations of Dermacentor 

variabilis-infested skin of BALB/c mice revealed increased 
numbers of mast cells during secondary and tertiary 
infestations but not in primary infestation (140, 141). 
Furthermore, a higher number of degranulated mast cells 
are observed in I. ricinus-infested rabbits and Hyalomma 
anatolicum anatolicum-infected rabbits and cattle upon re-
infestation rather than in primary infestation (142-144). 
Nevertheless, the role of mast cells in the development of 
tick resistance is still unclear. Mast cell-deficient mice are 
able to develop some degree of resistance after repeated 
infestations with D. variabilis, as are their wild-type 
counterparts (141). Contradicting these results, mast cell 
deficiency was found to abrogate resistance to 
Haemaphysalis longicornis (145), while intracutaneous 
injections of cultured mast cells in these mice recover their 
ability to reject ticks (146). In accordance, zebuine cattle 
breeds, known as highly resistant to Rhipicephalus 
(Boophilus) microplus, have more dermal mast cells than 
taurine breeds, and infested F2 crossbred cattle present 
acquired resistance to tick infestation associated with 
increased mast cell numbers in the dermis (147). Whether 
the importance of mast cells for anti-tick immunity is a 
universal truth or not, remains to be determined. It is 
important to associate the fact that histamine release by 
mast cells produce pruritus and triggers scratching host 
behavior that might dislodge the tick from the feeding site. 
The importance of histamine to tick feeding is underlined 
by the possibly universal existence of histamine-binding 
tick salivary lipocalins, that efficiently sequester this 
biogenic amine away from their receptors (148-151). 

 
3.4.2. Eosinophils 

Eosinophil blood levels are generally quite low in 
the absence of parasitic infection or allergic reactions such 
as atopic dermatitis. However, most of the eosinophil 
population is found in the tissues, predominantly at the 
surfaces of the body that interact with the external 
environment, such as skin and mucosal surfaces of the gut, 
respiratory and reproductive systems. Eosinophils are the 
source of several cytokines, chemokines and lipid 
mediators and the most important source of indoleamine 
2,3 deoxygenase (IDO), an enzyme induced by interferon 
gamma that inhibits the T helper 1 (Th1) subset of 
lymphocytes (152). Furthermore, their granules are rich in 
cytotoxic granules containing eosinophil peroxidase (EPO), 
eosinophil cationic protein (ECP), eosinophil-derived 
neurotoxin (EDN) and major basic protein (MBP). This last 
one is a mast cell (and probably basophil) degranulation 
factor, displaying a positive feedback in the responses 
associated with these cells (153). Finally, eosinophils are a 
very important source of molecules involved in tissue 
repair and inflammation, such as tenascin, TGF-alpha and 
TGF-Beta1  (154, 155). 
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In guinea pigs, resistance to repeated infestation 
with hard ticks is associated with accumulation of eosinophils 
and basophils in the attachment site. In fact, high numbers of 
eosinophils were found after repeated infestation of guinea 
pigs with Amblyomma americanum (156, 157) and 
Rhipicephalus appendiculatus (158), but were virtually absent 
in the dermis of Ixodes holocyclus-infested guinea pigs in the 
primary and secondary feeding (159). Soft ticks also induce a 
strong eosinophil response in guinea pigs (160). Other species, 
such as cattle (161), bovines (162), rabbits (142), dogs (163), 
mice (164), and even capybaras (165) present similar 
eosinophil infiltration in the attachment site upon repeated 
hard-tick infestation. An anti-eosinophil serum conferred only 
a partial lack of resistence in tick-sensitized guinea pigs (166). 
However, the absence of studies employing infestation of IL-5-
deficient, or anti-IL-5 treated animals (which lack eosinophil 
response) does not permit a definite role to be assigned to 
eosinophils in tick resistance. 
 
3.4.3. Dendritic cells 

Dendritic cells are professional antigen-
presenting cells that initiate the adaptive immune response 
to invading pathogens, and are found in two distinct 
functional states. Immature dendritic cells are located in 
non-lymphoid tissues, such as skin and mucosa, and their 
primary function is to uptake antigens. In contrast, mature 
dendritic cells are poorly phagocytic but highly efficient 
stimulators of naïve T cell responses (167). 

 
Dendritic cells do not cause direct damage  to 

ticks but seem to be important in the generation of the 
acquired immunity which, in turn, leads to resistance 
against the tick. Evidence for interactions of tick saliva 
with dendritic cells was demonstrated in studies where 
epidermal cell population containing Langerhans cells (the 
immature dendritic cell population of skin) were incubated 
in vitro with tick saliva. These cells, loaded with salivary 
antigens, were able to stimulate proliferation of T 
lymphocytes obtained from the lymph node of bite-
sensitized, tick-resistant guinea pigs (168). This indicates 
that dendritic cells are presumably capable of priming an 
immune response in vivo during tick infestation. That 
assumption is supported by an earlier study that identified 
the presence of antigens from ticks’ salivary glands 
associated with Langerhans cells (169). Another study 
showed that during primary infestations with Dermacentor 
andersoni, there is a decrease in the number of these cells 
around sites of tick attachment (170). This suggests that 
Langerhans cells probably migrate to lymph nodes, after 
contact with components from saliva, to activate T cell 
responses. In addition, the acquisition resistance was 
abrogated with ticks fed on ultraviolet-irradiated skin, 
presenting a marked reduction in ATPase-positive 
Langerhans cells (171). More recently, tick saliva has been 
shown to affect several dendritic cell functions (172-174). 
These results are consistent with the concept that dendritic 
cells are active components in immune response to saliva 
and potentially modulate tick resistance. 
 
3.4.4. Macrophages 

Most resident macrophages in tissues originate 
from circulating bone marrow-derived monocytes. 

Macrophages are found in different organs, such as liver 
(Kupffer cells), lung (alveolar macrophages), nervous 
system (microglia), epidermis, reproductive organs, serosal 
cavities, gut lamina propria and the interstitium of the 
heart, pancreas, and kidney. In response to inflammatory 
and immune stimulation, additional monocytes are 
recruited in increased numbers to the site, displaying 
different phenotypes from originally resident macrophages 
(175). Studies of the differentiation antigens and surface 
receptors expression have shown that macrophages become 
markedly heterogeneous and express very different 
phenotypes, reflecting specialization of function within 
particular microenvironments. Thus, macrophages differ in 
terms of receptor expression, cytokine production, effector 
function and chemokine repertoires (176). 

 
Unfortunately, most of the studies describing the 

histologic features during tick infestation have focused on 
the neutrophil, eosinophil, basophil and mast cell 
infiltration in the tick-bite site (160, 162, 177). 
Macrophages are usually classified as mononuclear cells 
(144, 178-180), which also include lymphocytes, making 
difficult a precise analysis of the specific participation of 
these cells in the inflammatory infiltrate that follows tick 
attachment and of their putative role in resistance to tick 
infestation. However, few studies described the presence of 
macrophages (and monocytes) in both feeding cavities and 
the area around the lesion of the first tick infestation. In 
general, macrophages and monocytes were found to be 
slightly increased in the feeding cavities, but not in the 
adjacent tissue during the two or three first days of 
infestation with larvae, nymphs and adults of A. 
americanum (181, 182). 

 
Wikel et al. (183) examined the specific in vitro 

proliferative responses to tick salivary antigens in lymph 
node cells from guinea-pigs undergoing primary and 
secondary tick infestations. At that time, it was assumed 
that macrophages were acting as the antigen-presenting 
cells that elicited a potent proliferative response observed 
during secondary infestation. In fact, macrophages were 
shown to have at least the same ability in presenting 
salivary antigens to lymphocytes as enriched populations of 
Langerhans cells (168). Despite the fact that this role is 
nowadays recognized as being that of dendritic cells, 
macrophages remain an important resident cell producing 
cytokines and chemokines that attract inflammatory cells to 
the tick-bite site. 
 
3.4.5. Neutrophils 

Neutrophils are highly motile phagocytic cells 
that constitute the first line of defense of the innate immune 
system. Neutrophils engulf and degrade microorganisms 
and produce several chemokines—as well as major pro-
inflammatory cytokines— indicating that, in addition to 
killing microorganisms, these cells are important in 
influencing early cell trafficking and activation during 
pathophysiologic processes. In a general line, neutrophils 
are stimulated by the aetiological agent to produce 
chemokines that subsequently serve an instrumental role in 
recruiting other leukocyte types during the early phases of 
infection (184). 
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Some earlier studies suggest that the feeding 
lesions of ticks result from extra-oral digestion, through the 
action of cytolysins in their salivary secretions (185). 
However, an accurate study of the feeding lesions caused 
by R. microplus suggested that tissue damage is caused by 
the host response (186). In fact, both collagen destruction 
beneath the tick mouthparts and the intense neutrophil 
infiltrate associated with this lesion were prevented by 
treatment of R. sanguineus-infested dogs with nitrogen 
mustard, a drug used to deplete neutrophils (187). Later, it has 
been reported that tick salivary gland extract is not chemotactic 
by itself, but generates a neutrophil chemoctatic factor by the 
cleavage of C5 (188). In fact, neutrophils are the most 
abundant cells in the acute inflammatory infiltrate induced by 
the primary infestation but not in subsequent infestations of all 
species of hard ticks studied (143, 158, 159, 179). Despite a 
recognized role of neutrophil against pathogens and their 
extensive presence in the primary infestations, it is not known 
whether their absence would affect host-tick resistance. Saliva 
of I. scapularis was shown previously to inhibit neutrophil 
aggregation, granule release and phagocytosis of B. 
burgdorferi (189), but the salivary molecules determining 
these actions remain to be identified. 
 
3.4.6. Basophils 

Basophils are the third cell type derived from the 
granulocytic lineage that also includes neutrophils and 
eosinophils. Normally confined to the circulation and not 
found in normal tissues, the role played by basophils in 
immunity against parasites is surrounded by controversy. 
Despite the similarities with mast cells in terms of 
morphology and the classical IgE-dependent activation, 
basophils are more restricted with respect to the mediators 
stored relative to the mast cells and their ability to kill 
invading pathogens is also diminished in comparison with 
other granulocytes (190). Basophils, however, have long 
been documented as the predominant cell type that 
infiltrates the tick-bite site in the skin (191) and recognized 
as important effectors in tick rejection (192), mostly in 
guinea pig models and in bovines (124, 142-144, 166, 191). 

 
The migration of these cells and the resulting 

basophil-rich responses in the tissue are known as 
cutaneous basophil hypersensitivity (CBH). The 
degranulation of basophils and local release of mediators is 
believed to represent an essential part of the resistance 
response to ticks (193); histologic studies have suggested 
that CBH responses are associated with immune skin 
rejection of blood-feeding ticks. When ticks attempt to feed 
on the skin of sensitized animals, an intense CBH response 
is usually elicited that contains a massive infiltrate of 
basophils. This reaction ultimately causes rejection and 
killing of ticks by hosts that present significant levels of 
histamine in their body;  this rejection is reduced by in vivo 
administration of H1 and H2 receptor antagonists (194). Of 
interest, guinea pigs develop resistance to tick feeding after 
a single tick exposure and basophils are found to be present 
in their skin upon infestation with virtually all hard tick 
species studied up to date (195). For soft ticks, basophil 
infiltration was also demonstrated in Ornithodoros parkeri-
infested guinea pigs (160), Argas polonicus-infected 
pigeons (196), and Argas verpertilionis-infested bats (197). 

Tick resistance can be conferred by adoptive 
transference of serum and/or peritoneal exudate cells to 
naïve animals and, in both cases, CBH responses are 
present after transference (179, 198). In addition, anti-
basophil serum treatment of Amblyomma americanum-
sensitized guinea pigs abrogated tick rejection (166). For 
some time, mice were reported to be lacking basophils 
(192) but actually these cells are rare and difficult to 
identify in these animals (199). Murine tick resistance was 
also demonstrated after repeated infestations and it was 
initially associated with mast cell degranulation on the 
attachment site (140). Nonetheless, mast cell-deficient mice 
also developed tick resistance and the presence of basophils 
in the skin reactions of these animals was demonstrated by 
electron microscopy, suggesting that basophils must also 
contribute in the pathogenetic mechanisms in these hosts 
(177). Unfortunately, since basophil-specific 
developmental pathways are not well understood (200), 
none of the currently available gene-deficient animals or 
monoclonal antibody therapies are likely to elucidate the 
protective role of basophils on tick-infested hosts. 

 
Of interest is the fact that tick salivary glands 

express an insulin-like growth factor-binding lipocalin 
(201). IGF-1 has been shown to be a selective chemotactic 
factor for basophils (202) and skin gamma-delta T 
lymphocytes are an important source of this chemokine, 
which also regulates proliferation of keratinocytes (203). 
 
3.4.7. T lymphocytes 

T cells derive from lymphoid progenitors in 
hematopoietic tissue of bone marrow and undergo 
differentiation in the thymus. Mature T cells are then 
seeded to the peripheral lymphoid tissue that virtually 
covers the whole body (lymph nodes, spleen, mucosal and 
gut-associated lymphoid tissues, and others), and also to the 
recirculating pool of lymphocytes. Based on their T cell 
receptor (TCR), these cells are subdivided into alpha/beta 
and gamma/delta cells, alpha/beta being the majority of 
them. Among alpha/beta T cells, two subpopulations are 
described according to the co-receptor molecule expressed 
in their surface, CD4+ T cells and CD8+ T cells, which 
differ in how they recognize antigens and mediate effector 
functions. According to the cytokine profile they secrete, 
CD4+ T cells can differentiate into Th1 and Th2, associated 
with cellular (e.g. macrophage activation) and humoral 
(e.g. antibody production) specific immune response, 
respectively. On the other hand, CD8+ T cells can develop 
into cytotoxic T-lymphocytes (CTLs) capable of lysing 
target cells. Despite T cell role in the adaptive immunity, 
TCR does not recognize antigenic determinants on intact, 
undenaturated molecules, and T cells themselves do not 
initiate the specific immune response. Instead, T 
lymphocytes are activated by interaction with major 
histocompatibility complex (MHC)/peptides  on the surface 
of antigen presenting cells such as macrophages, dendritic 
cells and B lymphocytes. Thus, T lymphocytes may 
represent the principal sensory arm of the adaptive immune 
system (204). 

 
Acquired resistance can be transferred from tick-

resistant donors to normal recipients with viable lymph 
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node cells, suggesting that T cells are involved in 
resistance, which is associated with cutaneous basophil 
hypersensitivity reactions to tick antigens (205). In fact, 
cutaneous basophil hypersensitivity reactions could be 
inhibited by anti-T-cell serum in guinea-pigs (206). 
Maximal in vitro proliferative response to tick salivary 
antigens was found in lymph node cells from guinea pigs 
undergoing secondary tick infestation, when tick resistance 
had been acquired (183). In agreement, column purified 
lymph node cells (depleted of adherent cells) from 
resistant, but not from control, guinea pigs presented 
specific proliferation when incubated with Langerhans cell-
enriched population or macrophages in the presence of 
salivary gland extract (168). Langerhans cells trap tick 
salivary gland antigens in the skin and function as antigen 
presenting cells for T lymphocytes (168, 170). Anti-tick 
immunity, however, is regional and only cells from the 
lymph nodes which drain the tick attachment site are able 
to proliferate in vitro in the presence of tick antigens (207, 
208). An immunohistochemical analysis of mouse skin at 
72 h after I. ricinus attachment revealed that CD4+ and 
CD8+ T cells are present in a proportion of 2.2:1 in the 
primary, 3.2:1 in the secondary and 4.7:1 in the tertiary 
infestations. These histological findings together with the 
IL-2, IL-4 and IFN-gamma mRNA expression are in 
accordance with the mild cutaneous delayed-type 
hypersensitivity observed in tick-infested mice (209). 
 
3.4.8. B lymphocytes 

B cells originate from the same lymphoid 
progenitor as T cells, but their development follows distinct 
steps. Short lived immature B cells migrate to the spleen by 
the bloodstream, where they develop into long-lived mature 
B cells. At the end of this process, mature B lymphocytes 
expressing immunoglobulins (or antibodies) in their 
surface, which are the B cell receptor (BCR), recirculate 
among the lymphoid follicles of spleen and lymph nodes. 
Upon activation, these cells differentiate into antibody-
secreting cells (210). 

 
Antibody production is one of the host’s acquired 

responses to the salivary secretion introduced into the 
feeding site. Despite the absence of B cells in the skin of 
infested hosts (209), lymph nodes draining infestation sites 
are increased upon primary and secondary infestations in 
comparison with lymph nodes from non-infested animals 
(211) and present germinal centers (156), suggesting 
proliferation and differentiation of B cells. In agreement, 
the lymph node cell response to in vitro lipopolysaccharide 
(LPS) stimulation is more pronounced in infested mice than 
in controls, suggesting again an increase in either the 
proportion or activity of B cells of these mice (208, 212). In 
fact, cyclophosphamide treatment in a dosage reportedly 
selective for B lymphocyte depletion, has been shown to 
partially block guinea pig resistance to D. andersoni (213). 
Regardless of the uncertain role of antibodies in the tick 
resistance, rabbits infested with H. leporispalustris were 
shown to produce homocytotropic antibodies (214). Mast 
cell and basophil degranulation observed in the secondary 
(and subsequent) tick infestations are dependent upon 
sensitization of these cells with antibodies after the primary 
contact with these parasites. However, the acquired 

resistance of rabbits infested with I. ricinus adults was not 
directly related to the levels of anti-tick antibodies in these 
animals (215). Results from studies attempting serum 
passive transfer of resistance range from no resistance 
(216) to significant (178, 198, 217, 218) and strong 
resistance (205). It has been suggested that variations in the 
guinea pig strain, serum dose, or route of administration 
would explain such differences. 

 
Some of the studies demonstrating serum-

associated tick resistance also show the cutaneous basophil 
response that accompanies this immunity. In some cases, 
immune serum-treated guinea pigs present a predominant 
mononuclear cell infiltrate, weaker basophil infiltrate and 
no eosinophil changes in comparison with actively 
sensitized animals, which infiltrate is rich in basophils and 
eosinophils (178). In others, immune resistance and strong 
cutaneous basophil responses were transferred to naïve 
animals by IgG1 antibody fraction from guinea pigs 
sensitized with A. americanum larval ticks (219), but not R. 
appendiculatus (220). For both species, however, resistance 
was demonstrated to be dependent on the host Fc receptors 
on the cell surfaces, perhaps skin mast cells and blood 
basophils (220, 221). 

 
Tick infestation can affect or modulate antibody 

production by their hosts. After heavy tick infestations in 
bovines of a tick-resistant breed, levels of IgG1 and IgG2 
anti-saliva antibodies remained unchanged relative to levels 
produced during less intense infestations, but decreased 
significantly in a tick-susceptible breed (222). Cattle 
heavily infested with R. microplus show diminished 
responses to an extraneous antigen when compared to 
controls (223) Saliva from the tick I. ricinus inhibits 
secretion of IL-10 by activated murine B cells as well as 
proliferation of B cells stimulated with LPS or Borrelia 
burgdorferi outer surface protein (224, 225). These 
findings  suggest that the humoral response is suppressed 
by tick saliva, at least in mice  and in genetically 
susceptible bovine breeds. The fact that saliva from the 
male tick contains immunoglobulin G-binding proteins 
(226) indicates that the antibody response is an important 
immune effector mechanism against ticks. It is noteworthy 
that, in contrast to IgG, an IgE-binding protein has not been 
described in ticks. Indeed, heavy tick infestations are 
followed by an increase in anti-tick saliva IgE in 
genetically susceptible, but not in resistant bovine breeds 
(222), indicating that IgG is the important isotype in anti-
tick humoral responses. 

 
3.4.9. Molecular communication between the different 
cell types: complement, cytokines and chemotactic 
factors  

The ability of the immune system to recognize 
and respond to the presence of foreign antigens and tissue 
damage, as it happens during tick feeding, depends on the 
production and release of several mediators, including 
those produced by the activation of the complement 
system, and by cytokines. 

 
The complement system, like the clotting system, 

is a proteolytic cascade comprised of at least 35 different 
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proteins (including enzymes and their regulators) that can 
be initiated by four different mechanisms and converge to 
the assembly of a lytic complex, usually on the surface of a 
foreign organism (227-230). The classical pathway is 
initiated by complement component C1q that binds to 
specific subclasses of antibodies bound to their antigens 
(immunocomplexes), or to C-reactive protein; the 
alternative pathway is initiated by the assembly of the C3 
convertase on usually foreign carbohydrate surfaces, 
assisted by factors B and D; the lectin pathway is initiated 
by binding of lectins (such as mannan binding lectin or 
MBL) or ficolins to foreign carbohydrate surfaces leading 
to the activation of the MBL-associated serine protease 
(MASP), and the fourth pathway, recently discovered, is 
initiated by activation of C5 by thrombin (231). These 
different processes converge to the formation of the C5 
convertase, generating two C5 convertases, C4b2b3b and 
C3bC3bBb. These convertases can cleave C5 producing 
one C5b and one smaller C5a anaphylatoxin molecule 
discussed below. Association of C5b with C6, C7, C8 and 
C9 ultimately leads to the generation of the lytic membrane 
attack complex (MAC) that might kill the pathogen.  

 
The smaller cleavage peptides of C3 and C5, C3a 

and C5a, are known as the anaphylatoxins, having 
inflammatory, edema producing, and chemotactic 
properties (232, 233). The alternative pathway of 
complement activation was shown before to be important in 
tick rejection reactions by guinea pigs (234, 235), perhaps 
by the production of the inflammatory anaphylatoxins. In 
fact, the cleavage of host’s complement protein C5 by 
component (s) of D. variabilis saliva has been 
demonstrated, generating chemoctatic fragments for 
neutrophils (236). On the other hand, the first characterized 
molecule displaying regulatory activity on complement 
activation was an I. scapularis anticomplement protein 
(Isac) (237), but several other proteins sharing homology 
with this former one were identified constituting a large 
family of anticomplement molecules (238). From those, 
Salp20 (239), and the I. ricinus orthologues IRAC I and 
IRAC II (240) were recently cloned and characterized. Soft 
ticks have evolved a different system, in the form of a 
lipocalin that binds and inhibits the C5 convertase thus 
inhibiting both the classical and the alternative pathways 
(241). Ticks also evolved mechanisms to neutralize 
histamine released during basophil and mast cell 
degranulation, and other activities triggered by 
complement-derived peptides. For exemple, I. scapularis 
saliva inhibits neutrophil function and aggregation (189) 
and also has an anaphylatoxin inactivator, possibly an yet 
unidentified carboxypeptidase (242). The first histamine 
blocking activity found in ticks was demonstrated in R. 
sanguineus sanguineus salivary gland homogenate (150, 
151). This spectrum has been amplified by the discovery of 
new members of the lipocalin family in several genera of 
hard and soft ticks with putative and demonstrated 
histamine-binding activity (148). 

 
Phagocytic cells such as macrophages have 

receptors for complement components, thus pathogens with 
complement molecules bound to them are avidly 
phagocytosed. These complement receptors also triggers 

signalling cascades when bound to their ligands, affecting 
their physiological status (243). Molecules affecting 
complement activation would inhibit the generation of such 
ligands, ultimately influencing the phagocytic capacity of 
these cells. 

 
 Cytokines are proteins released by cells that 

affect the behavior of other cells that bear receptor for 
them. They represent an important group of molecules that 
regulate all aspects of the inflammation and adaptive 
immunity acting in an autocrine manner (affecting the cell 
type that produced them), paracrine manner (affecting 
adjacent cells) or endocrine manner (affecting distant cells, 
sometimes at systemic levels) (244). These molecules act in 
conjunction with chemotactic factors, which recruit specific 
leukocytes to the “right place” and activate these 
leukocytes at the “right time”. It is currently accepted that 
cell migration in response to chemoattractants features 
many sequential interactions involving adhesion molecules 
and glycosaminoglycans (GAGs) as well as the 
chemoattractant ligands and their G protein-coupled 
receptors (GPCRs) (245). The adhesion molecules will not 
be discussed in this text, and a more detailed view on this 
subject can be found elsewhere (246, 247). In fact, they 
seem to be important for tick feeding, as ticks are found to 
down-modulate their expression (76, 248). To date, no 
work has been conclusive about the complex network of 
inflammatory and immune processes or the relative 
importance of each cell type during the tick feeding and 
resistance development. However, based on the activities of 
saliva and salivary gland extracts on the host immunity, and 
on the role of salivary molecules that are now being faster 
identified, some clues about the cell migration and its 
participation in primary and subsequent tick infestations 
may be inferred. 

 
Upon primary infestation with several hard-tick 

species, the cellular infiltrate observed is typically 
constituted by more than 50% of neutrophils. Taking A. 
americanum-infested guinea pigs as a representative 
example, significant presence of neutrophils is found in the 
feeding cavities as early as 12 hours after tick attachment. 
These cells peak in the feeding cavity at different time 
points, depending on the stage of development, typically 24 
h for larvae, 48 h for nymphs and 96 h for adults (181, 
182). Other cell types have also been found to be increased 
in the cavity, but far less than neutrophil population, in the 
following order: eosinophils, monocytes/macrophages and 
mast cells. Few or no lymphocytes are detected in the skin 
upon primary infestation. 

 
The cellular infiltrate following secondary and 

subsequent infestations is contrastingly different. Keeping 
the A. americanum infestation as the example, one may 
observe in the site of secondary infestation only a small 
number of neutrophils (less of 5% total). Eosinophil and 
mononuclear cells absolute numbers are increased in 
comparison with the primary infestation, but represent 
approximately the same percentage (~ 20% each) of the 
whole cell infiltrate. Basophils, however, which are 
virtually not present in the first days of primary infestation 
are the predominant cell type (more than 50%) in the 
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secondary infestations (179). This latter response is 
associated with resistance against ticks. Since tick salivary 
gland extracts presented no intrinsic chemotactic activity, 
this pattern suggests an unspecific inflammatory reaction in 
the primary infestation and, possibly, an immune-driven 
cellular infiltrate in the subsequent infestations. 

 
Chemokines are a superfamily of small proteins 

that function as chemotactic factors by directing cellular 
migration. The term was coined by the fusion of 
chemoattractant and cytokine, which describe the 
properties identified for many of these molecules. The 
cellular migration occurs along chemokine gradients, and 
changes in chemokine-receptor expression by leukocytes 
are a key mechanism for regulating the homing of these 
cells to various tissues. Specificity patterns of 
responsiveness to different chemokines have been 
identified, determined by the expression of the suitable 
chemokine receptors (259). Despite the extensive 
chemokine and their receptors nomenclature standardized 
few years ago (260-262), there is now some reliable 
knowledge about the expression of each receptor on the 
surface of most cell types (176). Classically, IL-8 (CXCL8) 
is the major mediator of neutrophil migration while 
eotaxins (CCL11, CCL24 and CCL26) are implicated in 
eosinophil chemotaxis. Mast cells and basophils also 
present receptors for these chemokines (263-265). Given 
the overlap in the chemokine receptors expressed by these 
cells, it is not surprising that they share recruitment 
pathways, as observed in the tick attachment site (mostly 
for eosinophils, mast cells and basophils). Neverthless, 
some of these pathways are selective and distinct (266), 
which explains the chronological differences in the 
presence of each cell type observed in histologic studies of 
the tick attachment site. Given the localization of 
neutrophils, mast cells, basophils and eosinophils within 
inflamed tick bite sites, it is important to understand how 
these cells are preferentially recruited and concentrated in 
the tissues. Unfortunately, there are no studies about the 
behavior of ticks in gene-knockout hosts for chemokines or 
their receptors. However, the presence of Evasin-1, the first 
chemokine-binding protein characterized in R. sanguineus 
(88), and anti-chemokine activity for IL-8 (CXCL8), MCP-
1 (CCL2), MIP-1α (CCL3), RANTES (CCL5), eotaxin-1 
(CCL11) in the D. reticulatus, A. variegatum and I. ricinus 
salivary gland extracts (85) strongly suggest the importance 
of the chemokines in the host-tick interface. 

 
The ultimate control of the inflammation and 

immune response is the modulation of the cytokine network 
involved in the tick immunity. In fact, in vivo and in vitro 
modulation of the cytokine production by tick saliva or 
during tick infestation has been demonstrated. Macrophage 
production of the inflammatory cytokines IL-1 and TNF-
alpha was decreased in the presence of salivary gland 
extracts from different tick species (267, 268). Dendritic 
cell production of IL-12 and TNF-alpha was also strongly 
decreased in the presence of tick saliva (172, 174). 
Lymphocyte production of IL-2 and IFN-gamma were 
diminished in the presence of D. andersoni salivary gland 
extracts (267). Tick saliva inhibited Con A-induced (174) 
and OVA-induced IL-2 production by T cells (172). In 

addition, splenocytes from mice infested with I. scapularis 
nymphs presented decreased production of IL-2 and IFN-
gamma and increased production of IL-4 and IL-10 when 
stimulated with concanavalin A (269, 270), suggesting that 
tick infestation polarizes adaptive immune response to a 
Th2 profile (271). Despite the extensive literature on the 
tick modulation of cytokine production, the 
characterization of molecules controlling such activities is 
still in the beginning, but an increasing number has been 
characterized in the last few years. For example, an I. 
ricinus immunossupressor (Iris) has been shown to inhibit 
the production of several inflammatory cytokines (272). An 
IL-2 binding protein was described in I. scapularis saliva, 
which decreases the availability of this cytokine and affects 
T-cell proliferation (90). Salp15, another salivary protein 
described in I. scapularis is a ligand of CD4, preventing the 
activation of T cells bearing this co-receptor (273). 
Prostaglandin E2 (PGE2) found in tick saliva inhibits 
maturation of dendritic cells and, consequently, their 
effector function in activating T cell proliferation (172). 

 
3.4.10. Cytokines, pain, and itching responses 

It must now be clear to the reader that the 
artificial compartmentalization of immunity and 
inflammation is not followed in nature. The classical signs 
of inflammation, redness and heat (vasodilation), turgor 
(edema), pain and loss of function (by excessive edema 
and/or pain) involves components artificially defined as 
hemostasis, inflammation and immunity, and can be 
produced by both humoral and cellular responses. A 
successful tick should properly maintain the feeding cavity 
otherwise it might  become a pus cavity, or contain only a 
relatively protein-poor edema. Additionally, the successful 
tick should be invisible or unapparent to its host, because 
tick rejection reactions often are assisted by host behavior, 
which is triggered by pain or itching at the site of the 
infestation.  

 
To the tick, the inflammatory vasodilatation is 

actually beneficial, ticks themselves secreting vasodilators 
such as PGE2 and PGF2α (274-276). The edema can be 
brought about by humoral reactions, such as activation of 
the kallikrein-kinin system and the complement system (in 
the form of C3a and C5a), and by cellular systems through 
serotonin and histamine released by platelets, basophils and 
mast cells, as well as leukotrienes produced by neutrophils, 
eosinophils, mast cells and basophils. All these mediators 
increase vascular permeability (by changes in the capillary 
EC that allows fluid to filter from inside the capillary to the 
skin interstitial matrix). Whether mast cells and basophils 
are going to degranulate or not, will depend on whether 
they are sensitized with the proper Ig subclass. Vasodilators 
such as PGE2 potentiate the edema because it increases the 
perfusion pressure at the capillary level. Accordingly, a 
purely "liquid" edema may occur. However, activated ECs 
express receptors that increase adhesion of leukocytes that 
can then migrate throughout the spaces between ECs and 
accumulate in the skin matrix, thus creating a cellular 
component of the edema as well. All the chemokines 
mentioned in the above sub-chapter will play a role in this 
system, determining the cellular composition of the 
infiltrate. Tick salivary proteins can bind and neutralize 
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several cytokines and chemokines, as indicated above. 
Recently, tick lipocalins binding leukotrienes B4 and C4 
have been found (Mans and Ribeiro, submitted). 

 
The fifth and last component of inflammation to 

be considered, loss of function, is associated with the 
conscious perception of the affected site that can be 
perceived as itching, burning or pain. To the tick, or any 
blood-feeding arthropod, this can be a most challenging 
reaction. Indeed behavioral responses of scratching can 
determine the success or failure of a successful infestation. 
Suffice to say that the experimental model of infestation of 
lice in mice requires the amputation of one of the rear legs of 
the rodent, allowing successful infestation of the ear on the 
same side of the amputation, and that a rabbit collar is 
normally used in the laboratory to allow ticks to successfully 
feed in the rabbit's ear. One of the first mediators of pain is 
ATP, released by injured cells. Serotonin and histamine, 
released by platelets and mast cells, are also inducers of pain 
and increased vascular permeability, as is bradykinin, which is 
produced following activation of factor XII by tissue-exposed 
collagen (277). Activated factor XII converts prekallikrein to 
kallikrein, which hydrolyzes blood kininogen to produce the 
vasodilatory peptide, bradykinin. Note that many of the 
hemostatic mediators are linked to pain production in 
inflammation. Perhaps evolved to also reduce pain, saliva of 
ticks can contain enzymes that destroy ATP (22, 24, 28), 
lipocalins that sequester serotonin and histamine (149, 150), 
and peptidases with high specificity for bradykinin (101, 242). 

 
Polymorphonuclear cells and monocytes are 

important mediators of inflammation, including pain. ATP, 
released by injured cells, activates neutrophils that 
accumulate and degranulate at the injury site (278, 279). 
Activation of neutrophil and other cell types is also 
accompanied by generation of prostaglandins that 
potentiate the pain induced by bradykinin (277). Pain is 
also induced by cytokines such as IL-1 generated by 
neutrophils. Therefore, several molecules work in 
concerted manner to generate pain (280). In this regard, 
bradykinin induces TNF-alpha release from neutrophils 
(281, 282), which in turn stimulates the release of IL-1 and 
IL-6 from various cell types including those of the 
phagocyte mononuclear system. These cytokines contribute 
to the phenomenon of increased sensitivity to pain 
(hyperalgesia) that accompanies inflammation. Cytokine-
mediated inflammatory hyperalgesia is accompanied by 
production of cyclo-oxygenase products and IL-8 (CXCL8) 
released by monocytes, macrophages, and ECs, stimulating 
the production of sympathomimetic mediators also 
involved in increased pain reception (283, 284). All these 
cytokines and mediators, therefore, could be targets of tick 
salivary molecules playing an adaptive function in tick 
feeding. Indeed, anti-TNF and anti-IL-8 activities, among 
other cytokine-binding activities, have been described in 
tick saliva (85, 86, 89, 285); I. scapularis saliva contains a 
kininase enzyme (28, 101). 

 
4. TOWARD THE TICK SIALOVERSE 

 
Transcriptome and proteome advances of the past 

six years have opened an unprecedented window into the 

variety of tick salivary transcripts and proteins. Three main 
surprises arose with this approach. The first was that saliva 
has a much broader complexity than anticipated, having 
hundreds of different proteins, many of which are novel, in 
the sense that they produce no similarities to other proteins 
in large databases, such as the nonredundant (NR) database 
of the National Center for Biotechnology Information 
(NCBI). Another surprise is that the most abundant tick 
salivary proteins are members of multi-gene families. For 
some of these protein families, it is known that they are 
differentially expressed as feeding progresses, thus, at the last 
day of feeding the tick is producing a different family member 
in saliva than that produced at the first day and may thus be 
evading the host immune response. The third surprise, and 
challenge, is that we cannot anticipate at all the function of the 
majority of the tick salivary proteins. Indeed, for any tick 
species with a known transcriptome, less than 5% of the 
proteins have been expressed and their function verified. 
Whole protein families await functional identification. 

 
Several tick sialotranscriptomes and proteomes 

have been described (238, 286-289, 301), and many 
expressed sequence tag (EST) collections are present at the 
NCBI DBEST site deriving from tick salivary glands. To 
attempt an ample view of these salivary proteins, we have 
assembled the EST collections and extracted their open 
reading frames for the ticks A. americanum, A. cajennensis, 
A. variegatum, R. microplus and R. appendiculatus, which 
are present at NCBI, plus all other tick salivary proteins 
deposited at GenBank, including the ticks I. scapularis, I. 
ricinus, I. pacificus, and the soft ticks O. parkeri, 
O. moubata, A. monolakensis, as well as a few additional 
proteins from Hyalomma and Haemaphysalis genera. This 
database can be downloaded from 
http://exon.niaid.nih.gov/transcriptome/tick_review/Sup-
Table-1.xls.gz. This supplemental Table containing 3,454 
putative secreted salivary proteins from ticks is organized 
in an annotated and hyperlinked Excel spreadsheet which 
we attempted to curate by gene families, as follows: 
 
4.1. Glycine-rich, or proline-rich, collagen-like 
Superfamily 

This superfamily, including a total of 446 
sequences in Supplemental Table S1, has the following 
distinct subdivisions: Probable cuticle proteins, Ala-rich 
cuticle proteins, collagens, small GGY peptides, large GGY 
peptides (further subdivided into several subfamilies), 
GYG-RLVP metastriate family, rhipicephalus GYG family 
(with two divisions), Rhipicephalus large GYG expansion, 
Rhipicephalus super large GYG family, metastriate spider-
like cement protein, Ixodes-specific collagen-like small 
peptides, metastriate and argasidae proteins distantly 
related to Ixodes collagen-like proteins. The cuticle and 
true collagens included in this group may actually be 
functioning as housekeeping proteins, as part of the 
extracellular matrix of the salivary glands and as part of the 
tracheolar system. The remaining proteins appear to be 
associated with tick-cement function, or immunity. In this 
regard, metastriates and prostriate hard ticks differ in their 
attachment strategy, metastriates having shallower 
mouthparts and producing an abundant cement protein cone 
that spreads and attaches the tick on the host skin, while 



Role of saliva in tick feeding 

2065 

prostriate ticks have longer mouthparts that mechanically 
attach the tick into the host dermis, and have less abundant 
cement production (290-293). Perhaps reflecting these 
differences in attachment strategies, there are specific 
metastriate families of cement proteins, which tend to be 
relatively larger in molecular weight, including the very 
large spider-silk-like proteins, unique to metastriates. Other 
proteins are similar to host epidermal proteins, such as 
loricrin, suggesting a role in evasion mechanisms. Several 
of these metastriate cement proteins have been 
characterized and shown to be immunogenic, and were 
proposed as vaccine candidates (294-299). On the other 
hand, the Ixodes genus contains a large expansion of 
collagen-like smaller peptides, rich in proline and possibly 
hydroxyl-proline, as previously noted (238, 286, 300, 301). 

 
Included in this superfamily are a number of 

proteins with GGY and GYG repeats, including relatively 
short (< 10 kDa) polypeptides that are similar to worm 
peptides identified to have antimicrobial activity (302). 
Their similarity to cuticle and cement proteins may reside 
in the GY richness. Perhaps the tyrosine residues in cuticle 
proteins allow for ample opportunity for crosslinking by 
phenoloxidases. It is also interesting that cement cones 
from hard ticks have been shown to have antimicrobial 
activity, but whether this activity derived from the cement 
components themselves or to embedded antimicrobials was 
not demonstrated (291, 292). Thus far, no insect or tick 
peptide containing GY-rich domains have been 
characterized for antimicrobial activity. 
 
4.2. Mucins 

Mucins are serine- and/or threonine-rich proteins 
that are potentially added to N-acetyl-galactosamine 
residues (303, 304). They may function in tick feeding by 
coating the chitinous feeding mouthparts or the feeding 
lesion. Several of these proteins have a distinct chitin-
binding domain in addition to the Ser/Thr-rich domain. 
Supplemental Table S1 presents 58 such proteins, divided 
into three groups containing two families and an 
assemblage of Thr/Ser-rich proteins lacking sequence 
identity to characterize a common ancestor. 
 
4.3. Antigen 5 (AG5) protein family 

AG5-related salivary products are members of a 
group of secreted proteins that belong to the CAP family 
(cysteine-rich secretory proteins; AG5 proteins of insects; 
pathogenesis-related protein 1 of plants) (305). Members of 
this protein family are found in the salivary glands of many 
blood-sucking insects and ticks (306-314). Most of these 
animal proteins have no known function; in the few 
instances to the contrary, they diverge from proteolytic 
activity in Conus  (315), to smooth muscle-relaxing activity 
(316-318) in snake venoms, to salivary neurotoxin in the 
venomous lizard Heloderma horridum (319). Supplemental 
Table S1 presents 17 proteins of this family from hard and soft 
ticks. None have been functionally characterized thus far. 
 
4.4. Ixodegrin superfamily 

This cysteine-rich family was named after 
identification of I. pacificus and I. scapularis predicted 
proteins with a RGD or lysine, glycine, aspartic acid 

(KGD) domain indicative of proteins that interfere with 
fibrinogen binding to platelets and thus act as an 
antiplatelet inhibitor (286). Anti-platelet RGD-containing 
peptides named variabilin, from D. variabilis (25), and 
savignygrin (51) from Ornithodorus were previously 
described. The Ixodes ixodegrins differ in structure from 
variabilin by having cysteines flanking the RGD motif, 
lacking in variabilin, while savygnigrin is a non-canonical 
RGD peptide inserted into a Kunitz fold. The Ixodegrin 
family I (exclusive of the genus Ixodes) were shown to be 
similar to the short neurotoxin family found in elapid 
snakes (286). Many members of the ixodegrin superfamily 
lack the RGD or KGD motif and may have a non-canonical 
disintegrin function, or another function altogether. Many 
Ixodegrin members contain the prokineticin motif of 
PFAM, mostly due to the conserved cysteine framework.  
Supplemental Table S1 lists 37 such proteins from soft and 
hard ticks subdivided into five groups. None of these 
proteins have been functionally characterized. 
 
4.5. Ixostatins 

The ixostatins thus far are found only in hard 
ticks, with a larger representation and lineage expansion in 
the genus Ixodes, where 24 such proteins are known, while 
only four are recognized from the genera Dermacentor and 
Amblyomma (Supplemental Table S1). Most family 
members possess the SMART ACR domain (ADAM 
cysteine-rich domain), which is the domain found in 
metalloproteases that interact with matrix components, 
suggesting the function for this protein family, from which 
no members have been thus far characterized. We have 
recently characterized two I. scapularis ixostatins that 
selectively bind vitronectin and may affect angiogenisis 
and fibrinolysis (Francischetti et al, submitted). 
 
4.6. Families containing protease inhibitor domains 
4.6.1. Kunitz domain containing proteins 

The majority of the sequences having this domain 
inhibit proteases of the S1 family. The domain itself has 
nearly 50 residues with few secondary structures (64). The 
fold is constrained by three disulphide bonds, but some of 
the tick Kunitz fold may lack one or more disulfide bonds 
and possibly create a more flexible fold. This is one of the 
larger protein families expressed in tick saliva, several 
members of which have been functionally characterized as 
anti-clotting agents. Multi-Kunitz domain proteins occur 
and they may target, as indicated above, enzyme complexes 
such as the Xase and prothrombinase complexes. 
Supplemental Table S1 presents 297 proteins with Kunitz 
domains, or related to proteins with Kunitz domains. 

 
The Monolaris family of single Kunitz proteins 

(145 proteins in supplemental Table S1) contains the anti-
thrombin inhibitor savignin (52), as well as the anti-Xa 
peptide of O. moubata (63) and O. savignyi (320). 
Supplemental Table S1 also lists ten proteins containing a 
Kunitz domain with or without the RGD disintegrin domain 
typified by savignygrin (51) and disagregin (29), which is a 
platelet inhibitor lacking the canonical RGD domain. 

 
The Bilaris/Ixolaris group has two Kunitz 

domains and is typified by Ixolaris, the TF pathway 
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inhibitor of I. scapularis (53, 54, 59), the anti-thrombin of 
A. hebraeum (50) and the as yet unpublished R. microplus 
anti-thrombin named boophilin (gi|17529566). 
Supplemental Table S1 lists 59 such proteins, only three of 
which have been functionally characterized. 

 
Table S1 additionally lists 33 proteins containing 

from three to nine Kunitz domains, only one of which, 
Pentalaris, with five Kunitz domains, has been 
characterized thus far as a TF pathway inhibitor (58). 

 
Finally, 49 proteins with modified Kunitz folds 

are listed in Supplemental Table S1, one of which has been 
characterized as a tryptase inhibitor (321) and another as a 
thrombin inhibitor from O. moubata  named ornithodorin 
(322); this last one having two modified Kunitz domains 
but, interestingly, these do not interact with the target 
enzymes—different protein regions having been co-opted 
for protein interaction. 

 
 4.6.2. Serpin domain family 

The protein domain Serpin (for Serine Protease 
Inhibitor) is ubiquitously expressed in animals, and plays 
an important role in controlling serine protease cascades 
such as the clotting system of vertebrates (323) and the 
prophenol oxidase activating system of invertebrates (324). 
Both intracellular and extracellular serpins exist. Serpins 
have been recruited to the saliva of blood-sucking insects to 
achieve factor Xa inhibition, as in the case of the mosquito 
Aedes aegypti (325). In ticks, these proteins have been 
studied primarily with an aim to produce anti-tick vaccines 
(326-330). The I. ricinus serpin named IRIS has 
immunosuppressive properties in cellular assays (272) and 
relatively weak anti-hemostatic activity (331). 
Interestingly, immunization against this predicted 
intracellular serpin produces antisera that recognizes a 
salivary protein of the expected serpin size (272). These 
results indicate the possibility that intracellular proteins 
may reach the tick saliva or that a different but similarly 
antigenic serpin may be present in the saliva of I. ricinus. 
This last possibility is enhanced by the similarity of IRIS to 
other I. ricinus salivary serpins that have a signal secretion 
peptide. Supplemental Table S1 displays 49 Serpin 
sequences, including fragmented sequences, and shows 
IRIS clusters with other tick metastriate and prostriate 
serpins lacking a signal secretion peptide. Except for the 
putative intracellular IRIS Serpin, no other salivary Serpin 
has been functionally characterized. 
 
 4.6.3. Cystatins 

According to the SMART database (332), the 
cystatin family primarily functions as cysteine proteinase 
inhibitors. They mainly inhibit peptidases belonging to 
families C1 (papain family) and C13 (legumain family). 
The cystatin family includes the Type 1 cystatins, which 
are intracellular cystatins that are present in the cytosol of 
many cell types but can also appear in body fluids at 
significant concentrations. They are single-chain 
polypeptides of about 100 residues, which have neither 
disulphide bonds nor carbohydrate side chains. Type II 
cystatins are mainly extracellular secreted polypeptides 
synthesized with a 19–28 residue signal peptide. They are 

broadly distributed and found in most body fluids. Type 3 
cystatins are multidomain proteins. The mammalian 
representatives of this group are the kininogens.  There are 
also unclassified cystatins found in a range of organisms: 
plant phytocystatins, fetuin in mammals, insect cystatins, 
and a puff adder venom cystatin that inhibits 
metalloproteases of the family M12 (astacin/adamalysin). 
Also, a number of the cystatin-like proteins have been 
shown to be devoid of inhibitory activity against proteases. 

 
Two secreted type II salivary cystatins form I. 

scapularis have been characterized  functionally (named 
sialostatin L and sialostatin L2) and determined to have 
anti-inflammatory and immunosuppressive functions (333, 
334), possibly due to its inhibitory activity against 
cathepsins L and S, which are important in matrix 
degradation by fibroblasts, and intracellularly for protein 
cleavage by antigen-presenting cells. These two cystatins 
show differential tissue expression, one of them having 
abundant transcripts in unfed tick salivary glands while the 
other is abundantly expressed in gut tissues, the pattern 
reversing as time of blood feeding progresses (333). These 
cystatins also show limited antigenic cross reactivity. 
Vaccination using these cystatins or RNAi disruption of the 
cystatin gene expression, impaired tick feeding (333), as 
happened previously with RNAi disruption of an 
uncharacterized cystatin of A. americanum (335). Other 
tick cystatins, not necessarily salivary or type II cystatins, 
have also been characterized (336-338).  

 
Supplemental Table S1 presents 16 cystatins of 

soft and hard ticks, including the two from I. scapularis 
described above. It additionally displays nine cystatin-like 
proteins from R. microplus that are clearly derived from a 
gene expansion. However, because these sequences were 
deducted from whole body ESTs, we cannot be sure if they 
are secreted in saliva. 

 
 4.6.4. Thyropin family 

The SMART TY motif identifies Thyroglobulin 
type I repeats, which are found to inhibit cysteine proteases 
and are binding partners of heparin. Seven proteins in 
Supplemental Table S1 contain this domain, five of which 
have 21 to 27 kDa of mature weight and contain two such 
domains. The sole described member of this family derives 
from an unpublished product of a gut library from O. 
moubata, with a single TY domain; the remaining proteins 
are all from the metastriates R. microplus, R. 
appendiculatus, A. cajennense and A. variegatum. Their 
function is unknown.  

 
 4.6.5. TIL domain-containing peptides 

The TIL domain stands for Trypsin Inhibitor Like 
domain found in protease inhibitors, antimicrobial peptides 
and venom toxins. Forty-eight such peptides are listed in 
Supplemental Table S1, including the only one thus far 
characterized named ixodidin, which has anti-trypsin and anti-
elastase properties, in addition to antimicrobial activity (339). 

 
 4.6.6. Hirudin-like/Madanin/Variegin superfamily 

Madanins are relatively small (~6 kDa mature 
peptide) anti-thrombins formerly isolated from the salivary 
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glands of the tick Haemaphysalis longicornis (340). 
Supplemental Table 2 shows additional sequences from this 
family deriving from Dermacentor andersoni. It appears 
that this protein family is specific to metastriates. 

 
 Hirudin-like salivary proteins were proposed, but 
not characterized, in Amblyomma variegatum (341). The 
sequence coding for a protein of this name was deposited in 
GenBank in 2004 (GI:50284523) but has no published 
paper associated as yet. The predicted mature protein 
should have nearly 200 amino acids (aa) and 21.3 kDa. 
However, a related peptide of only 32 aa named variegin 
(49) was isolated from Amblyomma variegatum salivary 
homogenates and shown to be a thrombin inhibitor. 
Interestingly, the larger protein has several variegin repeats, 
thus appearing that the larger protein may originate several 
anti-thrombin peptides by post-translational proteolysis. 
Supplemental Table S1 displays nine protein sequences of 
this family, from A. americanum, A. cajennense, and R. 
appendiculatus. These hirudin-like proteins, in addition to 
having sequence similarity to variegin, also display 
similarity to madanins, indicating that possibly the 
Haemaphysalis and Dermacentor madanins (of ~6 kDa) are 
shorter relatives of the hirudin-like proteins of 
Amblyomma and Haemaphysalis. This superfamily has no 
known prostriate or argasidae members.  
 
 4.6.7. Basic tail and 18.3-kDa superfamily 

Basic tail proteins were so named because most 
family members have a very basic carboxy terminus or tail 
(238, 301). Conversely, some members have an acidic tail 
instead, and other members lack the tail altogether (238). 
The basic tail may help interaction with anionic 
phospholipids, expressed in the surface of activated 
platelets and mast cells, that function as scaffold surfaces 
for assembly of the Xase and prothrombinase complexes 
(342). This protein family is ubiquitously found in soft and 
hard ticks but appears more expanded in the prostriates 
than metastriates and argasids.  Supplemental Table S1 lists 
102 members of this family, most of which have a distinct 
pattern identified by the PFAM domain TSGP1. Eight 
additional members from metastriates are distant members 
of this family, and yet another five members have only 
basic or acid tails but no recognized additional family 
pattern. A few members of this large family have been 
characterized as anti-clotting in Ixodes scapularis (62). The 
O. parkeri protein gi|149286982 has a uniquely RGD 
domain flanked by cysteines and could act as a platelet 
aggregation inhibitor. 

 
 The 18.3-kDa family is a distinct family within this 
superfamily, 27 proteins being listed in Supplemental Table 
S1 from both hard and soft ticks. No protein from this 
family has been functionally characterized. One member of 
this family (Rh_micro-2791) has a carboxyterminus RGD 
domain flanked by cysteines and could act as a disintegrin. 

 
4.6.8.  Carboxypeptidase inhibitor family 
 Thus far, this is an exclusive metastriate family first 
identified in R. bursa (343), the proteins have been 
crystallized (344), and homologs from Ha. longicornis also 
characterized (345). Supplemental Table S1 shows 

additional family members from D. andersoni and R. 
microplus (identified by Psiblast). These inhibitors may 
affect fibrinolysis by inhibiting plasma carboxypeptidase N 
and plasma carboxypeptidase B, also known as thrombin-
activable fibrinolysis inhibitor (343). 

 
4.7. Lipocalins 

Lipocalins are ubiquitously distributed proteins 
remarkably diverse at the sequence level, yet have highly 
conserved structures characterized by a repeated +1 
topology beta-barrel (346). Their barrel structure makes 
them versatile structures to carry hydrophobic ligands 
inside its cavity. Remarkably, they are abundantly 
expressed in the salivary glands of ticks (238, 286, 289) 
and triatomine bugs (347-349), but not in blood-feeding 
Diptera or fleas. Triatomine lipocalins were found that 
carry nitric oxide (350, 351), bind adenosine nucleotides 
(30), histamine (352), serotonin (353), negatively charged 
phospholipids (342) and are anti-clotting (354-356); this 
last function is clearly unrelated to binding of small 
ligands. In ticks, their function has been associated 
similarly as binders of histamine and serotonin (149-151), 
but also with anti-complement activity (241), 
immunoglobulin binding (357) and with toxic properties 
(358). Recently we have described tick lipocalins specific 
for leukotrienes and TXA2 (Bens and Ribeiro, submitted). 
Supplemental Table S1 lists 307 proteins belonging to this 
family, organized into ten major groups. Note that many of 
these groups are lineage-specific gene expansions. Only a 
handful of these proteins have been functionally 
characterized thus far. Several of these uncharacterized 
proteins have RGD domains that may indicate functions 
other than agonist sequestration. Possible functions yet to 
be discovered for these proteins are binding of 
inflammatory lipids such as PAF and leukotrienes, as well 
as adenosine nucleotides. 

 
 It is interesting to consider that to achieve efficient 
binding and sequestration of serotonin or histamine, a local 
concentration of near 1 microM needs to be achieved by the 
sequester protein, because the histamine or serotonin 
receptor saturates at sub-micromolar concentrations. 
Accordingly, 1 microM (or 0.5 microM if the protein 
sequesters two amines) of a 20-kDa protein needs to be 
present in the tick feeding cavity to sequester the 100 
Dalton agonist. Although the cost effectiveness of such an 
endeavor appears inefficient, it actually occurs in nature. 
Histamine and/or serotonin binding proteins are among the 
most abundant salivary proteins in triatomine bugs (347), 
ticks, mosquitoes (role played by the D7 protein family) 
(359), and sand flies (role played by the Yellow protein 
family) (Andersen, J.F. unpublished). A still more cost-
effective solution would occur for agonists that saturate 
their receptors at much lower concentrations, such as 
occurs for PAF or leukotrienes, for example, where ten 
times less protein would be needed in comparison to 
histamine or serotonin sequestration. 
 
4.8 8.9-kDa polypeptide family 

This polypeptide family, with 60 members in 
Supplemental Table S1, is thus far uniquely found in hard 
ticks. The proteins fall into three main groups, one being 
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common to prostriates and metastriates, the second 
containing only metastriate proteins, and the third 
represented by two larger R. appendiculatus sequences that 
have two 8.9-kDa domains. The function of each of these 
proteins is unknown. 
 
4.9.  23-kDa family 

This is a uniquely tick family containing ten 
known members in Supplemental Table S1 originating 
from soft and hard ticks. Its function is unknown. 
 
4.10. 13-kDa family 

This, too, is a unique tick family containing five 
known members in Supplemental Table S1 originating 
from individual soft and hard ticks species, suggesting this 
protein possibly originated from a non-duplicated gene 
family. No function is known for this protein family. 
 
4.11. 12-kDa family 

This is another uniquely tick family containing 
three known members in Supplemental Table S1 
originating from individual soft and hard ticks species.  No 
function is known for this protein family. 

 
4.12. PGFG repeat family  

Four members of this family are reported in 
Supplemental Table S1, constituting basic proteins varying 
in mature weight from 14 to 24 kDa and having Pro Gly 
Phe Gly repeats in their carboxytermini region. These 
repeats are also found in Drosophila proteins, and it may be 
possible that this family codes for a housekeeping function 
yet unknown. 
 
4.13. IS4 family 

Three polypeptides from Ixodes and 
Rhipicephalus characterize this group, one of which has a 
weak PFAM histamine- binding domain. The mature 
weights vary from 16 to 20 kDa, which is within the range 
for the lipocalins; accordingly, these proteins may belong 
to the lipocalin superfamily. 
 
4.14.Cytotoxin-like family 

Eight proteins from soft and hard ticks 
characterize this group that produces similarities by Blast to 
pesticidal crystal protein cry15Aa and other bacterial 
cytotoxins. Proteins from this family have also been found 
in sialotranscriptomes of kissing bugs of the genus 
Triatoma (348). Their function is unknown. 
 
4.15.16-kDa family 

This family consists of 14 proteins, 13 of which 
derive from I. scapularis and I. pacificus and one that 
derives from a distantly related D. andersoni protein. They 
code for mature proteins varying from 9.2 to 12.1 kDa. 
These are Cys-rich proteins that have distant similarity to 
tick antithrombins. Their function has not been evaluated. 

 
4.16. Enzymes   

Several enzymes have been found in the saliva of 
blood-sucking arthropods that appear to assist blood 
feeding. These include the ubiquitously found apyrase 
activity that hydrolyse ATP and ADP released by broken 

cells that activate platelet and neutrophils (360). Tick saliva 
has been shown to have apyrase activity (22-24, 28), as 
well as esterases and glucosidases (361), phospholipase A2 
(362-364), kininase and anaphylatoxin-inactivating 
enzymes (exercised by a dipeptidylpeptidase) (101) and 
metalloproteases that have specificity toward fibrin and 
fibrinogen (128, 365). This last group of enzymes has been 
previously indicated to have abundant salivary expression 
resulting from a large gene expansion.  

 
Supplemental Table S1 lists 110 metalloproteases 

from hard and soft ticks, 34 trypsin-like serine proteases, 
13 serine carboxypeptidases, 2 prolyl carboxypeptidases, 
20 carboxy esterases, 20 chitinases, 7 lipases, 7 
phospholipase A2, 8 sphyngomyelinases, 1 leukotriene 
hydrolase, 14 5′nucleotidases/apyrases (fragments only), 1 
ectonucleotide pyrophosphatase/phosphodiesterase, 2 
multiple inositol phosphatases, 9 dipeptidyl peptidase 
(kininase), 3 alkaline phosphatases, 4 ribonucleases, 1 
epoxy hydrolase, 1 pyrophosphatase, and 8 endonucleases. 
It is possible that some of these enzymes may actually be 
lysosomal and not secreted in saliva, or may have yet 
another housekeeping function. Several of the enzymes 
described above have not been described in tick saliva 
before, such as endonuclease, chitinase and serine 
proteases. Endonuclease was  found previously in the 
mosquito Culex pipiens quinquefasciatus saliva and may 
assist diffusion of pharmacologic components through the 
host dermis by decreasing the viscosity of the skin matrix 
(366). Chitinases may exert an anti-fungal activity or may 
be related to some housekeeping function associated with 
tracheolar or cuticular structures. Serine proteases may 
possibly affect the protein C or fibrinolysis pathways in 
their hosts, or be part of the prophenoloxidase anti-
pathogen pathway. 
 
4.17. Immunity-related products 

Salivary transcriptomes of blood-sucking insects 
and ticks consistently show the presence of immune-related 
transcripts, including antimicrobial compounds such as 
cecropins, lysozyme or defensins, as well as pattern 
recognition molecules such as lectins, and serine proteases 
which may be part of the phenol oxidase activating system 
or the invertebrate complement system. Supplemental 
Table S1 presents 13 families of tick proteins that might 
play a role in immunity. 
 
4.17.1. Pattern recognition proteins 
4.17.1.1 Ficolins/Ixoderins 

This protein family has the Ficolin motif from 
Kog and the Fibrinogen_C domain from the PFAM 
database, and belong to a lectin family named the 
Ixoderins, as proposed by (367). They may represent 
pattern-recognition molecules associated with the 
activation of the invertebrate complement system, which 
are terminally represented by the thioester-capable proteins 
similar to vertebrate complement C3. These proteins were 
ubiquitously found in hard- and soft-tick transcriptomes. 
 
4.17.1.2. Peptidoglycan recognition proteins 

These pattern recognition proteins are also 
important in the pathogen recognition and activation of 
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anti-microbial enzyme complexes  in invertebrates. A 
single truncated protein from I. scapularis and two from R. 
microplus  are represented in Supplemental Table S1. 
 
4.17.1.3. Galactose-binding protein 

A single truncated galactoside-binding protein is 
represented in Supplemental Table S1. 
 
4.17.1.4.  ML domain containing proteins 

The ML domain from the SMART database 
indicates proteins involved in the recognition of lipids 
important in innate immunity and lipid metabolism. 
Proteins of this family are also associated with mite 
allergens, and with the major epididymal protein Kog 
domain. Seventeen proteins from hard and soft ticks are 
represented in Supplemental Table S1, including two that 
have a smaller, truncated version of the ML domain. 
 
 Thioester/α2 macroglobulin family 

Various (13) fragmented coding sequences 
expressing members of this family are shown in 
Supplemental Table S1, from both hard and soft ticks. 
 
4.17.3 Antimicrobial peptides and proteins  

Insect and tick salivary transcriptomes have 
revealed abundant expression of antimicrobial peptides that 
might prevent microbial growth in the ingested blood and, 
in the case of hard ticks, prevent contamination of the 
feeding cavity with bacteria or fungi. Seven protein 
families are tentatively represented under this 
classification, as follows: 
 
4.17.3.1. Lysozyme 

Five lysozyme protein sequences are shown in 
Supplemental Table S1, from Dermacentor, Rhipicephalus 
and Ornithodoros ticks. To our knowledge, there is only 
one paper that identified a possible lysozyme in tick 
salivary secretions (292) 
 
4.17.3.2. Defensins 

Defensins are ubiquitous antimicrobial peptides, 
several of which have been described in ticks (368-387), 
but only a few of these studies demonstrated salivary 
expression of these peptides (381, 383, 384). Tick salivary 
transcriptomes reveal abundant expression of these peptides 
in both hard and soft ticks, 44 of which are shown in 
Supplemental Table S1. Note that some of these peptides 
are highly divergent and only a Cys framework and their 
conserved size reveals their possible membership in the 
family. 
 
4.17.3.3. Microplusin family and other histidine-rich 
peptides 

Fifteen peptides from metastriate and argasides 
show similarity to this novel antimicrobial peptide family, 
which includes the original microplusin peptide (376), and 
hebreain (388), both of which have been functionally 
characterized. This family also includes the protein 
encoded by gi|111559370, which is annotated as a 
neutrophil elastase inhibitor, but the work is still 
unpublished. It may be possible that this peptide family has 
multiple functions, similar to some serine protease 

inhibitors of the TIL family described above which possess 
antimicrobial activity (339). Note that both microplusin and 
hebrein have a histidine rich domain, which has been 
indicated before to exercise antimicrobial activity possibly 
due to sequestration of zinc, a microbial growth factor 
(389). 

 
Another subset of the microplusin family 

includes ten proteins from metastriate and prostriate ticks, 
but none have been characterized functionally. 
Supplemental Table S1 also lists 11 other proteins that do 
not produce high similarities to microplusin members, but 
have histidine-rich repeats that might indicate an 
antibacterial function. 

 
4.17.3.4. 5.3-kDa family  

This expanded protein family with six conserved 
cysteines has been previously identified in transcriptomes 
of Ixodes ticks (286, 301). A few members of this family 
were shown upregulated in sialotranscriptomes of I. 
scapularis nymphs infected with B. burgdorferi (238), 
suggesting their function in immunity. Expression of one of 
the members of this protein family did indeed demonstrate 
antimicrobial activity (unpublished). Interestingly, a protein 
from I. holocyclus deposited in GenBank (gi| 54401697) is 
annotated as holocyclotoxin and belongs to this family. It 
had been deposited in 2004 and has no associated 
publication as yet. I. holocyclus is known to produce a 
paralytic toxin of veterinary and medical concerns (390). 
Supplemental Table S1 identifies 29 members of this 
family, divided in one group of soft ticks and prostriates, 
and one smaller group of Amblyomma and Haemaphysalis 
proteins. 
 
4.17.3.5. Y-rich GR peptide family 

This is a tick ubiquitous family of small peptides 
having in common richness of tyrosine and ending in Gly-
Arg. They are similar to the Gly-Tyr peptides from 
Caenorhabditis elegans that have been shown to have 
antimicrobial activity (302). None of the ten peptides 
shown in Supplemental Table S1 have been characterized. 

 
 4.18. Metastriate-specific families 

Thirty-five families of proteins totaling 196 
sequences were found exclusively on metastriate genera or 
as expansions in a single metastriate species or genus. Most 
of these do not have any other close relatives to other 
arthropod proteins, as identified by Blast searches. Only 
two proteins on two different families of these 35 families 
where functionally characterized, namely the Da-p36 
protein and Evasin.  

 
The D. andersoni Da-p36 protein has been 

characterized as an immunosuppresant protein (391), and it 
is found in all metastriate genera included in this analysis, 
22 of which were obtained by Psiblast. A distinct 
Amblyomma-specific clade is observed within this 
expanded protein family. 

 
Evasin is a salivary protein from R. sanguineus 

that selectively binds three CC chemokines, namely CCL3 
and CCL4 and the closely related chemokine CCL18 (88). 
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Evasins have a typical cysteine pattern C-x (15,31)-C-x (3)-
C-x (12,13)-x (18,22)-C-x (4)-C-x (4)-C-x (7,11)-C, and a 
longer conserved pattern C-x (12,17)-G-x (2)-T- (DN)-x 
(3)-C-x (4)-L-x (10,26)-C-x (3)-C-x (12,13)-C-L-x (17,21)-
C-x (2)-G-x (1)-C-x (4)-C-x (8,12)-C-x (2)-P that helped to 
identify 11 additional evasins on the genera Amblyomma, 
Dermacentor and Rhipicephalus. 

 
Of the remaining 33 metastriate families, a few 

have domain identities or similarities that may hint to a 
function: A group has hormonal similarities, and perhaps 
are housekeeping proteins, three other families each have 
either a fibronectin, an endostatin, or an insulin growth-
factor binding domain, and a fifth family has a three 
domain structure of Immunoglobulin, Insulin growth factor 
binding and a Kazal domain. There remain 27 metastriate 
families for which we do not have a clue for its function. 

 
Six proteins coding for homologues of previously 

identified hormones were identified, as follows: R. 
microplus encodes an orcokinin precursor, which belongs 
to a neuropeptide family of invertebrates (392, 393). An 
insulin precursor from A. variegatum and a protein with 
similarites to the adipokinetic hormone found in R. 
appendiculatus were also found. Two related proteins from 
R. microplus code contain similarities to granulins, which 
are conserved growth factors. These five proteins may 
actually be playing a housekeeping role. More interesting is 
the expression of a protein with similarity to the 
adrenomedulin peptide of vertebrates, found in the 
sialotranscriptome of O. parkeri. Adrenomedulin 
homologues are not known in invertebrates, and in 
vertebrates they have vasodilatory, angiogenic and 
immunomodullatory properties (394-396). It is possible 
that O. parkeri adrenomedulin was obtained by horizontal 
transfer.  

 
Five proteins that are unrelated by Blast 

similarities have weak fibronectin type-3 domains that may 
indicate a function targeted to the ECM or receptor 
interactions. Also possibly targeting the ECM are four 
small proteins (6 kDa) from A. americanum that have a 
weak endostatin motif, which are collagen-derived anti-
angiogenic factors (397). Three related proteins from 
Rhipicephalus and Amblyomma genera contain a 3-domain 
structure of an insulin growth-factor binding domain, 
followed by a Kazal domain, and finally followed by an 
immunoglobulin domain. These proteins are similar to 
previously described antigens of mites, which contain the 
same three domain structures.  

 
Among the 27 remaining families of metastriate 

proteins, we call attention to a Pro-Ala-rich family that is 
abundantly expressed in Rhipicephalus and Amblyomma 
ticks, and to an expansion of Cys-rich proteins in A. 
americanum, named 19-kDa Amblyomma expansion in 
Supplemental Table S1.  

 
Supplemental Table S1 also presents an 

additional 19 protein families from metastriate ticks that are 
classified as orphans since they cannot be grouped with any 
other known protein family. These proteins include 

members with low complexity including proline rich 
families. 

 
Many other orphan proteins from metastriate tick 

species are listed in Supplemental Table S1, as follows: 33 
for A. americanum, 44 for A. cajennense, 86 for A. 
variegatum, 52 for D. andersoni, 3 from the genus 
Haemaphysalis, 491 from R. appendiculatus and 208 
proteins from R. microplus. 

 
4.19. Prostriate-specific families 

Six protein families and one group of orphan 
proteins, all deriving from the Ixodes genus are shown in 
Supplemental Table S1. Only one of these groups had a 
few members characterized functionally, namely the Isac 
protein family (with 18 proteins in Supplemental Table S1) 
for which the salivary anti-complement of I.  scapularis 
and I. ricinus have been described (237, 239, 257). The 
proteins of this family prevent activation of complement by 
the alternative pathway of complement, which was shown 
before to be important for tick rejection reactions (234, 
235). The remaining 101 proteins in five groups or families 
have not been investigated functionally. 
 
4.20. Argasidae-specific families 

Five protein families and two groups of orphan 
proteins, representing a total of 57 proteins, are thus far 
unique to the genus Argas or Ornithodoros (table S1). Their 
function is unknown. 
 
4.21. Secreted conserved proteins 

Ten groups of proteins, totaling 126 sequences, 
all containing a signal peptide indicative of secretion and 
displaying conservation of sequence beyond Ixodidae are 
shown in Supplemental Table S1. This class contains many 
calreticulins, most of which have an ER retention signal, 
but may be secreted in saliva and actually have a function 
in blood feeding. Indeed anti tick calreticulin has been used 
as an immunological marker of tick exposure (398-400), 
and calreticulin has been shown to have extracellular 
physiological activities (401). Other conserved proteins 
included in this group include metastriate selenoproteins, 
which may be involved in anti-oxidation reactions, possibly 
associated with high oxidative stress of the salivary glands 
undergoing arachidonic acid conversion to prostaglandins, 
and growth factor-like families such as multiple 
coagulation deficiency-like, hematopoietic stem/progenitor 
cell protein-like, and serum amyloid A like protein, among 
other conserved proteins. Their function as housekeeping 
proteins or in feeding is not clear. 
 
4.22. Possible housekeeping proteins 

Supplemental Table S1 additionally presents 
4,531 sequences coding for proteins that probably have a 
housekeeping function and will not be further considered in 
this work. Their sequences may, however, help to identify 
novel secreted protein families if identified in proteome 
experiments, and in the annotation of tick genomes and 
proteomes. Among this set of proteins are several 
associated with oxidant metabolism including the 
antioxidant salp25, which was implicated recently in the 
successful transmission of B. burgdorferi from mammals to 
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ticks (402), suggesting some of these "housekeeping" 
proteins are secreted in saliva. 
 
4.23. Non-peptidic salivary components 

Bioactive lipidic salivary components are known 
to exist in the saliva of hard ticks, which abound in the 
vasodilatory prostaglandins PGE2 and PGF2alpha (28, 274-
276, 403-406). PGE2 was also demonstrated to be the main 
dendritic cell inhibitor in the saliva of I. scapularis (172). 
Cannabinoids have also been described in Amblyomma 
ticks, where they might serve analgesic and anti-
inflammatory functions (407). We have also detected PGJ2 
and lysophosphatidylcholine in I. scapularis saliva (Sá-
Nunes et al, unpublished). It may be possible that other 
lipidic agonists, perhaps the anti-inflammatory lipoxins 
(408), or analogs, could be produced by ticks. In this regard 
it is interesting to point out that one of the human 
prostaglandin D2 synthase enzymes is a member of the 
lipocalin family (409). 
 
4.24. Evolutionary considerations 

It is becoming clear that the sialomes of ticks are 
much more complex than originally proposed. In the case 
of soft ticks their sialomes might possess 100-200 secreted 
proteins of which approximately 60% could be confirmed 
as being synthesized at a level amenable to detection by 
current proteomic methods (410, 411). For hard ticks the 
latest count extended the number of possible secreted 
proteins well beyond 500, although no estimate has been 
obtained on how many of these are in fact abundant or 
present in the glands at a given time point (238). This is 
further confounded by the possible differential expression 
of proteins in salivary glands of larvae, nymphs and adult 
hard ticks at various time points during feeding. This makes 
comparative analysis of hard and soft tick sialomes 
problematic in regard to obtaining global insights into the 
evolution of salivary gland complexity. Even so, some 
general conclusions can be made.  

 
Comparative analysis indicates that while the 

major families of proteins seem to be conserved in different 
tick genera, the number of orthologs that can be assigned with 
confidence is limited (410). In many cases, proteins assigned to 
well known enzyme or inhibitor families are found 
haphazardly in the species analyzed in this review. This is most 
probably due to three main factors. The first factor is extensive 
gene losses among lineages and our current small set of 
sialome data for representative species that we have for 
each genus. The second factor is the fairly high level of 
divergence that we observe for secretory proteins. This 
leads to an under-estimation/assignment of sequences to 
protein families and may lead to an artificial inflation of 
novel families observed in ticks. The third factor is the 
extensive gene duplications observed within species or genera 
and the lack of experimental data on whether these duplicates 
represent proteins with novel functions or whether they are 
paralogous groups that share the same function. The 
completion of more sialomes with larger representation of tick 
species should address the shortcomings of these confounding 
factors and provide better evidence for conservation of 
function and protein families expressed in salivary glands 
among related species and genera. 

What we can conservatively conclude is that the 
genome of the ancestral tick lineage encoded a large number of 
the currently described protein families, as these are present in 
both hard and soft tick salivary glands (410). This is especially 
true for the abundant families such as Kunitz/BPTI, lipocalins, 
BTSP and metalloprotease families. Phylogenetic analysis of 
these protein families shows, however, that gene duplications 
occurred as lineage specific expansions, i.e. duplications 
occurred within species or genera after divergence of the main 
tick families (410). As such, a number of gene duplicates with 
novel functions evolved after the divergence of the main 
families or even genera. In this regard, many proteins involved 
in tick-host interactions differ between hard and soft ticks 
(412). This would imply that the ancestral lineage possessed a 
fairly small number of protein members per family before 
adaptation to a blood-feeding lifestyle. It also indicates that 
gene duplication played a major role in the evolution of novel 
function in ticks during their adaptation to a blood-feeding 
environment (410). 

 
When protein family members are compared 

between major lineages (Argasidae, Prostriata and 
Metastriate) it is clear that major gene duplication events 
occurred in most tick lineages. In the case of the 
Metastriata this is particularly striking. In addition the 
Metastriata shows the highest number of novel protein 
families (33 unique families) confined to a specific lineage. 
While the current differences might be due to our lack of 
adequate species/genus coverage it should be noted that the 
increased degree of diversity observed in the Metastriata 
correlate with a larger genome size compared to the 
Argasidae and Prostriata (413). The sequencing of 
Prostriate, Metastriate and Argasid genomes will eventually 
show whether the differences seen in gene and protein 
family numbers is due to gene duplication alone, or whether 
whole genome duplication played a significant role in this 
process (238, 412, 413).We foresee that once sialome coverage 
for more species is obtained, the evolutionary pathways for the 
acquisition of novel protein families in different tick lineages, 
genera and species will become more evident. Larger datasets 
will also facilitate the assignment of highly divergent proteins 
currently described as orphan families, into more defined 
protein superfamilies. 

 
It is possible that the diversity of salivary proteins 

found in tick saliva reflects a fast evolutionary scenario 
driven by an arms race between the tick proteins and the 
adaptive immunity of their hosts. Gene duplications 
initially may confer an advantage by creating an increased 
tissue expression of the gene product. Later on, diversion of 
function, or acquisition of new functions may occur with 
the duplicated gene (414, 415). The fast diversification of 
the salivary protein families could be the result of 
acquisition of novel functions, as might be the case with the 
main lipocalins families, but they may also reflect 
maintenance of function with diversification in epitopes, as 
may be the case with the Ixodes family of anticomplement 
proteins (237, 240, 381), or in the more closely related 
lipocalins subfamilies in the same species (238). These 
different genes may also be expressed at different stages or 
times after host attachment, thus helping evasion of these 
molecules by the host immune response. 
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5. CONCLUSIONS AND PERSPECTIVES 
 
It is becoming clear that tick saliva contain an 

extraordinary array of salivary proteins that allows 
disarming of host hemostatic, inflammatory and immune 
reactions that would otherwise deter tick feeding. The 
advent of transcriptomics allowed uncovering of salivary 
proteins of novel folds that potentially interact with both 
known and yet unknown vertebrate proteins, thus 
increasing the complexity of the study, but providing for 
exciting discoveries. Recombinant expression of these 
proteins and attempting to identify their vertebrate targets 
by using plasmon resonance-based methods or “pull-down” 
assays may lead to relatively fast functional identification 
of these pharmacologically active proteins. 
 
6. ACKNOWLEDGMENTS 

 
This work was by the Intramural Research 

Program of the National Institute of Allergy and Infectious 
Diseases. We are grateful to Nancy Shulman for editorial 
assistance, to Dr. Stephan Bour for help with posting the 
data, and Drs. Robert Gwadz and Katherine Zoon for 
encouragement and support. 
 
7. REFERENCES 
 
1. W.C. Black IV, J. Piesman: Phylogeny of hard- and soft-
tick taxa (Acari: Ixodida) based on mitochondrial 16S 
rDNA sequences. Proc Natl Acad Sci U S A, 91, 10034-
10038. (1994) 
 
2. H. Hoogstraal, A. Aechlimann: Tick host specificity. 
Bull Societe Entomol Suisse 55, 5-32 (1982) 
 
3. J.R. Sauer: Acarine salivary glands - Physiological 
relationships. J Med Ent 14, 1-9 (1977) 
 
4. A.S. Bowman, J.R. Sauer: Tick salivary glands: function, 
physiology and future. Parasitology 129 Suppl, S67-81 
(2004) 
 
5. J.D. Gregson: Observations on the movement of fluids in 
the vicinity of the mouthparts of naturally feeding 
Dermacentor andersoni Stiles. Parasitology  57, 1-8 (1967) 
 
6. S.M. Waladde, D.H. Kemp, M.J. Rice: Feeding 
electrograms and fluid uptake measurements of cattle tick 
Boophilus microplus attached on artificial membranes. Int J 
Parasitol  9, 89-95 (1979) 
 
7. J.M. Ribeiro, I.M. Francischetti: Role of arthropod saliva 
in blood feeding: Sialome and post-sialome perspectives. 
Annu Rev Entomol  19, 19 (2002) 
 
8. J.R. Allen: Tick resistance: basophil in skin reactions of 
resistant guinea pigs. Int J Parasitol 3, 195-200 (1973) 
 
9. D.M. Monroe, M. Hoffman, H.R. Roberts: Platelets and 
thrombin generation. Arterioscler Thromb Vasc Biol 22, 
1381-1389 (2002) 
 

10. K.G. Mann, S. Butenas, K. Brummel: The dynamics of 
thrombin formation. Arterioscler Thromb Vasc Biol 23, 17-
25 (2003) 
 
11. M. Gawaz, H. Langer, A.E. May: Platelets in 
inflammation and atherogenesis. J Clin Invest 115, 3378-
3384 (2005) 
 
12. A.S. Weyrich, G.A. Zimmerman: Platelets: signaling 
cells in the immune continuum. Trends Immunol 25, 489-
495 (2004) 
 
13. C. Dellas, D.J. Loskutoff: Historical analysis of PAI-1 
from its discovery to its potential role in cell motility and 
disease. Thromb Haemost 93, 631-640 (2005) 
 
14. V. Henn, J.R. Slupsky, M. Grafe, I. Anagnostopoulos, 
R. Forster, G. Muller-Berghaus, R.A. Kroczek: CD40 
ligand on activated platelets triggers an inflammatory 
reaction of endothelial cells. Nature 391, 591-594 (1998) 
 
15. W. Ruf: Protease-activated receptor signaling in the 
regulation of inflammation. Crit Care Med 32, S287-292 
(2004) 
 
16. S.H. Slofstra, C.A. Spek, H. ten Cate: Disseminated 
intravascular coagulation. Hematol J 4, 295-302 (2003) 
 
17. J.C. Marshall: Inflammation, coagulopathy, and the 
pathogenesis of multiple organ dysfunction syndrome. Crit 
Care Med 29, S99-106 (2001) 
 
18. S.M. Opal, C.T. Esmon: Bench-to-bedside review: 
functional relationships between coagulation and the innate 
immune response and their respective roles in the 
pathogenesis of sepsis. Crit Care 7, 23-38 (2003) 
 
19. F.B. Taylor Jr., H. Wada, G. Kinasewitz: Description of 
compensated and uncompensated disseminated 
intravascular coagulation (DIC) responses (non-overt and 
overt DIC) in baboon models of intravenous and 
intraperitoneal Escherichia coli sepsis and in the human 
model of endotoxemia: toward a better definition of DIC. 
Crit Care Med 28, S12-19 (2000) 
 
20. M. Levi, T. van der Poll, H.R. Buller: Bidirectional 
relation between inflammation and coagulation. Circulation 
109, 2698-2704 (2004) 
 
21. P.M. Keller, L. Waxman, B.A.S.L.D. Arnold, C. 
Condra, T.M. Connolly: Cloning of the cDNA and 
expression of moubatin, an inhibitor of platelet-
aggregation. J Biol Chem  268, 5445-5449 (1993) 
 
22. B.J. Mans, J. Coetzee, A.I. Louw, A.R. Gaspar, A.W. 
Neitz: Disaggregation of aggregated platelets by apyrase 
from the tick, Ornithodoros savignyi (Acari: Argasidae) 
Exp Appl Acarol  24, 271-282. (2000) 
 
23. B.J. Mans, A.R. Gaspar, A.I. Louw, A.W. Neitz: 
Apyrase activity and platelet aggregation inhibitors in the 



Role of saliva in tick feeding 

2073 

tick Ornithodoros savignyi (Acari: Argasidae) Exp Appl 
Acarol  22, 353-366 (1998) 
 
24. J.M. Ribeiro, T.M. Endris, R. Endris: Saliva of the soft 
tick, Ornithodoros moubata, contains anti-platelet and apyrase 
activities. Comp Biochem Physiol A 100, 109-112 (1991) 
 
25. X. B.C.L.Wang, D.B. Taylor, S.E. Stevens, T.K. Gartner: 
Variabilin, a novel RGD-containing antagonist of glycoprotein 
IIb-IIIa and platelet aggregation inhibitor from the hard tick 
Dermacentor variabilis. J Biol Chem  271, 17785-17790 
(1996) 
 
26. L. Waxman, T.M. Connolly: Isolation of an inhibitor 
selective for collagen-stimulated platelet aggregation from 
the soft tick Ornithodorus moubata. J Biol Chem 268, 
5445-5449 (1993) 
 
27. J.M. Ribeiro, G.T. Makoul, D.R. Robinson: Ixodes 
dammini: evidence for salivary prostacyclin secretion. J 
Parasitol 74, 1068-1069 (1988) 
 
28. J.M.C. Ribeiro, G. Makoul, J. Levine, D. Robinson, A. 
Spielman: Antihemostatic, antiinflammatory and 
immunosuppressive properties of the saliva of a tick, Ixodes 
dammini. J Exp Med 161, 332-344 (1985) 
 
29. J. Karczewski, R. Endris, T.M. Connolly: Disagregin is a 
fibrinogen receptor antagonist lacking the Arg-Gly-Asp 
sequence from the tick, Ornithodoros moubata. J Biol Chem 
269, 6702-6708 (1994) 
 
30. I.M. Francischetti, J.F. Andersen, J.M. Ribeiro: 
Biochemical and functional characterization of recombinant 
Rhodnius prolixus platelet aggregation inhibitor 1 as a novel 
lipocalin with high affinity for adenosine diphosphate and 
other adenine nucleotides. Biochemistry  41, 3810-3818. 
(2002) 
 
31. I.M. Francischetti, J.M. Ribeiro, D. Champagne, J. 
Andersen: Purification, cloning, expression, and mechanism of 
action of a novel platelet aggregation inhibitor from the 
salivary gland of the blood- sucking bug, Rhodnius prolixus. J 
Biol Chem 275, 12639-12650 (2000) 
 
32. E.W. Davie, K. Fujikawa, W. Kisiel: The coagulation 
cascade: initiation, maintenance, and regulation. Biochemistry 
30, 10363-10370 (1991) 
 
33. P.L. Giesen, U. Rauch, B. Bohrmann, D. Kling, M. Roque, 
J.T. Fallon, J.J. Badimon, J. Himber, M.A. Riederer, Y. 
Nemerson: Blood-borne tissue factor: another view of 
thrombosis. Proc Natl Acad Sci U S A, 96, 2311-2315 (1999) 
 
34. B. Osterud, S.I. Rapaport: Activation of factor IX by the 
reaction product of tissue factor and factor VII: additional 
pathway for initiating blood coagulation. Proc Natl Acad Sci U 
S A 74, 5260-5264 (1977) 
 
35. G.J. Broze Jr.: Tissue factor pathway inhibitor and the 
revised theory of coagulation. Annu Rev Med  46, 103-112 
(1995) 

36. H. Ten Cate, K.A. Bauer, M. Levi, T.S. Edgington, 
R.D. Sublett, S. Barzegar, B.L. Kass, R.D. Rosenberg: The 
activation of factor X and prothrombin by recombinant 
factor VIIa in vivo is mediated by tissue factor. J Clin 
Invest  92, 1207-1212 (1993) 
 
37. K.A. Bauer, B.L. Kass, H. ten Cate, J.J. Hawiger, R.D. 
Rosenberg: Factor IX is activated in vivo by the tissue 
factor mechanism. Blood  76, 731-736 (1990) 
 
38. S. Krishnaswamy: Exosite-driven substrate specificity 
and function in coagulation. J Thromb Haemost  3, 54-67 
(2005) 
 
39. H.R. Roberts, M. Hoffman, D.M. Monroe: A cell-based 
model of thrombin generation. Semin Thromb Hemost 32 
Suppl 1, 32-38 (2006) 
 
40. R.J. Baugh, G.J. Broze Jr., S. Krishnaswamy: 
Regulation of extrinsic pathway factor Xa formation by 
tissue factor pathway inhibitor. J Biol Chem  273, 4378-
4386 (1998) 
 
41. H. Ten Cate, B.J. Biemond, M. Levi, W.A. Wuillemin, 
K.A. Bauer, S. Barzegar, H.R. Buller, C.E. Hack, J.W. ten 
Cate, R.D. Rosenberg: Factor XIa induced activation of the 
intrinsic cascade in vivo. Thromb Haemost 75, 445-449 
(1996) 
 
42. D. Gailani, G.J. Broze Jr.: Factor XI activation in a 
revised model of blood coagulation. Science 253, 909-912 
(1991) 
 
43. K. Naito, K. Fujikawa: Activation of human blood 
coagulation factor XI independent of factor XII. Factor XI 
is activated by thrombin and factor XIa in the presence of 
negatively charged surfaces. J Biol Chem 266, 7353-7358 
(1991) 
 
44. L. Lorand: Factor XIII and the clotting of fibrinogen: 
from basic research to medicine. J Thromb Haemost 3, 
1337-1348 (2005) 
 
45. C.T. Dunwiddie, D.E. Smith, E.M. Nutt, G.P. Vlasuk: 
Anticoagulant effects of the selective factor Xa inhibitors 
tick anticoagulant  peptide and antistatin in the APTT assay 
are determined by the relative rate of prothrombinase 
inhibition. Thromb Res 64, 787-794 (1991) 
 
46. L.W. Schaffer, J.T. Davidson, G.P. Vlasuk, P.K.S. 
Siegl: Antithrombotic efficacy of recombinat tick 
anticoagulant peptide: A potent inhibitor of coagulation 
factor Xa in a primate model of arterial thrombosis. 
Circulation  84, 1741-1748 (1991) 
 
47. A. Ciprandi, S.K. de Oliveira, A. Masuda, F. Horn, C. 
Termignoni: Boophilus microplus: its saliva contains 
microphilin, a small thrombin inhibitor. Exp Parasitol  114, 
40-46 (2006) 
 
48. A.R. Gaspar, J.C. Crause, A.W. Neitz: Identification of 
anticoagulant activities in the salivary glands of the soft 



Role of saliva in tick feeding 

2074 

tick, Ornithodoros savignyi. Exp Appl Acarol 19, 117-127 
(1995) 
 
49. C.Y. Koh, M. Kazimirova, A. Trimnell, P. Takac, M. 
Labuda, P. Nuttall, R.M. Kini: Variegin, a novel class of 
fast and tight-binding thrombin inhibitor from the tropical 
bont tick. J Biol Chem  (2007) 
 
50. R. Lai, H. Takeuchi, J. Jonczy, H.H. Rees, P.C. Turner: 
A thrombin inhibitor from the ixodid tick, Amblyomma 
hebraeum. Gene 342, 243-249 (2004) 
 
51. B.J. Mans, A.I. Louw, A.W. Neitz: Savignygrin, a 
platelet aggregation inhibitor from the soft tick 
Ornithodoros savignyi, presents the RGD integrin 
recognition motif on the Kunitz-BPTI fold. J Biol Chem 
277, 21371-21378 (2002) 
 
52. B.J. Mans, A.I. Louw, A.W. Neitz: Amino acid 
sequence and structure modeling of savignin, a thrombin 
inhibitor from the tick, Ornithodoros savignyi. Insect 
Biochem Mol Biol 32, 821-828 (2002) 
 
53. R.Q. Monteiro, A.R. Rezaie, J.M. Ribeiro, I.M. 
Francischetti: Ixolaris: A factor Xa heparin binding exosite 
inhibitor. Biochem J  (2004) 
 
54. R.A. Nazareth, L.S. Tomaz, S. Ortiz-Costa, G.C. Atella, 
J.M. Ribeiro, I.M. Francischetti, R.Q. Monteiro: 
Antithrombotic properties of Ixolaris, a potent inhibitor of 
the extrinsic pathway of the coagulation cascade. Thromb 
Haemost  96, 7-13 (2006) 
 
55. J. Nienaber, A.R. Gaspar, A.W. Neitz: Savignin, a 
potent thrombin inhibitor isolated from the salivary glands 
of the tick Ornithodoros savignyi (Acari: Argasidae) Exp 
Parasitol  93, 82-91. (1999) 
 
56. K. Zhu, A.S. Bowman, D.L. Brigham, R.C. Essenberg, 
J.W. Dillwith, J.R. Sauer: Isolation and characterization of 
americanin, a specific inhibitor of thrombin, from the 
salivary glands of the lone star tick Amblyomma 
americanum (L.) Exp Parasitol  87, 30-38. (1997) 
 
57. K. Zhu, J.R. Sauer, A.S. Bowman, J.W. Dillwith: 
Identification and characterization of anticoagulant 
activities in the saliva of the lone star tick, Amblyomma 
americanum (L.) J Parasitol  83, 38-43 (1997) 
 
58. I.M. Francischetti, T.N. Mather, J.M. Ribeiro: 
Penthalaris, a novel recombinant five-Kunitz tissue factor 
pathway inhibitor (TFPI) from the salivary gland of the tick 
vector of Lyme disease, Ixodes scapularis. Thromb 
Haemost  91, 886-898 (2004) 
 
59. I.M. Francischetti, J.G. Valenzuela, J.F. Andersen, T.N. 
Mather, J.M. Ribeiro: Ixolaris, a novel recombinant tissue 
factor pathway inhibitor (TFPI) from the salivary gland of 
the tick, Ixodes scapularis: identification of factor X and 
factor Xa as scaffolds for the inhibition of factor 
VIIa/tissue factor complex. Blood  99, 3602-3612. (2002) 
 

60. A.R. Gaspar, A.M. Joubert, J.C. Crause, A.W. Neitz: 
Isolation and characterization of an anticoagulant from the 
salivary glands of the tick, Ornithodoros savignyi (Acari: 
Argasidae) Exp Appl Acarol  20, 583-598 (1996) 
 
61. S.P. Jordan, L. Waxman, D.E. Smith, G.P. Vlasuk: Tick 
anticoagulant peptide: Kinetic analysis of the recombinant 
inhibitor with blood coagulation factor Xa. Biochemistry  
29, 11095-11100 (1990) 
 
62. S. Narasimhan, R.A. Koski, B. Beaulieu, J.F. Anderson, 
N. Ramamoorthi, F. Kantor, M. Cappello, E. Fikrig: A 
novel family of anticoagulants from the saliva of Ixodes 
scapularis. Insect Mol Biol  11, 641-650 (2002)  
 
63. L. Waxman, D.E. Smith, K.E. Arcuri, G.P. Vlasuk: 
Tick anticoagulant peptide (TAP) is a novel inhibitor of 
blood coagulation Factor Xa. Science  248, 593-596 (1990) 
 
64. P. Ascenzi, A. Bocedi, M. Bolognesi, A. Spallarossa,  
M. Coletta, R. De Cristofaro, E. Menegatti: The bovine 
basic pancreatic trypsin inhibitor (Kunitz inhibitor): a 
milestone protein. Curr Protein Pept Sci  4, 231-251 (2003) 
 
65. B. Osterud, E. Bjorklid: Sources of tissue factor. Semin 
Thromb Hemost  32, 11-23 (2006) 
 
66. B. Cambien, D.D. Wagner: A new role in hemostasis 
for the adhesion receptor P-selectin. Trends Mol Med  10, 
179-186 (2004) 
 
67. B. Furie, B.C. Furie: Role of platelet P-selectin and 
microparticle PSGL-1 in thrombus formation. Trends Mol 
Med  10, 171-178 (2004) 
 
68. S. Falati, Q. Liu, P. Gross, G. Merrill-Skoloff, J. Chou, 
E. Vandendries, A. Celi, K. Croce, B.C. Furie, B. Furie: 
Accumulation of tissue factor into developing thrombi in 
vivo is dependent upon microparticle P-selectin 
glycoprotein ligand 1 and platelet P-selectin. J Exp Med  
197, 1585-1598 (2003) 
 
69. H. Koyama, T. Maeno, S. Fukumoto, T. Shoji, T. 
Yamane, H. Yokoyama, M. Emoto, T. Shoji, H. Tahara, M. 
Inaba, et al: Platelet P-selectin expression is associated 
with atherosclerotic wall thickness in carotid artery in 
humans. Circulation  108, 524-529 (2003) 
 
70. Z. Mallat, H. Benamer, B. Hugel, J. Benessiano, P.G. 
Steg, J.M. Freyssinet, A. Tedgui: Elevated levels of shed 
membrane microparticles with procoagulant potential in the 
peripheral circulating blood of patients with acute coronary 
syndromes. Circulation  101, 841-843 (2000) 
 
71. K. Gomez, J.H. McVey: Tissue factor initiated blood 
coagulation. Front Biosci  11, 1349-1359 (2006) 
 
72. B. Engelmann, T. Luther, I. Muller: Intravascular tissue 
factor pathway--a model for rapid initiation of coagulation 
within the blood vessel. Thromb Haemost  89, 3-8 (2003) 
 



Role of saliva in tick feeding 

2075 

73. I. Muller, A. Klocke, M. Alex, M. Kotzsch, T. Luther, 
E. Morgenstern, S. Zieseniss, S. Zahler, K. Preissner, B. 
Engelmann: Intravascular tissue factor initiates coagulation 
via circulating microvesicles and platelets. Faseb J  17, 
476-478 (2003) 
 
74. J. Steffel, T.F. Luscher, F.C. Tanner: Tissue factor in 
cardiovascular diseases: molecular mechanisms and clinical 
implications. Circulation  113, 722-731 (2006) 
 
75. N. Mackman: Role of tissue factor in hemostasis, 
thrombosis, and vascular development. Arterioscler 
Thromb Vasc Biol 24, 1015-1022 (2004) 
 
76. S.S. Maxwell, T.A. Stoklasek, Y. Dash, K.R. Macaluso, 
S.K. Wikel: Tick modulation of the in-vitro expression of 
adhesion molecules by skin-derived endothelial cells. Ann 
Trop Med Parasitol  99, 661-672 (2005) 
 
77. M. Levi, E. de Jonge, T. van der Poll: New treatment 
strategies for disseminated intravascular coagulation based 
on current  
understanding of the pathophysiology. Ann Med  36, 41-49 
(2004) 
 
78. M. Riewald, W. Ruf: Science review: role of 
coagulation protease cascades in sepsis. Crit Care  7, 123-
129 (2003) 
 
79. T.K. Vu, D.T. Hung, V.I. Wheaton, S.R. Coughlin: 
Molecular cloning of a functional thrombin receptor reveals 
a novel proteolytic mechanism of receptor activation. Cell  
64, 1057-1068 (1991) 
 
80. E. Camerer, W. Huang, S.R. Coughlin: Tissue factor- 
and factor X-dependent activation of protease-activated 
receptor 2 by factor VIIa. Proc Natl Acad Sci U S A, 97, 
5255-5260 (2000) 
 
81. M. Riewald, V.V. Kravchenko, R.J. Petrovan, P.J. 
O'Brien, L.F. Brass, R.J. Ulevitch, W. Ruf: Gene induction 
by coagulation factor Xa is mediated by activation of 
protease-activated receptor 1. Blood  97, 3109-3116 (2001) 
 
82. S.R. Coughlin: Protease-activated receptors in 
hemostasis, thrombosis and vascular biology. J Thromb 
Haemost  3, 1800-1814 (2005) 
 
83. N.W. Bunnett: Protease-activated receptors: how 
proteases signal to cells to cause inflammation and pain. 
Semin Thromb Hemost 32 Suppl 1, 39-48 (2006) 
 
84. M. Steinhoff, J. Buddenkotte, V. Shpacovitch, A. 
Rattenholl, C. Moormann, N. Vergnolle, T.A. Luger, M.D. 
Hollenberg: Proteinase-activated receptors: transducers of 
proteinase-mediated signaling in inflammation and immune 
response. Endocr Rev 26, 1-43 (2005) 
 
85. V. Hajnicka, I. Vancova, P. Kocakova, M. Slovak, J. 
Gasperik, M. Slavikova, R.S. Hails, M. Labuda, P.A. 
Nuttall: Manipulation of host cytokine network by ticks: a 

potential gateway for pathogen transmission. Parasitology  
130, 333-342 (2005) 
 
86. P. Konik, V. Slavikova, J. Salat, J. Reznickova, E. 
Dvoroznakova, J. Kopecky: Anti-tumour necrosis factor-
alpha activity in Ixodes ricinus saliva. Parasite Immunol  
28, 649-656 (2006) 
 
87. S.K. Wikel: Tick modulation of host cytokines. Exp 
Parasitol 84, 304-309. (1996) 
 
88. A. Frauenschuh, C.A. Power, M. Deruaz, B.R. Ferreira, 
J.M. da Silva, M.M. Teixeira, J. Dias, T. Martin, T.N. 
Wells, A.E. Proudfoot: Molecular cloning and 
characterization of a highly selective chemokine binding 
protein from the tick Rhipicephalus sanguineus. J Biol 
Chem (2007) 
 
89. I. Vancova, M. Slovak, V. Hajnicka, M. Labuda, L. 
Simo, K. Peterkova, R.S. Hails, P.A. Nuttall: Differential 
anti-chemokine activity of Amblyomma variegatum adult 
ticks during blood-feeding. Parasite Immunol  29, 169-177 
(2007) 
 
90. R.D. Gillespie, M.C. Dolan, J. Piesman, R.G. Titus: 
Identification of an IL-2 binding protein in the saliva of the 
Lyme disease vector tick, Ixodes scapularis. J Immunol 
166, 4319-4326. (2001) 
 
91. R.W. Colman, A.H. Schmaier: Contact system: a 
vascular biology modulator with anticoagulant, 
profibrinolytic, antiadhesive, and proinflammatory 
attributes. Blood  90, 3819-3843 (1997) 
 
92. A.H. Schmaier: The kallikrein-kinin and the renin-
angiotensin systems have a multilayered interaction. Am J 
Physiol Regul Integr Comp Physiol  285, R1-13 (2003) 
 
93. P.M. Jansen, R.A. Pixley, M. Brouwer, I.W. de Jong, 
A.C. Chang, C.E. Hack, F.B. Taylor Jr., R.W. Colman: 
Inhibition of factor XII in septic baboons attenuates the 
activation of complement and fibrinolytic systems and 
reduces the release of interleukin-6 and neutrophil elastase. 
Blood 87, 2337-2344 (1996) 
 
94. O.D. Ratnoff, J.E. Colopy: A familial hemorrhagic trait 
associated with a deficiency of a clot-promoting fraction of 
plasma. J Clin Invest 34, 602-613 (1955) 
 
95. O.D. Ratnoff,  E.W. Davie: The purification of 
activated Hageman factor (activated factor XII) 
Biochemistry 1, 967-975 (1962) 
 
96. O.D. Ratnoff,  A. Margolius Jr.: Hageman trait: an 
asymptomatic disorder of blood coagulation. Trans Assoc 
Am Physicians 68, 149-154 (1955) 
 
97. V.H. Donaldson, H. Saito, O.D. Ratnoff: Defective 
esterase and kinin-forming activity in human Fletcher trait 
plasma. A fraction rich in kallikreinlike activity. Circ Res  
34, 652-662 (1974) 
 



Role of saliva in tick feeding 

2076 

98. K.D. Wuepper: Prekallikrein deficiency in man. J Exp 
Med 138, 1345-1355 (1973) 
 
99. R.W. Colman, A. Bagdasarian, R.C. Talamo, C.F. 
Scott, M. Seavey, J.A. Guimaraes, J.V. Pierce, A.P. 
Kaplan: Williams trait. Human kininogen deficiency with 
diminished levels of plasminogen proactivator and 
prekallikrein associated with abnormalities of the Hageman 
factor-dependent pathways. J Clin Invest  56, 1650-1662 
(1975) 
 
100. T. Renne, M. Pozgajova, S. Gruner, K. Schuh, H.U. 
Pauer, P. Burfeind, D. Gailani, B. Nieswandt: Defective 
thrombus formation in mice lacking coagulation factor XII. 
J Exp Med 202, 271-281 (2005) 
 
101. J.M. Ribeiro, T.N. Mather: Ixodes scapularis: salivary 
kininase activity is a metallo dipeptidyl carboxypeptidase. 
Exp Parasitol 89, 213-221 (1998) 
 
102. G.J. Broze Jr., L.A. Warren, W.F. Novotny, D.A. 
Higuchi, J.J. Girard, J.P. Miletich: The lipoprotein-
associated coagulation inhibitor that inhibits the factor VII-
tissue factor complex also inhibits factor Xa: insight into its 
possible mechanism of action. Blood  71, 335-343 (1988) 
 
103. G.J. Broze Jr., T.J. Girard, W.F. Novotny: Regulation 
of coagulation by a multivalent Kunitz-type inhibitor. 
Biochemistry  29, 7539-7546 (1990) 
 
104. N.L. Sanders, S.P. Bajaj, A. Zivelin, S.I. Rapaport: 
Inhibition of tissue factor/factor VIIa activity in plasma 
requires factor X and an additional plasma component. 
Blood  66, 204-212 (1985) 
 
105. A.R. Rezaie: Heparin-binding exosite of factor Xa. 
Trends Cardiovasc Med 10, 333-338 (2000) 
 
106. A.R. Rezaie: Insight into the molecular basis of 
coagulation proteinase specificity by mutagenesis of the 
serpin antithrombin. Biochemistry  41, 12179-12185 (2002) 
 
107. A.R. Rezaie, L. Yang: Thrombomodulin allosterically 
modulates the activity of the anticoagulant thrombin. Proc 
Natl Acad Sci U S A, 100, 12051-12056 (2003) 
 
108.  C.T. Esmon: The protein C pathway. Chest  124, 26S-
32S (2003) 
 
109. S.M. Rezende, R.E. Simmonds, D.A. Lane: 
Coagulation, inflammation, and apoptosis: different roles 
for protein S and the protein S-C4b binding protein 
complex. Blood  103, 1192-1201 (2004) 
 
110. H. Ishii, H.H. Salem, C.E. Bell, E.A. Laposata, P.W. 
Majerus: Thrombomodulin, an endothelial anticoagulant 
protein, is absent from the human brain. Blood  67, 362-365 
(1986) 
 
111. Z. Laszik, A. Mitro, F.B. Taylor Jr., G. Ferrell, C.T. 
Esmon: Human protein C receptor is present primarily on 
endothelium of large blood vessels: implications for the 

control of the protein C pathway. Circulation  96, 3633-
3640 (1997) 
 
112. I. Maruyama, C.E. Bell, P.W. Majerus: 
Thrombomodulin is found on endothelium of arteries, 
veins, capillaries, and lymphatics, and on 
syncytiotrophoblast of human placenta. J Cell Biol  101, 
363-371 (1985) 
 
113. D.E. Joyce, L. Gelbert, A. Ciaccia, B. DeHoff, B.W. 
Grinnell: Gene expression profile of antithrombotic protein 
c defines new mechanisms modulating inflammation and 
apoptosis. J Biol Chem  276, 11199-11203 (2001) 
 
114. D.E. Joyce, B.W. Grinnell: Recombinant human 
activated protein C attenuates the inflammatory response in 
endothelium and monocytes by modulating nuclear factor-
kappaB. Crit Care Med  30, S288-293 (2002) 
 
115. T. Cheng, D. Liu, J.H. Griffin, J.A. Fernandez, F. 
Castellino, E.D. Rosen, K. Fukudome, B.V. Zlokovic: 
Activated protein C blocks p53-mediated apoptosis in 
ischemic human brain endothelium and is neuroprotective. 
Nat Med  9, 338-342 (2003) 
 
116. L.O. Mosnier, J.H. Griffin: Protein C anticoagulant 
activity in relation to anti-inflammatory and anti-apoptotic 
activities. Front Biosci 11, 2381-2399 (2006) 
 
117. U. Seligsohn, A. Berger, M. Abend, L. Rubin, D. 
Attias, A. Zivelin, S.I. Rapaport: Homozygous protein C 
deficiency manifested by massive venous thrombosis in the 
newborn. N Engl J Med  310, 559-562 (1984) 
 
118. J.H. Griffin, B. Evatt, T.S. Zimmerman, A.J. Kleiss, 
C. Wideman: Deficiency of protein C in congenital 
thrombotic disease. J Clin Invest 68, 1370-1373 (1981) 
 
119. A.W. Broekmans, J.J. Veltkamp, R.M. Bertina: 
Congenital protein C deficiency and venous 
thromboembolism. A study of three Dutch families. N Engl 
J Med  309, 340-344 (1983) 
 
120. P.C. Comp, R.R. Nixon, M.R. Cooper, C.T. Esmon: 
Familial protein S deficiency is associated with recurrent 
thrombosis. J Clin Invest  74, 2082-2088 (1984) 
 
121. T.K. Giri, D.M. Tollefsen: Placental dermatan sulfate: 
isolation, anticoagulant activity, and association with 
heparin cofactor II. Blood  107, 2753-2758 (2006) 
 
122. G. Cesarman-Maus, K.A. Hajjar: Molecular 
mechanisms of fibrinolysis. Br J Haematol  129, 307-321 
(2005) 
 
123. D. Collen, H.R. Lijnen: Thrombolytic agents. Thromb 
Haemost  93, 627-630 (2005) 
 
124. S.J. Brown, P.W. Askenase: Rejection of ticks from 
guinea pigs by anti-hapten-antibody-mediated 
degranulation of basophils at cutaneous basophil 



Role of saliva in tick feeding 

2077 

hypersensitivity sites: Role of mediators other than 
histamine. J Immunol 134, 1160-1165 (1985) 
 
125. A De Paulis, N Montuori, N Prevete, I Fiorentino, 
F.W. Rossi, V. Visconte, G. Rossi, G. Marone, P. Ragno: 
Urokinase induces basophil chemotaxis through a 
urokinase receptor epitope that is an endogenous ligand for 
formyl peptide receptor-like 1 and -like 2. J Immunol  173, 
5739-5748 (2004) 
 
126. C. Ferland, N. Flamand, F. Davoine, J. Chakir, M. 
Laviolette: IL-16 activates plasminogen-plasmin system 
and promotes human eosinophil migration into extracellular 
matrix via CCR3-chemokine-mediated signaling and by 
modulating CD4 eosinophil expression. J Immunol  173, 
4417-4424 (2004) 
 
127. L.O. Mosnier, B.N. Bouma: Regulation of Fibrinolysis 
by Thrombin Activatable Fibrinolysis Inhibitor, an 
Unstable Carboxypeptidase B That Unites the Pathways of 
Coagulation and Fibrinolysis. Arterioscler Thromb Vasc 
Biol  (2006) 
 
128. I.M. Francischetti, T.N. Mather, J.M. Ribeiro: Cloning 
of a salivary gland metalloprotease and characterization of 
gelatinase and fibrin (ogen)lytic activities in the saliva of 
the Lyme disease tick vector Ixodes scapularis. Biochem 
Biophys Res Commun  305, 869-875 (2003) 
 
129. J. Folkman: Fundamental concepts of the angiogenic 
process. Curr Mol Med  3, 643-651 (2003) 
 
130. P. Carmeliet: Angiogenesis in health and disease. Nat 
Med  9, 653-660 (2003) 
 
131. N. Laurens,  P. Koolwijk,  M.P. de Maat: Fibrin 
structure and wound healing. J Thromb Haemost  4, 932-
939 (2006) 
 
132. P. Cherian, G.J. Hankey, J.W. Eikelboom, J. Thom, 
R.I. Baker, A. McQuillan, J. Staton, Q. Yi: Endothelial and 
platelet activation in acute ischemic stroke and its 
etiological subtypes. Stroke 34, 2132-2137 (2003) 
 
133. B. Zavan, P. Brun, V. Vindigni, A. Amadori, W. 
Habeler, P. Pontisso, D. Montemurro, G. Abatangelo, R. 
Cortivo: Extracellular matrix-enriched polymeric scaffolds 
as a substrate for hepatocyte cultures: in vitro and in vivo 
studies. Biomaterials 26, 7038-7045 (2005) 
 
134. A.P. Lima, P.C. Almeida, I.L. Tersariol, V. Schmitz, 
A.H. Schmaier, L. Juliano, I.Y. Hirata, W. Muller-Esterl, 
J.R. Chagas, J. Scharfstein: Heparan sulfate modulates 
kinin release by Trypanosoma cruzi through the activity of 
cruzipain. J Biol Chem 277, 5875-5881 (2002) 
 
135. A. Collen, R. Hanemaaijer, F. Lupu, P.H. Quax, N. 
van Lent, J. Grimbergen, E. Peters, P. Koolwijk, V.W. van 
Hinsbergh: Membrane-type matrix metalloproteinase-
mediated angiogenesis in a fibrin-collagen matrix. Blood  
101, 1810-1817 (2003) 
 

136. E. Ruoslahti: RGD and other recognition sequences 
for integrins. Annu Rev Cell Dev Biol  12, 697-715 (1996) 
 
137. I.M. Francischetti, T.N. Mather, J.M. Ribeiro: Tick 
saliva is a potent inhibitor of endothelial cell proliferation 
and angiogenesis. Thromb Haemost  94, 167-174 (2005) 
 
138. S. Fukumoto, T. Sakaguchi, M. You, X. Xuan, K. 
Fujisaki: Tick troponin I-like molecule is a potent inhibitor 
for angiogenesis. Microvasc Res  71, 218-221 (2006) 
 
139. D.D. Metcalfe, D. Baram, Y.A. Mekori: Mast cells. 
Physiol Rev  77, 1033-1079 (1997) 
 
140. N. denHollander, J.R. Allen: Dermacentor variabilis: 
acquired resistance to ticks in BALB/c mice. Exp Parasitol  
59, 118-129 (1985) 
 
141. E.B. Steeves, J.R. Allen: Tick resistance in mast cell-
deficient mice: histological studies. Int J Parasitol  21, 
265-268 (1991) 
 
142. M. Brossard, V. Fivaz: Ixodes ricinus L.: mast cells, 
basophils and eosinophils in the sequence of cellular events 
in the skin of infested or re-infested rabbits. Parasitology  
85 (Pt 3), 583-592 (1982) 
 
143. H.S. Gill, A.R. Walker: Differential cellular responses 
at Hyalomma anatolicum anatolicum feeding sites on 
susceptible and tick-resistant rabbits. Parasitology 91 ( Pt 
3), 591-607 (1985) 
 
144. H.S. Gill: Kinetics of mast cell, basophil and 
eosinophil populations at Hyalomma anatolicum 
anatolicum feeding sites on cattle and the acquisition of 
resistance. Parasitology  93 ( Pt 2), 305-315 (1986) 
 
145. H. Matsuda, K. Fukui, Y. Kiso, Y. Kitamura: Inability 
of genetically mast cell-deficient W/Wv mice to acquire 
resistance against larval Haemaphysalis longicornis ticks. J 
Parasitol  71, 443-448 (1985) 
 
146. H. Matsuda, T. Nakano, Y. Kiso, Y. Kitamura: 
Normalization of anti-tick response of mast cell-deficient 
W/Wv mice by intracutaneous injection of cultured mast 
cells. J Parasitol  73, 155-160 (1987) 
 
147. J.R. Engracia Filho, G.H. Bechara, R.L. Teodoro: 
Dermal mast cell counts in F2 Holstein x Gir crossbred 
cattle artificially infested with the tick Boophilus microplus 
(Acari: Ixodidae) Ann N Y Acad Sci 1081, 476-478 (2006) 
 
148. B.J. Mans: Tick histamine-binding proteins and 
related lipocalins: potential as therapeutic agents. Curr 
Opin Investig Drugs 6, 1131-1135 (2005) 
 
149. S. Sangamnatdej, G.C. Paesen, M. Slovak, P.A. 
Nuttall: A high affinity serotonin- and histamine-binding 
lipocalin from tick saliva. Insect Mol Biol  11, 79-86 (2002) 
 



Role of saliva in tick feeding 

2078 

150. G.C. Paesen, P.L. Adams, P.A. Nuttall, D.L. Stuart: 
Tick histamine-binding proteins: lipocalins with a second 
binding cavity. Biochim Biophys Acta  1482, 92-101 (2000) 
 
151. G.C. Paesen, P.L. Adams, K. Harlos, P.A. Nuttall, D.I. 
Stuart: Tick histamine-binding proteins: isolation, cloning, 
and three- dimensional structure. Mol Cell  3, 661-671 
(1999) 
 
152. S.O. Odemuyiwa, A. Ghahary, Y. Li, L. Puttagunta, 
J.E. Lee, S. Musat-Marcu, A. Ghahary, R. Moqbel: Cutting 
edge: human eosinophils regulate T cell subset selection 
through indoleamine 2,3-dioxygenase. J Immunol  173, 
5909-5913 (2004) 
 
153. M.E. Rothenberg, S.P. Hogan: The eosinophil. Annu 
Rev Immunol  24, 147-174 (2006) 
 
154. A.E. Elovic, H. Ohyama, A. Sauty, J. McBride, T. 
Tsuji, M. Nagai, P.F. Weller, D.T. Wong: IL-4-dependent 
regulation of TGF-alpha and TGF-beta1 expression in 
human eosinophils. J Immunol  160, 6121-6127 (1998) 
 
155. S. Phipps, P. Flood-Page, A. Menzies-Gow, Y.E. Ong, 
A.B. Kay: Intravenous anti-IL-5 monoclonal antibody 
reduces eosinophils and tenascin deposition in allergen-
challenged human atopic skin. J Invest Dermatol  122, 
1406-1412 (2004) 
 
156. S.J. Brown, F.W. Knapp: Response of hypersensitized 
guinea pigs to the feeding of Amblyomma americanum 
ticks. Parasitology, 83, 213-223 (1981) 
 
157. S.J. Brown, P.W. Askenase: Blood eosinophil and 
basophil responses in guinea pigs parasitized by 
Amblyomma americanum ticks. Am J Trop Med Hyg  31, 
593-598 (1982) 
 
158. S.J. Brown, M.J. Worms, P.W. Askenase: 
Rhipicephalus appendiculatus: larval feeding sites in guinea 
pigs actively sensitized and receiving immune serum. Exp 
Parasitol 55, 111-120 (1983) 
 
159. S.J. Brown, B.G. Bagnall, P.W. Askenase: Ixodes 
holocyclus: kinetics of cutaneous basophil responses in 
naive, and actively and passively sensitized guinea pigs. 
Exp Parasitol 57, 40-47 (1984) 
 
160. C.M. Johnston, S.J. Brown: Cutaneous and systemic 
cellular responses induced by the feeding of the argasid tick 
Ornithodoros parkeri. Int J Parasitol 15, 621-628 (1985) 
 
161. A.V. Schleger, D.T. Lincoln, R.V. McKenna, D.H. 
Kemp, J.A. Roberts: Boophilus microplus: cellular 
responses to larval attachment and their relationship to host 
resistance. Aust J Biol Sci  29, 499-512 (1976) 
 
162. J.R. Allen, B.M. Doube, D.H. Kemp: Histology of 
bovine skin reactions to Ixodes holocyclus Neumann. Can 
J Comp Med  41, 26-35 (1977) 

163. M.P. Szabo, G.H. Bechara: Sequential histopathology 
at the Rhipicephalus sanguineus tick feeding site on dogs 
and guinea pigs. Exp Appl Acarol  23, 915-928 (1999) 
 
164. H. Ushio, N. Watanabe, Y. Kiso, S. Higuchi, H. 
Matsuda: Protective immunity and mast cell and eosinophil 
responses in mice infested with larval Haemaphysalis 
longicornis ticks. Parasite Immunol  15, 209-214 (1993) 
 
165. K.M. van der Heijden, M.P. Szabo, M.I. Egami, M.C. 
Pereira, E.R. Matushima: Histopathology of tick-bite 
lesions in naturally infested capybaras (Hydrochoerus 
hydrochaeris) in Brazil. Exp Appl Acarol  37, 245-255 
(2005) 
 
166. S.J. Brown, S.J. Galli, G.J. Gleich, P.W. Askenase: 
Ablation of immunity to Amblyomma americanum by anti-
basophil serum: cooperation between basophils and 
eosinophils in expression of immunity to ectoparasites 
(ticks) in guinea pigs. J Immunol 129, 790-796 (1982) 
 
167. J. Banchereau, R.M. Steinman: Dendritic cells and the 
control of immunity. Nature  392, 245-252 (1998) 
 
168. S. Nithiuthai, J.R. Allen: Langerhans cells present tick 
antigens to lymph node cells from tick-sensitized guinea-
pigs. Immunology  55, 157-163 (1985) 
 
169. J.R. Allen, H.M. Khalil, S.K. Wikel: Langerhans cells 
trap tick salivary gland antigens in tick-resistant guinea 
pigs. J Immunol 122, 563-565 (1979) 
 
170. S. Nithiuthai, J.R. Allen: Significant changes in 
epidermal Langerhans cells of guinea-pigs infested with 
ticks (Dermacentor andersoni) Immunology  51, 133-141 
(1984) 
 
171. S. Nithiuthai, J.R. Allen: Effects of ultraviolet 
irradiation on the acquisition and expression of tick 
resistance in guinea-pigs. Immunology  51, 153-159 (1984) 
 
172. A. Sa-Nunes, A. Bafica, D.A. Lucas, T.P. Conrads, 
T.D. Veenstra, J.F. Andersen, T.N. Mather, J.M. Ribeiro, 
I.M. Francischetti: Prostaglandin E2 is a major inhibitor of 
dendritic cell maturation and function in Ixodes scapularis 
saliva. J Immunol  179, 1497-1505 (2007) 
 
173. C.J. Oliveira, K.A. Cavassani, D.D. More, G.P. Garlet, 
J.C. Aliberti, J.S. Silva, B.R. Ferreira: Tick saliva inhibits 
the chemotactic function of MIP-1alpha and selectively 
impairs chemotaxis of immature dendritic cells by down-
regulating cell-surface CCR5. Int J Parasitol  (2007) 
 
174. K.A. Cavassani, J.C. Aliberti, A.R. Dias, J.S. Silva, 
B.R. Ferreira: Tick saliva inhibits differentiation, 
maturation and function of murine bone-marrow-derived 
dendritic cells. Immunology  114, 235-245 (2005) 
 
175. P.R. Taylor, L. Martinez-Pomares, M. Stacey, H.H. 
Lin, G.D. Brown, S. Gordon: Macrophage receptors and 
immune recognition. Annu Rev Immunol  23, 901-944 
(2005) 



Role of saliva in tick feeding 

2079 

176. A. Mantovani, A. Sica, S. Sozzani, P. Allavena, A. 
Vecchi, M. Locati: The chemokine system in diverse forms 
of macrophage activation and polarization. Trends Immuno, 
25, 677-686 (2004) 
 
177. E.B. Steeves, J.R. Allen: Basophils in skin reactions of 
mast cell-deficient mice infested with Dermacentor 
variabilis. Int J Parasitol 20, 655-667 (1990) 
 
178. S.J. Brown, P.W. Askenase: Cutaneous basophil 
responses and immune resistance of guinea pigs to ticks: 
passive transfer with peritoneal exudate cells or serum. J 
Immunol  127, 2163-2167 (1981) 
 
179. S.J. Brown: Antibody- and cell-mediated immune 
resistance by guinea pigs to adult Amblyomma americanum 
ticks. Am J Trop Med Hyg, 31, 1285-1290 (1982) 
 
180. D.J. McLaren, M.J. Worms, S.J. Brown, P.W. 
Askenase: Ornithodorus tartakovskyi: quantitation and 
ultrastructure of cutaneous basophil responses in the guinea 
pig. Exp Parasitol  56, 153-168 (1983) 
 
181. S.J. Brown, F.W. Knapp: Amblyomma americanum: 
sequential histological analysis of larval and nymphal 
feeding sites on guinea pigs. Exp Parasitol  49, 188-205 
(1980) 
 
182. S.J. Brown, F.W. Knapp: Amblyomma americanum: 
sequential histological analysis of adult feeding sites on 
guinea pigs. Exp Parasitol 49, 303-318 (1980) 
 
183. S.K. Wikel, J.E. Graham, J.R. Allen: Acquired 
resistance to ticks. IV. Skin reactivity and in vitro 
lymphocyte responsiveness to salivary gland antigen. 
Immunology  34, 257-263 (1978) 
 
184. P. Scapini, J.A. Lapinet-Vera, S. Gasperini, F. 
Calzetti, F. Bazzoni, M.A. Cassatella: The neutrophil as a 
cellular source of chemokines. Immunol Rev  177, 195-203 
(2000) 
 
185. D.R. Arthur, R.P. Chaudhuri: A Revision of Nosomma 
Monstrosum (Nuttall and Warburton, 1908) Ixodoidea: 
Ixodidae. Parasitology  55, 391-400 (1965) 
 
186. R.J. Tatchell, D.E. Moorhouse: The feeding processes 
of the cattle tick Boophilus microplus (Canestrini) II. The 
sequence of host-tissue changes. Parasitology 58, 441-459 
(1968) 
 
187. R.J. Tatchell, D.E. Moorhouse: Neutrophils: their role 
in the formation of a tick feeding lesion. Science 167, 1002-
1003 (1970) 
 
188. J.L. Berenberg, P.A. Ward, D.E. Sonenshine: Tick-
bite injury: mediation by a complement-derived 
chemotictic chemotactic factor. J Immunol  109, 451-456 
(1972) 
 

189. J.M.C. Ribeiro, J.J. Weis, S.R. Telford, III: Saliva of 
the tick Ixodes dammini inhibits neutrophil function. Exp 
Parasitol  70, 382-388 (1990) 
 
190. F.H. Falcone, D.I. Pritchard, B.F. Gibbs: Do basophils 
play a role in immunity against parasites? Trends Parasitol  
17, 126-129 (2001) 
 
191. J.R. Allen: Tick resistance: basophils in skin reactions 
of resistant guinea pigs. Int J Parasitol  3, 195-200 (1973) 
 
192. P.W. Askenase: Immune inflammatory responses to 
parasites: the role of basophils, mast cells and vasoactive 
amines. Am J Trop Med Hyg  26, 96-103 (1977) 
 
193. S.J. Brown, P.W.Askenase: Immune rejection of 
ectoparasites (ticks) by T cell and IgG1 antibody 
recruitment of basophils and eosinophils. Fed Proc  42, 
1744-1749 (1983) 
 
194. S.K. Wikel: Histamine content of tick attachment sites 
and the effects of H1 and H2 histamine antagonists on the 
expression of resistance. Ann Trop Med Parasitol  76, 179-
185 (1982) 
 
195. M. Brossard, S.K. Wikel: Immunology of interactions 
between ticks and hosts. Med Vet Entomol  11, 270-276 
(1997) 
 
196. F. Dusbabek, V. Skarkova-Spakova, J. Vitovec, J. 
Sterba: Cutaneous and blood leucocyte response of pigeons 
to larval Argas polonicus feeding. Folia Parasitol, Praha 
35, 259-268 (1988) 
 
197. E. Del Cacho, A. Estrada-Pena, A. Sanchez, J. Serra: 
Histological response of Eptesicus serotinus (Mammalia: 
Chiroptera) to Argas vespertilionis (Acari: argasidae) J 
Wildl Dis  30, 340-345 (1994) 
 
198. B.G. Bagnall, B.M. Doube.: The Australian paralysis 
tick Ixodes holocyclus. Aust Vet J  51, 159-160 (1975) 
 
199. A.M. Dvorak, G. Nabel, K. Pyne, H. Cantor, H.F. 
Dvorak, S.J. Galli: Ultrastructural identification of the 
mouse basophil. Blood 59, 1279-1285 (1982) 
 
200. F.H. Falcone, H. Haas, B.F. Gibbs: The human 
basophil: a new appreciation of its role in immune 
responses. Blood  96, 4028-4038 (2000) 
 
201. A. Mulenga, M. Blandon, R. Khumthong: The 
molecular basis of the Amblyomma americanum tick 
attachment phase. Exp Appl Acarol  41, 267-287 (2007) 
 
202. A. Hartnell, A. Heinemann, D.M. Conroy, R. Wait, 
G.J. Sturm, M. Caversaccio, P.J. Jose, T.J. Williams: 
Identification of selective basophil chemoattractants in 
human nasal polyps as insulin-like growth factor-1 and 
insulin-like growth factor-2. J Immuno 173, 6448-6457 
(2004) 
 



Role of saliva in tick feeding 

2080 

203. LL Sharp, JM Jameson, G Cauvi, WL Havran: 
Dendritic epidermal T cells regulate skin homeostasis 
through local production of insulin-like growth factor 1. 
Nat Immunol  6, 73-79 (2005) 
 
204. M.M. Davis, M. Krogsgaard, M. Huse, J. Huppa, B.F. 
Lillemeier, Q.J. Li: T cells as a self-referential, sensory 
organ. Annu Rev Immunol  25, 681-695 (2007) 
 
205. P.W. Askenase, B.G. Bagnall, M.J. Worms: 
Cutaneous basophil-associated resistance to ectoparasites 
(ticks) I. Transfer with immune serum or immune cells. 
Immunology  45, 501-511 (1982) 
 
206. M. Stadecker, S. Leskowitz: The inhibition of 
basophil-rich delayed skin reactions by a heterologous anti-
guinea pig T cell serum. Fed Proc  34, 1040 (1975) 
 
207. F. Ganapamo, B. Rutti, M. Brossard: In vitro 
production of interleukin-4 and interferon-gamma by 
lymph node cells from BALB/c mice infested with 
nymphal Ixodes ricinus ticks. Immunology  85, 120-124 
(1995) 
 
208. F. Ganapamo, B. Rutti, M. Brossard: 
Immunosuppression and cytokine production in mice 
infested with Ixodes ricinus ticks: a possible role of laminin 
and interleukin-10 on the in vitro responsiveness of 
lymphocytes to mitogens. Immunology  87, 259-263 (1996) 
 
209. M.L. Mbow, B. Rutti, M. Brossard: Infiltration of 
CD4+ CD8+ T cells, and expression of ICAM-1, Ia 
antigens, IL-1 alpha and TNF-alpha in the skin lesion of 
BALB/c mice undergoing repeated infestations with 
nymphal Ixodes ricinus ticks. Immunology 82, 596-602 
(1994) 
 
210. R. Carsetti, M.M. Rosado, H. Wardmann: Peripheral 
development of B cells in mouse and man. Immunol Rev 
197, 179-191 (2004) 
 
211. D.K. Boppana, S.K. Wikel, D.G. Raj, M.B. Manohar, 
J. Lalitha: Cellular infiltration at skin lesions and draining 
lymph nodes of sheep infested with adult Hyalomma 
anatolicum anatolicum ticks. Parasitology  131, 657-667 
(2005) 
 
212. F. Ganapamo, B. Rutti, M. Brossard: Cytokine 
production by lymph node cells from mice infested with 
Ixodes ricinus ticks and the effect of tick salivary gland 
extracts on IL-2 production. Scand J Immunol  44, 388-393 
(1996) 
 
213. S.K. Wikel, J.R. Allen: Acquired resistance to ticks. 
II. Effects of Cyclophosphamide on resistance. Immunology  
30, 479-484 (1976) 
 
214. J.L. Boese: Rabbit immunity to the rabbit tick, 
Haemaphysalis leporispalustris (Acari: Ixodidae) I. The 
development of resistance. J Med Entomol  11, 503-512 
(1974) 
 

215. J. Bowessidjaou, M. Brossard, A. Aeschlimann: 
Effects and duration of resistance acquired by rabbits on 
feeding and egg laying in Ixodes ricinus L. Experientia  33, 
528-530 (1977) 
 
216. S.K. Wikel, J.R. Allen: Acquired resistance to ticks. I. 
Passive transfer of resistance. Immunology  30, 311-316 
(1976) 
 
217. W. Trager: Acquired immunity to ticks. J Parasitol  
25, 57 (1939) 
 
218. M. Brossard, P. Girardin: Passive transfer of resistance 
in rabbits infested with adult Ixodes ricinus L: humoral 
factors influence feeding and egg laying. Experientia  35, 
1395-1397 (1979) 
 
219. S.J. Brown, F.M. Graziano, P.W. Askenase: Immune 
serum transfer of cutaneous basophil-associated resistance 
to ticks: mediation by 7SIgG1 antibodies. J Immunol  129, 
2407-2412 (1982) 
 
220. M.J. Worms, P.W. Askenase, S.J. Brown: 
Requirement for host Fc receptors and IgG antibodies in 
host immune responses against Rhipicephalus 
appendiculatus. Vet Parasitol  28, 153-161 (1988) 
 
221. S.J. Brown, P.W. Askenase: Amblyomma 
americanum: requirement for host Fc receptors in antibody-
mediated acquired immune resistance to ticks. Exp 
Parasitol  59, 248-256 (1985) 
 
222. S.S. Kashino, J. Resende, A.M. Sacco, C. Rocha, L. 
Proenca, W.A. Carvalho, A.A. Firmino, R. Queiroz, M. 
Benavides, L.J. Gershwin, I.K. De Miranda Santos: 
Boophilus microplus: the pattern of bovine 
immunoglobulin isotype responses to high and low tick 
infestations. Exp Parasitol 110, 12-21 (2005) 
 
223. H. Inokuma, R.L. Kerlin, D.H. Kemp, P. Willadsen: 
Effects of cattle tick (Boophilus microplus) infestation on 
the bovine immune system. Vet Parasitol  47, 107-118 
(1993) 
 
224. S. Hannier, J. Liversidge, J.M. Sternberg, A.S. 
Bowman: Ixodes ricinus tick salivary gland extract inhibits 
IL-10 secretion and CD69 expression by mitogen-
stimulated murine splenocytes and induces 
hyporesponsiveness in B lymphocytes. Parasite Immunol  
25, 27-37 (2003) 
 
225. S. Hannier, J. Liversidge, J.M. Sternberg, A.S. 
Bowman: Characterization of the B-cell inhibitory protein 
factor in Ixodes ricinus tick saliva: a potential role in 
enhanced Borrelia burgdoferi transmission. Immunology  
113, 401-408 (2004) 
 
226. H. Wang, P.A. Nuttall: Immunoglobulin-binding 
proteins in ticks: new target for vaccine development 
against a blood-feeding parasite. Cell Mol Life Sci 56, 286-
295. (1999) 
 



Role of saliva in tick feeding 

2081 

227. P.F. Zipfel, M. Mihlan, C. Skerka: The alternative 
pathway of complement: a pattern recognition system. Adv 
Exp Med Biol 598, 80-92 (2007) 
 
228. R.C. Duncan, L.C. Wijeyewickrema, R.N. Pike: The 
initiating proteases of the complement system: Controlling 
the cleavage. Biochimie  (2007) 
 
229. S. Thiel: Complement activating soluble pattern 
recognition molecules with collagen-like regions, mannan-
binding lectin, ficolins and associated proteins. Mol 
Immunol  44, 3875-3888 (2007) 
 
230. P.F. Zipfel, R. Wurzner, C. Skerka: Complement 
evasion of pathogens: common strategies are shared by 
diverse organisms. Mol Immunol  44, 3850-3857 (2007) 
 
231. M. Huber-Lang, J.V. Sarma, F.S. Zetoune, D. 
Rittirsch, T.A. Neff, S.R. McGuire, J.D. Lambris, R.L. 
Warner, M.A. Flierl, L.M. Hoesel, et al: Generation of C5a 
in the absence of C3: a new complement activation 
pathway. Nat Med  12, 682-687 (2006) 
 
232. R.F. Guo, P.A. Ward: Role of C5a in inflammatory 
responses. Annu Rev Immunol  23, 821-852 (2005) 
 
233. J. Bjork, T.E. Hugli, G. Smedeard: Microvascular 
effects of anaphylatoxins C3a and C5a. J Immunol  134, 
1115-1120 (1985) 
 
234. S.K. Wikel: Acquired resistance to ticks: expression of 
resistance by C4-deficient guinea pigs. Am JTrop Med Hyg  
28, 586-590 (1979) 
 
235. S.K. Wikel, J.R. Allen: Acquired resistance to ticks. 
III. Cobra venom factor and the resistance response. 
Immunology  32, 457-465 (1978) 
 
236. J.L. Berenberg, P.A. Ward, D.E. Sonenshine: Tick-
bite injury: Mediation by a complement-derived 
chemotictic chemotactic factor. J Immunol  109, 451-456 
(1972) 
 
237. J.G. Valenzuela, R. Charlab, T.N. Mather, J.M. 
Ribeiro: Purification, cloning, and expression of a novel 
salivary anticomplement protein from the tick, Ixodes 
scapularis. J Biol Chem  275, 18717-18723 (2000) 
 
238. J.M. Ribeiro, F. Alarcon-Chaidez, I.M. Francischetti, 
B.J. Mans, T.N. Mather, J.G. Valenzuela, S.K. Wikel: An 
annotated catalog of salivary gland transcripts from Ixodes 
scapularis ticks. Insect Biochem Mol Biol  36, 111-129 
(2006) 
 
239. K. Tyson, C. Elkins, H. Patterson, E. Fikrig, A. de 
Silva: Biochemical and functional characterization of 
Salp20, an ixodes scapularis tick salivary protein that 
inhibits the complement pathway. Insect Mol Biol  16, 469-
479 (2007) 
 
240. H. Schroeder, V. Daix, L. Gillet, J.C. Renauld, 0. 
Vanderplasschen: The paralogous salivary anti-complement 

proteins IRAC I and IRAC II encoded by Ixodes ricinus 
ticks have broad and complementary inhibitory activities 
against the complement of different host species. Microbes 
Infect  9, 247-250 (2007) 
 
241. M.A. Nunn, A. Sharma, G.C. Paesen, S. Adamson, O. 
Lissina, A.C. Willis, P.A. Nuttall: Complement inhibitor of 
C5 activation from the soft tick Ornithodoros moubata. J 
Immunol  174, 2084-2091 (2005) 
 
242. J.M. Ribeiro, A. Spielman: Ixodes dammini: salivary 
anaphylatoxin inactivating activity. Exp Parasitol 62, 292-
297 (1986) 
 
243. M. van Lookeren Campagne, C. Wiesmann, E.J. 
Brown: Macrophage complement receptors and pathogen 
clearance. Cell Microbiol  9, 2095-2102 (2007) 
 
244. C.A.J. Janeway (Ed.) Immunobiology: the immune 
system in health and disease., 6th edition edition. New 
York and London: Garland Science 2005. 
 
245. S.J. Allen, S.E. Crown, T.M. Handel: Chemokine: 
receptor structure, interactions, and antagonism. Annu Rev 
Immunol  25, 787-820 (2007) 
 
246. M.P. Bevilacqua: Endothelial-leukocyte adhesion 
molecules. Annu Rev Immunol  11, 767-804 (1993) 
 
247. B.H. Luo, C.V. Carman, T.A. Springer: Structural basis 
of integrin regulation and signaling. Annu Rev Immunol 25, 
619-647 (2007) 
 
248. K.R. Macaluso, S.K. Wikel: Dermacentor andersoni: 
effects of repeated infestations on lymphocyte proliferation, 
cytokine production, and adhesion-molecule expression by 
BALB/c mice. Ann Trop Med Parasitol  95, 413-427 (2001) 
 
249. S.K. Wikel, J.R. Allen: Acquired resistance to ticks. iii. 
Cobra venom factor and the resistance response. Immunology  
32, 457-465 (1977) 
 
250. S.K. Wikel: Acquired resistance to ticks: expression of 
resistance by C4-deficient guinea pigs. Am J Trop Med Hyg  
28, 586-590 (1979) 
 
251. J.M. Ribeiro, J.J. Weis, S.R. Telford, 3rd: Saliva of the 
tick Ixodes dammini inhibits neutrophil function. Exp 
Parasitol  70, 382-388 (1990) 
 
252. M. Kotsyfakis, A. Sa-Nunes, I.M. Francischetti, T.N. 
Mather, J.F. Andersen, J.M. Ribeiro: Antiinflammatory and 
immunosuppressive activity of sialostatin L, a salivary cystatin 
from the tick Ixodes scapularis. J Biol Chem  281, 26298-
26307 (2006) 
 
253. J.M. Ribeiro: Ixodes dammini: salivary anti-complement 
activity. Exp Parasitol  64, 347-353 (1987) 
 
254. C.H. Lawrie, S.E. Randolph, P.A. Nuttall: Ixodes 
ticks: serum species sensitivity of anticomplement activity. 
Exp Parasitol  93, 207-214 (1999) 



Role of saliva in tick feeding 

2082 

255. J.G. Valenzuela, R. Charlab, T.N. Mather, J.M. 
Ribeiro: Purification, cloning, and expression of a novel 
salivary anticomplement protein from the tick, Ixodes 
scapularis. J Biol Chem  275, 18717-18723 (2000) 
 
256. J.M. Ribeiro, F. Alarcon-Chaidez, I.M. Francischetti, 
B.J. Mans, T.N. Mather, J.G. Valenzuela, S.K. Wikel: An 
annotated catalog of salivary gland transcripts from Ixodes 
scapularis ticks. Insect Biochem Mol Biol  36, 111-129 
(2006) 
 
257. V. Daix, H. Schroeder, N. Praet, J.P. Georgin, I. 
Chiappino, L. Gillet, K. de Fays, Y. Decrem, G. Leboulle, 
E. Godfroid, et al: Ixodes ticks belonging to the Ixodes 
ricinus complex encode a family of anticomplement 
proteins. Insect Mol Biol 16, 155-166 (2007) 
 
258. W.A. Chinery, E. Ayitey-Smith: Histamine blocking 
agent in the salivary gland homogenate of the tick 
Rhipicephalus sanguineus sanguineus. Nature  265, 366-
367 (1977) 
 
259. A. Rot, U.H. von Andrian: Chemokines in innate and 
adaptive host defense: basic chemokinese grammar for 
immune cells. Annu Rev Immunol  22, 891-928 (2004) 
 
260. D. Rossi, A. Zlotnik: The biology of chemokines and 
their receptors. Annu Rev Immunol  18, 217-242 (2000) 
 
261. P.M. Murphy, M. Baggiolini, I.F. Charo, C.A. Hebert, 
R. Horuk, K. Matsushima, L.H. Miller, J.J. Oppenheim, 
C.A. Power: International union of pharmacology. XXII. 
Nomenclature for chemokine receptors. Pharmacol Rev  
52, 145-176 (2000) 
 
262. P.M. Murphy: International Union of Pharmacology. 
XXX. Update on chemokine receptor nomenclature. 
Pharmacol Rev  54, 227-229 (2002) 
 
263. U. Lippert, M. Artuc, A. Grutzkau, A. Moller, A. 
Kenderessy-Szabo, D. Schadendorf, J. Norgauer, K. 
Hartmann, R. Schweitzer-Stenner, T. Zuberbier, et al: 
Expression and functional activity of the IL-8 receptor type 
CXCR1 and CXCR2 on human mast cells. J Immunol  161, 
2600-2608 (1998) 
 
264. B. Ochensberger, L. Tassera, D. Bifrare, S. Rihs, C.A. 
Dahinden: Regulation of cytokine expression and 
leukotriene formation in human basophils by growth 
factors, chemokines and chemotactic agonists. Eur J 
Immunol  29, 11-22 (1999) 
 
265. C.E. Brightling, D. Kaur, P. Berger, A.J. Morgan, A.J. 
Wardlaw, P. Bradding: Differential expression of CCR3 
and CXCR3 by human lung and bone marrow-derived mast 
cells: implications for tissue mast cell migration. J Leukoc 
Biol  77, 759-766 (2005) 
 
266. B.S. Bochner, R.P. Schleimer: Mast cells, basophils, 
and eosinophils: distinct but overlapping pathways for 
recruitment. Immunol Rev  179, 5-15 (2001) 
 

267. R.N. Ramachandra, S.K. Wikel: Modulation of host-
immune responses by ticks (Acari: Ixodidae): effect of 
salivary gland extracts on host macrophages and 
lymphocyte cytokine production. J Med Entomol  29, 818-
826 (1992) 
 
268. P. Gwakisa, K. Yoshihara, T. Long To, H. Gotoh, F. 
Amano, E. Momotani: Salivary gland extract of 
Rhipicephalus appendiculatus ticks inhibits in vitro 
transcription and secretion of cytokines and production of 
nitric oxide by LPS-stimulated JA-4 cells. Vet Parasitol  
99, 53-61 (2001) 
 
269. N. Zeidner, M.L. Mbow, M. Dolan, R. Massung, E. 
Baca, J.. Piesman: Effects of Ixodes scapularis and Borrelia 
burgdorferi on modulation of the host immune response: 
induction of a TH2 cytokine response in Lyme disease-
susceptible (C3H/HeJ) mice but not in disease-resistant 
(BALB/c) mice. Infect Immun  65, 3100-3106 (1997) 
 
270. G.B. Schoeler, S.A. Manweiler, S.K. Wikel: Ixodes 
scapularis: effects of repeated infestations with pathogen-
free nymphs on macrophage and T lymphocyte cytokine 
responses of BALB/c and C3H/HeN mice. Exp Parasitol  
92, 239-248 (1999) 
 
271. B.R. Ferreira, J.S. Silva: Successive tick infestations 
selectively promote a T-helper 2 cytokine profile in mice. 
Immunology 96, 434-439 (1999) 
 
272. G. Leboulle, M. Crippa, Y. Decrem, N. Mejri, M. 
Brossard, A. Bollen, E. Godfroid: Characterization of a 
novel salivary immunosuppressive protein from Ixodes 
ricinus ticks. J Biol Chem  15, 15 (2002) 
 
273. R. Garg, I.J. Juncadella, N. Ramamoorthi, Ashish, 
S.K. Ananthanarayanan, V. Thomas, M. Rincon, J.K. 
Krueger, E. Fikrig, C.M. Yengo, J. Anguita: Cutting 
edge: CD4 is the receptor for the tick saliva 
immunosuppressor, Salp15. J Immunol 177, 6579-6583 
(2006) 
 
274. R.G. Dickinson, J.E. O'Hagan, M. Shotz, K.C. 
Binnington, M.P. Hegarty: Prostaglandin in the saliva of 
the cattle tick Boophilus microplus. Aust J Exp Biol Med 
Sci  54, 475-486 (1976) 
 
275. G.A. Higgs, J.R. Vane, R.J. Hart, C. Porter, R.G. 
Wilson: Prostaglandins in the saliva of the cattle tick, 
Boophilus microplus (Canestrini) (Acarina, Ixodidae) 
Bull Ent Res  66, 665-670 (1976) 
 
276. J.M.C. Ribeiro, P.M. Evans, J.L. MacSwain, J. 
Sauer: Amblyomma americanum: Characterization of 
salivary prostaglandins E2 and F2alpha by RP-
HPLC/bioassay and gas chromatography-mass 
spectrometry. Exp Parasitol  74, 112-116 (1992) 
 
277. D. Julius, A.I. Basbaum: Molecular mechanisms of 
nociception. Nature  413, 203-210. (2001) 
 



Role of saliva in tick feeding 

2083 

278. M. Kuroki, S. Minakami: Extracellular ATP triggers 
superoxide production in human neutrophils. Biochem 
Biophys Res  
Comm 162, 377-380 (1989) 
 
279. J. O'Flaherty, J.F. Cordes: Human neutrophil 
degranulation responses to nucleotides. Lab Invest 70, 816-
821 (1994) 
 
280. M.J. Millan: The induction of pain: an integrative 
review. Prog Neurobiol  57, 1-164. (1999) 
 
281 S.H. Ferreira, B.B. Lorenzetti, S. Poole: Bradykinin 
initiates cytokine-mediated inflammatory hyperalgesia. Br 
JPharmacol 110, 1227-1231. (1993) 
 
282. S. Poole, B.B. Lorenzetti, J.M. Cunha, F.Q. Cunha, 
S.H. Ferreira: Bradykinin B1 and B2 receptors, tumour 
necrosis factor alpha and inflammatory hyperalgesia. Br 
JPharmacol 126, 649-656. (1999) 
 
283. F.Q. Cunha, B.B. Lorenzetti, S. Poole, S.H. Ferreira: 
Interleukin-8 as a mediator of sympathetic pain. Br 
JPharmacol 104, 765-767. (1991) 
 
284. F.Q. Cunha, S. Poole, B.B. Lorenzetti, S.H. Ferreira: 
The pivotal role of tumour necrosis factor alpha in the 
development of inflammatory hyperalgesia. Br JPharmacol  
107, 660-664. (1992) 
 
285. P. Kocakova, M. Slavikova, V. Hajnicka, M. Slovak, 
J. Gasperik, I. Vancova, N. Fuchsberger, P.A. Nuttall: 
Effect of fast protein liquid chromatography fractionated 
salivary gland extracts from different ixodid tick species on 
interleukin-8 binding to its cell receptors. Folia Parasitol 
Praha, 50, 79-84 (2003) 
 
286. I.M. Francischetti, V. My Pham, B.J. Mans, J.F. 
Andersen, T.N. Mather, R.S. Lane, J.M. Ribeiro: The 
transcriptome of the salivary glands of the female western 
black-legged tick Ixodes pacificus (Acari: Ixodidae) Insect 
Biochem Mol Biol 35, 1142-1161 (2005) 
 
287. B. Lambson, V. Nene, M. Obura, T. Shah, P. Pandit, 
O. Ole-Moiyoi, K. Delroux, S. Welburn, R. Skilton, E. de 
Villiers, R. Bishop: Identification of candidate sialome 
components expressed in ixodid tick salivary glands using 
secretion signal complementation in mammalian cells. 
Insect Mol Biol  14, 403-414 (2005) 
 
288. I.K. Santos, J.G. Valenzuela, J.M. Ribeiro, M. de 
Castro, J.N. Costa, A.M. Costa, E.R. da Silva, O.B. Neto, 
C. Rocha, S. Daffre, et al: Gene discovery in Boophilus 
microplus, the cattle tick: the transcriptomes of ovaries, 
salivary glands, and hemocytes. Ann N Y Acad Sci 1026, 
242-246 (2004) 
 
289. F.J. Alarcon-Chaidez, J. Sun, S.K. Wikel: 
Transcriptome analysis of the salivary glands of 
Dermacentor andersoni Stiles (Acari: Ixodidae) Insect 
Biochem Mol Biol  37, 48-71 (2007) 
 

290. L.A. Grigor'eva: (Histopathological changes in lizard 
skin (Reptilia: Lacertidae) in feeding places of ticks of the 
genus Ixodes (Acari: Ixodidae)) Parazitologiia  36, 375-
378 (2002) 
 
291. A.N. Alekseev, L.A. Burenkova, I.S. Vasilieva, H.V. 
Dubinina, S.P. Chunikhin: Preliminary studies on virus and 
spirochete accumulation in the cement plug of ixodid ticks. 
Exp Appl Acarol  20, 713-723 (1996) 
 
292. A.N. Alekseev, L.A. Burenkova, V.M. Podboronov, 
S.P. Chunikhin: Bacteriocidal qualities of ixodid tick 
(Acarina: Ixodidae) salivary cement plugs and their 
changes under the influence of a viral tick-borne pathogen. 
J Med Entomol  32, 578-582 (1995) 
 
293. A.N. Alekseev, E.A. Arumova, I.S. Vasilieva: 
Borrelia burgdorferi sensu lato in female cement plug of 
Ixodes persulcatus ticks (Acari, Ixodidae) Exp Appl Acarol  
19, 519-522 (1995) 
 
294. R. Bishop, B. Lambson, C. Wells, P. Pandit, J. Osaso, 
C. Nkonge, S. Morzaria, A. Musoke, V. Nene: A cement 
protein of the tick Rhipicephalus appendiculatus, located in 
the secretory e cell granules of the type III salivary gland 
acini, induces strong antibody responses in cattle. Int J 
Parasitol  32, 833-842 (2002) 
 
295. W.A. Chinery: The nature and origin of the "cement" 
substance at the site of attachment and feeding of adult 
Haemaphysalis spinigera (Ixodidae) J Med Entomol  10, 
355-362 (1973) 
 
296. T. Harnnoi, T. Sakaguchi, X. Xuan, K. Fujisaki: 
Identification of genes encoding cement-like antigens 
expressed in the salivary glands of Haemaphysalis 
longicornis. J Vet Med Sci  68, 1155-1160 (2006) 
 
297. T. Harnnoi, S. Watchabunsook, T. Sakaguchi, X. 
Xuan, K. Fujisaki: Characterization of Haemaphysalis 
longicornis recombinant cement-like antigens and 
preliminary study of their vaccination effects. J Vet Med 
Sci  68, 1289-1295 (2006) 
 
298. D.C. Jaworski, R. Rosell, L.B. Coons, G.R. Needham: 
Tick (Acari: Ixodidae) attachment cement and salivary 
gland cells contain similar immunoreactive polypeptides. J 
Med Entomol  29, 305-309 (1992) 
 
299. G.R. Needham, D.C. Jaworski, F.A. Simmen, N. 
Sherif, M.T. Muller: Characterization of ixodid tick 
salivary-gland gene products, using recombinant DNA 
technology. Exp Appl Acarol  7, 21-32 (1989) 
 
300. P.G. Guilfoile, M. Packila: Identification of four genes 
expressed by feeding female Ixodes scapularis, including 
three with sequence similarity to previously recognized 
genes. Exp Appl Acarol  32, 103-110 (2004) 
 
301. J.G. Valenzuela, I.M.B. Francischetti, V.M. Pham, 
M.K. Garfield, T.N. Mather, J.M.C. Ribeiro: Exploring the 



Role of saliva in tick feeding 

2084 

sialome of the tick, Ixodes scapularis. J Exp Biol  205, 
2843-2864. (2002) 
 
302. C. Couillault, N. Pujol, J. Reboul, L. Sabatier, J.F. 
Guichou, Y. Kohara, J.J. Ewbank: TLR-independent 
control of innate immunity in Caenorhabditis elegans by 
the TIR domain adaptor protein TIR-1, an ortholog of 
human SARM. Nat Immunol 5, 488-494 (2004) 
 
303. J.E. Hansen, O. Lund, N. Tolstrup, A.A. Gooley, K.L. 
Williams, S. Brunak: NetOglyc: prediction of mucin type 
O-glycosylation sites based on sequence context and 
surface accessibility. Glycoconj J  15, 115-130 (1998) 
 
304. K. Julenius, A. Molgaard, R. Gupta, S. Brunak: 
Prediction, conservation analysis, and structural 
characterization of mammalian mucin-type O-glycosylation 
sites. Glycobiology  15, 153-164 (2005) 
 
305. T. Megraw, T.C. Kaufman, G.E. Kovalick: Sequence 
and expression of Drosophila Antigen 5-related 2, a new 
member of the CAP gene family. Gene  222, 297-304 
(1998) 
 
306. J.M. Anderson, F. Oliveira, S. Kamhawi, B.J. Mans, 
D. Reynoso, A.E. Seitz, P. Lawyer, M. Garfield, M. Pham, 
J.G. Valenzuela: Comparative salivary gland 
transcriptomics of sandfly vectors of visceral leishmaniasis. 
BMC Genomics 7, 52 (2006) 
 
307. B. Arca, F. Lombardo, I.M. Francischetti, V.M. Pham, 
M. Mestres-Simon, J.F. Andersen, J.M. Ribeiro: An insight 
into the sialome of the adult female mosquito Aedes 
albopictus. Insect Biochem Mol Biol  37, 107-127 (2007) 
 
308. E. Calvo, A. Dao, V.M. Pham, J.M. Ribeiro: An 
insight into the sialome of Anopheles funestus reveals an 
emerging pattern in anopheline salivary protein families. 
Insect Biochem Mol Biol  37, 164-175 (2007) 
 
309. C.L. Campbell, K.A. Vandyke, G.J. Letchworth, B.S. 
Drolet, T. Hanekamp, W.C. Wilson: Midgut and salivary 
gland transcriptomes of the arbovirus vector Culicoides 
sonorensis (Diptera: Ceratopogonidae) Insect Mol Biol  14, 
121-136 (2005) 
 
310. E. Calvo, J. Andersen, I.M. Francischetti, de L.C.M., 
A.G. deBianchi, A.A. James, J.M. Ribeiro, O. Marinotti: 
The transcriptome of adult female Anopheles darlingi 
salivary glands. Insect Mol Biol  13, 73-88 (2004) 
 
311. R. Charlab, J.G. Valenzuela, E.D. Rowton, J.M. 
Ribeiro: Toward an understanding of the biochemical and 
pharmacological complexity of the saliva of a 
hematophagous sand fly Lutzomyia longipalpis. Proc Natl 
Acad Sci U S A, 96, 15155-15160 (1999) 
 
312. B. Arca, F. Lombardo, J.G. Valenzuela, I.M. 
Francischetti, O. Marinotti, M. Coluzzi, J.M. Ribeiro: An 
updated catalogue of salivary gland transcripts in the adult 
female mosquito, Anopheles gambiae. J Exp Biol  208, 
3971-3986 (2005) 

313. E. Calvo, V.M. Pham, F. Lombardo, B. Arca, J.M. 
Ribeiro: The sialotranscriptome of adult male Anopheles 
gambiae mosquitoes. Insect Biochem Mol Biol  36, 570-575 
(2006) 
 
314. J.M. Ribeiro, B. Arca, F. Lombardo, E. Calvo, V.M. 
Phan, P.K. Chandra, S.K Wikel: An annotated catalogue of 
salivary gland transcripts in the adult female mosquito, 
Aedes aegypti. BMC Genomics 8, 6 (2007) 
 
315. T.J. Milne, G. Abbenante, J.D. Tyndall, J. Halliday, 
R.J. Lewis: Isolation and characterization of a cone snail 
protease with homology to CRISP proteins of the 
pathogenesis-related protein superfamily. J Biol Chem  
278, 31105-31110 (2003) 
 
316. Y. Yamazaki, F. Hyodo, T. Morita: Wide distribution 
of cysteine-rich secretory proteins in snake venoms: 
isolation and cloning of novel snake venom cysteine-rich 
secretory proteins. Arch Biochem Biophys  412, 133-141 
(2003) 
 
317. Y. Yamazaki, H. Koike, Y. Sugiyama, K. Motoyoshi, 
T. Wada, S. Hishinuma, M Mita, T. Morita: Cloning and 
characterization of novel snake venom proteins that block 
smooth muscle contraction. Eur JBiochem  269, 2708-2715 
(2002) 
 
318. Y. Yamazaki, T. Morita: Structure and function of 
snake venom cysteine-rich secretory proteins. Toxicon  44, 
227-231 (2004) 
 
319. M. Nobile, F. Noceti, G. Prestipino, L.D. Possani: 
Helothermine, a lizard venom toxin, inhibits calcium 
current in cerebellar granules. Exp Brain Res  110, 15-20 
(1996) 
 
320. A.M. Joubert, A.I. Louw, F. Joubert, A.W. Neitz: 
Cloning, nucleotide sequence and expression of the gene 
encoding factor Xa inhibitor from the salivary glands of the 
tick, Ornithodoros savignyi. Exp Appl Acarol  22, 603-619 
(1998) 
 
321. C.G. Paesen, C. Siebold, K. Harlos, M.F. Peacey, P.A. 
Nuttall, D.I. Stuart: A tick protein with a modified Kunitz 
fold inhibits human tryptase. J Mol Biol  368, 1172-1186 
(2007) 
 
322. A. van de Locht, M.T. Stubbs, W. Bode, T. Friedrich, 
C. Bollschweiler, W. Hoffken, R. Huber: The ornithodorin-
thrombin crystal structure, a key to the TAP enigma? Embo 
J  15, 6011-6017 (1996) 
 
323. J.C. Rau, L.M. Beaulieu, J.A. Huntington, F.C. 
Church: Serpins in thrombosis, hemostasis and fibrinolysis. 
J Thromb Haemost  5 Suppl 1, 102-115 (2007) 
 
324. M.R. Kanost: Serine proteinase inhibitors in arthropod 
immunity. Dev Comp Immunol  23, 291-301 (1999) 
 
325. K.R. Stark, A.A. James: Isolation and characterization 
of the gene encoding a novel factor Xa-directed 



Role of saliva in tick feeding 

2085 

anticoagulant from the yellow fever mosquito, Aedes 
aegypti. J Biol Chem  273, 20802-20809 (1998) 
 
326. S. Imamura, I. da Silva Vaz Junior, M. Sugino, K. 
Ohashi, M. Onuma: A serine protease inhibitor (serpin) 
from Haemaphysalis longicornis as an anti-tick vaccine. 
Vaccine, 23, 1301-1311 (2005) 
 
327. A. Muleng, M. Sugino, M. Nakajim, C. Sugimoto, M. 
Onuma: Tick-Encoded serine proteinase inhibitors 
(serpins); potential target antigens for tick vaccine 
development. J Vet Med Sci  63, 1063-1069 (2001) 
 
328. A. Mulenga, R. Khumthong, M.A. Blandon: 
Molecular and expression analysis of a family of the 
Amblyomma americanum tick Lospins. J Exp Biol  210, 
3188-3198 (2007) 
 
329. A. Mulenga, A. Tsuda, M. Onuma, C. Sugimoto: Four 
serine proteinase inhibitors (serpin) from the brown ear 
tick, Rhiphicephalus appendiculatus; cDNA cloning and 
preliminary characterization. Insect Biochem Mol Biol  33, 
267-276 (2003) 
 
330. P.P. Prevot, B. Couvreur, V. Denis, M. Brossard, L. 
Vanhamme, E. Godfroid: Protective immunity against 
Ixodes ricinus induced by a salivary serpin. Vaccine  25, 
3284-3292 (2007) 
 
331. P.P. Prevot, B. Adam, K.Z. Boudjeltia, M. Brossard, 
L. Lins, P. Cauchie, R. Brasseur, M. Vanhaeverbeek, L. 
Vanhamme, E. Godfroid: Anti-hemostatic effects of a 
serpin from the saliva of the tick Ixodes ricinus. J Biol 
Chem  281, 26361-26369 (2006) 
 
332. I. Letunic, L. Goodstadt, N.J. Dickens, T. Doerks, J. 
Schultz, R. Mott, F. Ciccarelli, R.R. Copley, C.P. Ponting, 
P. Bork: Recent improvements to the SMART domain-
based sequence annotation resource. Nucleic Acids Res  30, 
242-244 (2002) 
 
333. M. Kotsyfakis, S. Karim, J.F. Andersen, T.N. Mather, 
J.M. Ribeiro: Selective cysteine protease inhibition 
contributes to blood-feeding success of the tick Ixodes 
scapularis. J Biol Chem  (2007) 
 
334. M. Kotsyfakis, A. Sa-Nunes, I.M. Francischetti, T.N. 
Mather, J.F. Andersen, J.M. Ribeiro: Antiinflammatory and 
immunosuppressive activity of sialostatin L, a salivary 
cystatin from the tick Ixodes scapularis. J Biol Chem  281, 
26298-26307 (2006) 
 
335. S. Karim, N.J. Miller, J. Valenzuela, J.R. Sauer, T.N. 
Mather: RNAi-mediated gene silencing to assess the role of 
synaptobrevin and cystatin in tick blood feeding. Biochem 
Biophys Res Commun  334, 1336-1342 (2005) 
 
336. L. Grunclova, M. Horn, M. Vancova, D. Sojka, Z. 
Franta, M. Mares, P. Kopacek: Two secreted cystatins of 
the soft tick Ornithodoros moubata: differential expression 
pattern and inhibitory specificity. Biol Chem  387, 1635-
1644 (2006) 

337. C.A. Lima, S.D. Sasaki, A.S. Tanaka: Bmcystatin, a 
cysteine proteinase inhibitor characterized from the tick 
Boophilus microplus. Biochem Biophys Res Commun  347, 
44-50 (2006) 
 
338. J. Zhou, M. Ueda, R. Umemiya, B. Battsetseg, D. 
Boldbaatar, X. Xuan, K. Fujisaki: A secreted cystatin from 
the tick Haemaphysalis longicornis and its distinct 
expression patterns in relation to innate immunity. Insect 
Biochem Mol Biol  36, 527-535 (2006) 
 
339. A.C. Fogaca, I.C. Almeida, M.N. Eberlin, A.S. 
Tanaka,  P. Bulet, S. Daffre: Ixodidin, a novel antimicrobial 
peptide from the hemocytes of the cattle tick Boophilus 
microplus with inhibitory activity against serine 
proteinases. Peptides  27, 667-674 (2005) 
 
340. S. Iwanaga, M. Okada, H. Isawa, A. Morita, M. Yuda, 
Y. Chinzei: Identification and characterization of novel 
salivary thrombin inhibitors from the ixodidae tick, 
Haemaphysalis longicornis. Eur J Biochem  270, 1926-
1934 (2003) 
 
341. M. Kazimirova, V. Jancinova, M. Petrikova, P. Takac, M. 
Labuda, R. Nosal: An inhibitor of thrombin-stimulated blood 
platelet aggregation from the salivary glands of the hard tick 
Amblyomma variegatum (Acari: Ixodidae) Exp Appl Acarol 
28, 97-105 (2002) 
 
342. J.F. Andersen, N.P. Gudderra, I.M. Francischetti, J.G. 
Valenzuela, J.M. Ribeiro: Recognition of anionic phospholipid 
membranes by an antihemostatic protein from a blood-feeding 
insect. Biochemistry  43, 6987-6994 (2004) 
 
343. J.L. Arolas, J. Lorenzo, A. Rovira, J. Castella, F.X. 
Aviles, C.P. Sommerhoff: A carboxypeptidase inhibitor from 
the tick Rhipicephalus bursa: isolation, cDNA cloning, 
recombinant expression, and characterization. J Biol Chem  
280, 3441-3448 (2005) 
 
344. J.L. Arolas, G.M. Popowicz, J. Lorenzo, C.P. 
Sommerhoff, R. Huber, F.X. Aviles, T.A. Holak: The three-
dimensional structures of tick carboxypeptidase inhibitor in 
complex with A/B carboxypeptidases reveal a novel double-
headed binding mode. J Mol Biol 350, 489-498 (2005) 
 
345. H. Gong, J. Zhou, M. Liao, T. Hatta, T. Harnnoi, R. 
Umemiya, N. Inoue, X. Xuan, K. Fujisaki: Characterization of 
a carboxypeptidase inhibitor from the tick Haemaphysalis 
longicornis. J Insect Physiol  (2007) 
 
346. D.R. Flower, A.C. North, C.E. Sansom: The lipocalin 
protein family: structural and sequence overview. Biochim 
Biophys Acta, 1482, 9-24 (2000) 
 
347. J.M. Ribeiro, J. Andersen, M.A. Silva-Neto, V.M. Pham, 
M.K. Garfield, J.G. Valenzuela: Exploring the sialome of the 
blood-sucking bug Rhodnius prolixus. Insect Biochem Mol 
Biol  34, 61-79 (2004) 
 
348. A. Santos, J.M. Ribeiro, M.J. Lehane, N.F. Gontijo, 
A.B. Veloso, M.R. Sant'Anna, R. Nascimento Araujo, E.C. 



Role of saliva in tick feeding 

2086 

Grisard, M.H. Pereira: The sialotranscriptome of the blood-
sucking bug Triatoma brasiliensis (Hemiptera, 
Triatominae) Insect Biochem Mol Biol  37, 702-712 (2007) 
 
349. J.F. Andersen, N.P. Gudderra, I.M. Francischetti, J.M. 
Ribeiro: The role of salivary lipocalins in blood feeding by 
Rhodnius prolixus. Arch Insect Biochem Physiol  58, 97-
105 (2005) 
 
350. F.A. Walker: Nitric oxide interaction with insect 
nitrophorins and thoughts on the electron configuration of 
the {FeNO}6 complex. J Inorg Biochem  99, 216-236 
(2005) 
 
351. D. Champagne, R.H. Nussenzveig, J.M.C. Ribeiro: 
Purification, characterization, and cloning of nitric oxide-
carrying heme proteins (nitrophorins) from salivary glands 
of the blood sucking insect Rhodnius prolixus. J Biol Chem  
270, 8691-8695 (1995) 
 
352. J.M.C. Ribeiro, F.A. Walker: High affinity histamine-
binding and anti-histaminic activity of the salivary NO-
carrying heme protein (Nitrophorin) of Rhodnius prolixus. 
J Exp Med  180, 2251-2257 (1994) 
 
353. J.F. Andersen, I.M. Francischetti, J.G. Valenzuela, P. 
Schuck, J.M. Ribeiro: Inhibition of hemostasis by a high 
affinity biogenic amine-binding protein from the saliva of a 
blood-feeding insect. J Biol Chem  278, 4611-4617 (2003) 
 
354. Y. Zhang, J.M. Ribeiro, J.A. Guimaraes, P.N. Walsh: 
Nitrophorin-2: a novel mixed-type reversible specific 
inhibitor of the intrinsic factor-X activating complex. 
Biochemistry  37, 10681-10690 (1998) 
 
355. H. Isawa, M. Yuda, K. Yoneda, Y. Chinzei: The insect 
salivary protein, prolixin-S, inhibits factor IXa generation 
and Xase complex formation in the blood coagulation 
pathway. J Biol Chem  275, 6636-6641. (2000) 
 
356. J.M.C. Ribeiro, M. Schneider, J.A. Guimaraes: 
Purification and characterization of Prolixin S (Nitrophorin 
2), the salivary anticoagulant of the blood sucking bug, 
Rhodnius prolixus. Biochem J  308, 243-249 (1995) 
 
357. H. Wang, G.C. Paesen,  P.A. Nuttall, A.G. Barbour: 
Male ticks help their mates to feed. Nature  391, 753-754. 
(1998) 
 
358. B.J. Mans, A.I. Louw, A.W. Neitz: The major tick 
salivary gland proteins and toxins from the soft tick, 
Ornithodoros savignyi, are part of the tick Lipocalin 
family: implications for the origins of tick toxicoses. Mol 
Biol Evol  20, 1158-1167 (2003) 
 
359. E. Calvo, B.J. Mans, J.F. Andersen, J.M. Ribeiro: 
Function and evolution of a mosquito salivary protein 
family. J Biol Chem 281, 1935-1942 (2006) 
 
360. J.M.C. Ribeiro: Blood-feeding arthropods: Live 
syringes or invertebrate pharmacologists? Infect Agents Dis  
4, 143-152 (1995) 

 
361. A.F. Geczy, M.A. Naughton, J.B. Clegg, R.W. 
Hewetson: Esterases and a carbohydrate splitting enzyme 
in the saliva of the cattle tick, Boophilus microplus. J 
Parasitol  57, 437-438 (1971) 
 
362. A.S. Bowman, C.L. Gengler, M.R. Surdick, K. Zhu, 
R.C. Essenberg, J.R. Sauer, J.W. Dillwith: A novel 
phospholipase A2 activity in saliva of the lone star tick, 
Amblyomma americanum (L.) Exp Parasitol  87, 121-132 
(1997) 
 
363. K. Zhu, J.W. Dillwith, A.S. Bowman, J.R. Sauer: 
Identification of hemolytic activity in saliva of the lone star 
tick (Acari:Ixodidae) J Med Entomol  34, 160-166 (1997) 
 
364. K. Zhu, A.S. Bowman, J.W. Dillwith, J.R. Sauer: 
Phospholipase A2 activity in salivary glands and saliva of 
the lone star tick (Acari: Ixodidae) during tick feeding. J 
Med Entomol  35, 500-504 (1998) 
 
365. T. Harnnoi, T. Sakaguchi, Y. Nishikawa, X. Xuan, K. 
Fujisaki: Molecular characterization and comparative study 
of 6 salivary gland metalloproteases from the hard tick, 
Haemaphysalis longicornis. Comp Biochem Physiol B 
Biochem Mol Biol  147, 93-101 (2007) 
 
366. E. Calvo, J.M. Ribeiro: A novel secreted endonuclease 
from Culex quinquefasciatus salivary glands. J Exp Biol  
209, 2651-2659 (2006) 
 
367. R.O. Rego, O. Hajdusek, V. Kovar, P. Kopacek, L. 
Grubhoffer, V. Hypsa: Molecular cloning and comparative 
analysis of fibrinogen-related proteins from the soft tick 
Ornithodoros moubata and the hard tick Ixodes ricinus. 
Insect Biochem Mol Biol  35, 991-1004 (2005) 
 
368. R. Johns, D.E. Sonenshine, W.L. Hynes: Identification 
of a defensin from the hemolymph of the American dog 
tick, Dermacentor variabilis. Insect Biochem Mol Biol  31, 
857-865 (2001) 
 
369. Y. Nakajima, A. van der Goes van Naters-Yasui, D. 
Taylor, M. Yamakawa: Two isoforms of a member of the 
arthropod defensin family from the soft tick, Ornithodoros 
moubata (Acari: Argasidae) Insect Biochem Mol Biol  31, 
747-751 (2001) 
 
370. Y. Nakajima, D. Taylor, M. Yamakawa: Involvement 
of antibacterial peptide defensin in tick midgut defense. 
Exp Appl Acarol  28, 135-140 (2002) 
 
371. D.E. Sonenshine, S.M. Ceraul, W.E. Hynes, K.R. 
Macaluso, A.F. Azad: Expression of defensin-like peptides 
in tick hemolymph and midgut in response to challenge 
with Borrelia burgdorferi, Escherichia coli and Bacillus 
subtilis. Exp Appl Acarol  28, 127-134 (2002) 
 
372. Y. Nakajima, A. van der Goes van Naters-Yasui, D. 
Taylor, M. Yamakawa: Antibacterial peptide defensin is 
involved in midgut immunity of the soft tick, Ornithodoros 
moubata. Insect Mol Biol  11, 611-618 (2002) 



Role of saliva in tick feeding 

2087 

373. Y. Nakajima, J. Ishibashi, F. Yukuhiro, A. Asaoka, D. 
Taylor, M. Yamakawa: Antibacterial activity and 
mechanism of action of tick defensin against Gram-positive 
bacteria. Biochim Biophys Acta  1624, 125-130 (2003) 
 
374. S.M. Ceraul, D.E. Sonenshine, R.E. Ratzlaff, W.L. 
Hynes: An arthropod defensin expressed by the hemocytes 
of the American dog tick, Dermacentor variabilis (Acari: 
Ixodidae) Insect Biochem Mol Biol  33, 1099-1103 (2003) 
 
375. Y. Nakajima, H. Saido-Sakanaka, D. Taylor, M. 
Yamakawa: Up-regulated humoral immune response in the 
soft tick, Ornithodoros moubata (Acari: Argasidae) 
Parasitol Res  91, 476-481 (2003) 
 
376. A.C. Fogaca, D.M. Lorenzini, L.M. Kaku, E. Esteves, 
P. Bulet, S. Daffre: Cysteine-rich antimicrobial peptides of 
the cattle tick Boophilus microplus: isolation, structural 
characterization and tissue expression profile. Dev Comp 
Immunol  28, 191-200 (2004) 
 
377. T. Matsuo, Y. Okoda, B. Badgar, N. Inoue, X. Xuan, 
D. Taylor, K. Fujisaki: Fate of GFP-expressing Escherichia 
coli in the midgut and response to ingestion in a tick, 
Ornithodoros moubata (Acari: Argasidae) Exp Parasitol  
108, 67-73 (2004) 
 
378. R. Lai, L.O. Lomas, J. Jonczy, P.C. Turner, H.H. 
Rees: Two novel non-cationic defensin-like antimicrobial 
peptides from haemolymph of the female tick, Amblyomma 
hebraeum. Biochem J  379, 681-685 (2004) 
 
379. W.L. Hynes, S.M. Ceraul, S.M. Todd, K.C. Seguin, 
D.E. Sonenshine: A defensin-like gene expressed in the 
black-legged tick, Ixodes scapularis. Med Vet Entomol  19, 
339-344 (2005) 
 
380. D.E. Sonenshine, W.L. Hynes, S.M. Ceraul, R. 
Mitchell, T. Benzine: Host blood proteins and peptides in 
the midgut of the tick Dermacentor variabilis contribute to 
bacterial control. Exp Appl Acarol  36, 207-223 (2005) 
 
381. N. Rudenko, M. Golovchenko, M.J. Edwards, L. 
Grubhoffer: Differential expression of Ixodes ricinus tick 
genes induced by blood feeding or Borrelia burgdorferi 
infection. J Med Entomol  42, 36-41 (2005) 
 
382. N. Rudenko, M. Golovchenko, L. Grubhoffer: Gene 
organization of a novel defensin of Ixodes ricinus: first 
annotation of an intron/exon structure in a hard tick 
defensin gene and first evidence of the occurrence of two 
isoforms of one member of the arthropod defensin family. 
Insect Mol Biol  16, 501-507 (2007) 
 
383. S.M. Todd, D.E. Sonenshine, W.L. Hynes: Tissue and 
life-stage distribution of a defensin gene in the Lone Star 
tick, Amblyomma americanum. Med Vet Entomol  21, 141-
147 (2007) 
 
384. J. Zhou, M. Liao, M. Ueda, H. Gong, X. Xuan, K. 
Fujisaki: Sequence characterization and expression patterns 
of two defensin-like antimicrobial peptides from the tick 

Haemaphysalis longicornis. Peptides  28, 1304-1310 
(2007) 
 
385. N. Tsuji, B. Battsetseg, D. Boldbaatar, T. Miyoshi, X. 
Xuan, J.H. Oliver Jr., K. Fujisaki: Babesial vector tick 
defensin against Babesia sp. parasites. Infect Immun  75, 
3633-3640 (2007) 
 
386. J.T. Mattila, U.G. Munderloh, T.J. Kurtti: Rickettsia 
peacockii, an endosymbiont of Dermacentor andersoni, 
does not elicit or inhibit humoral immune responses from 
immunocompetent D. andersoni or Ixodes scapularis cell 
lines. Dev Comp Immunol (2007) 
 
387. S.M. Ceraul, S.M. Dreher-Lesnick, J.J. Gillespie, M.S. 
Rahman, A.F. Azad: New tick defensin isoform and 
antimicrobial gene expression in response to Rickettsia 
montanensis challenge. Infect Immun 75, 1973-1983 (2007) 
 
388. R. Lai, H. Takeuchi, L.O. Lomas, J. Jonczy, D.J. 
Rigden, H.H. Rees, P.C. Turner: A new type of 
antimicrobial protein with multiple histidines from the hard 
tick, Amblyomma hebraeum. Faseb J  18, 1447-1449 
(2004) 
 
389. H.J. Loomans, B.L. Hahn, Q.Q. Li, S.H. Phadnis, 
P.G. Sohnle: Histidine-based zinc-binding sequences 
and the antimicrobial activity of calprotectin. J Infect 
Dis  177, 812-814 (1998) 
 
390. B.F. Stone, K.C. Binnington, M. Gauci, J.H. 
Aylward: Tick/host interactions for Ixodes holocyclus: 
role, effects, biosynthesis and nature of its toxic and 
allergenic oral secretions. Exp Appl Acarol  7, 59-69 
(1989) 
 
391. D.K. Bergman, M.J. Palmer, M.J. Caimano, J.D. 
Radolf, S.K. Wikel: Isolation and molecular cloning of a 
secreted immunosuppressant protein from Dermacentor 
andersoni salivary gland. J Parasitol  86, 516-525. 
(2000) 
 
392. A.N. Nathoo, R.A. Moeller, B.A.. Westlund, A.C. 
Hart: Identification of neuropeptide-like protein gene 
families in Caenorhabditis elegans and other species. 
Proc Natl Acad Sci U S A, 98, 14000-14005 (2001) 
 
393. P. Skiebe: Neuropeptides in the crayfish 
stomatogastric nervous system. Microsc Res Tech  60, 
302-312 (2003) 
 
394. B.M. Cheung, C.Y. Li, L.Y. Wong: 
Adrenomedullin: its role in the cardiovascular system. 
Semin Vasc Med  4, 129-134 (2004) 
 
395. E. Zudaire, S. Portal-Nunez, F. Cuttitta: The 
central role of adrenomedullin in host defense. J Leukoc 
Biol 80, 237-244 (2006) 
 
396. L.L. Nikitenko, S.B. Fox, S. Kehoe, M.C. Rees, R. 
Bicknell: Adrenomedullin and tumour angiogenesis. Br 
J Cancer  94, 1-7 (2006) 



Role of saliva in tick feeding 

2088 

397. S.A. Wickstrom, K. Alitalo, J. Keski-Oja: Endostatin 
signaling and regulation of endothelial cell-matrix 
interactions. Adv Cancer Res  94, 197-229 (2005) 
 
398. D.C.S.F.A. Jaworski, W. Lamoreaux, L.B. Coons, 
M.T. Muller, G.R. Needham: A secreted calreticulin 
protein in ixodid tick (Amblyomma americanum) saliva. J 
Insect Physiol  41, 369-375 (1995) 
 
399. M.L. Sanders, D.C. Jaworski, J.L. Sanchez, R.F. 
DeFraites, G.E. Glass, A.L. Scott, S. Raha, B.C. Ritchie, 
G.R. Needham, B.S. Schwartz: Antibody to a cDNA-
derived calreticulin protein from Amblyomma americanum 
as a biomarker of tick exposure in humans. Am J Trop Med 
Hyg  59, 279-285 (1998) 
 
400. M.L. Sanders, G.E. Glass, R.B. Nadelman, G.P. 
Wormser, A.L. Scott, S. Raha, B.C. Ritchie, D.C. Jaworski, 
B.S. Schwartz: Antibody levels to recombinant tick 
calreticulin increase in humans after exposure to Ixodes 
scapularis (Say) and are correlated with tick engorgement 
indices. Am J Epidemiol 149, 777-784 (1999) 
 
401. P.D. Nash, M. Opas, M. Michalak: Calreticulin: not 
just another calcium-binding protein. Mol Cell Biochem 
135, 71-78 (1994) 
 
402. S. Narasimhan, B. Sukumaran, U. Bozdogan, V. 
Thomas, X. Liang, K. DePonte, N. Marcantonio, R.A. 
Koski, J.F. Anderson, F. Kantor, E. Fikrig: A tick 
antioxidant facilitates the Lyme disease agent's successful 
migration from the mammalian host to the arthropod 
vector. Cell Host Microbe  2, 7-18 (2007) 
 
403. D.H. Kemp, J.R. Hales, A.V. Schleger, A.A. Fawcett: 
Comparison of cutaneous hyperemia in cattle elicited by 
larvae of Boophilus microplus and by PG's and other 
mediators. Experientia  39, 725-727 (1983) 
 
404. H. Inokuma, D.H. Kemp, P. Willadsen: Prostaglandin 
E2 production by the cattle tick (Boophilus microplus) into 
feeding sites and its effect on the response of bovine 
mononuclear cells to mitogen. Vet Parasitol  53, 293-299 
(1994) 
 
405. H. Inokuma, D.H. Kemp, P. Willadsen: Comparison 
of prostaglandin E2 (PGE2) in salivary gland of Boophilus 
microplus, Haemaphysalis longicornis and Ixodes 
holocyclus, and quantification of PGE2 in saliva, 
hemolymph, ovary and gut of B. microplus. J Vet Med Sci  
56, 1217-1218 (1994) 
 
406. A.S. Bowman, J.W. Dillwith, J.R. Sauer: Tick salivary 
prostaglandins: Presence, origin and significance. Parasitol 
Today  12, 388-396 (1996) 
 
407. F. Fezza, J.W. Dillwith, T. Bisogno, JS Tucker, V Di 
Marzo, JR Sauer: Endocannabinoids and related fatty acid 
amides, and their regulation, in the salivary glands of the 
lone star tick. Biochim Biophys Acta 1633, 61-67 (2003) 
 

408. C.N. Serhan: Lipoxin biosynthesis and its impact in 
inflammatory and vascular events. Biochim Biophys Acta, 
1212, 1-25 (1994) 
 
409. Y. Urade, O. Hayaishi: Prostaglandin D synthase: 
structure and function. Vitam Horm  58, 89-120 (2000) 
 
410. B.J. Mans, J.F. Andersen, I.M.B. Francischetti, J.G. 
Valenzuela, T.G. Schwan, V.M. Pham, M.K. Garfield, C.H. 
Hammer, J.M.C. Ribeiro: Comparative sialomics between 
hard and soft ticks: Implications for the evolution of blood-
feeding behavior. Insect Biochem Mol Biol (2007) 
 
411. I.M.B. Francischetti, B.J. Mans, Z. Meng, N. 
Gudderra, T.D. Veenstra, V.M. Pham, J.M.C. Ribeiro: An 
insight into the sialome of the soft tick, Ornithodorus 
parkeri.  Insect Biochem Mol Biol (2007) 
 
412. B.J. Mans, A.W. Neitz: Adaptation of ticks to a blood-
feeding environment: evolution from a functional 
perspective. Insect Biochem Mol Biol  34, 1-17 (2004) 
 
413. N.S. Geraci, J. Spencer Johnston, J. Paul Robinson, 
C.A. Wikel, S.K. Hill: Variation in genome size of argasid 
and ixodid ticks. Insect Biochem Mol Biol 37, 399-408 
(2007) 
 
414. E.V. Koonin: Orthologs, Paralogs, and Evolutionary 
Genomics. Annu Rev Genet  (2005) 
 
415. M. Nei, A.P. Rooney: Concerted and birth-and-death 
evolution of multigene families. Annu Rev Genet  39, 121-
152 (2005) 
 
416. Clark, R. A. In L. A. Goldsmith (ed.), Physiology, 
biochemistry and molecular biology of the skin, 2nd ed., 
vol. I. Oxford University Press, New York, NY. 577 (1991) 
 
Key Words: Tick, Salivary Gland, Feeding, Hemostasis, 
Inflammation, Angiogenesis, Review 
 
Send correspondence to: Jose M.C. Ribeiro, Laboratory of 
Malaria and Vector Research, National Institute of Allergy and 
Infectious Diseases, Bethesda MD, USA, Tel: 301-496-9389, 
Fax: 301-480-2571, E-mail: jribeiro@niaid.nih.gov 
 
http://www.bioscience.org/current/vol14.htm 
 


