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From genome to “venome”: Molecular origin and
evolution of the snake venom proteome inferred
from phylogenetic analysis of toxin sequences and
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This study analyzed the origin and evolution of snake venom proteome by means of phylogenetic analysis of the
amino acid sequences of the toxins and related nonvenom proteins. The snake toxins were shown to have arisen
from recruitment events of genes from within the following protein families: acetylcholinesterase, ADAM
(disintegrin / metalloproteinase), AVIT, complement C3, crotasin/@ defensin, cystatin, endothelin, factor V, factor X,
kallikrein, kunitz-type proteinase inhibitor, LYNX/SLUR, L-amino oxidase, lectin, natriuretic peptide, Bnerve growth

factor, phospholipase A,, SPla/Ryanodine, vascular endothelial growth factor, and whey acidic protein/secretory
leukoproteinase inhibitor. Toxin recruitment events were found to have occurred at least 24 times in the evolution
of snake venom. Two of these toxin derivations (CRISP and kallikrein toxins) appear to have been actually the result
of modifications of existing salivary proteins rather than gene recruitment events. One snake toxin type, the waglerin
peptides from Tropidolaemus wagleri (Wagler’s Viper), did not have a match with known proteins and may be derived
from a uniquely reptilian peptide. All of the snake toxin types still possess the bioactivity of the ancestral proteins in
at least some of the toxin isoforms. However, this study revealed that the toxin types, where the ancestral protein
was extensively cysteine cross-linked, were the ones that flourished into functionally diverse, novel toxin multigene

families.

[Supplemental material is available online at www.genome.org.]

Venomous snakes possess one of the most sophisticated inte-
grated weapons systems in the natural world. The advanced
snakes (superfamily Colubroidea) make up >80% of the ~2900
species of snake currently described, and contain all of the
known venomous forms (Greene 1997; Vidal 2002). Snake
venom glands evolved a single time, at the base of the colubroid
radiation, 60-80 million years ago, with extensive subsequent
“evolutionary tinkering” (Vidal and Hedges 2002; Fry and
Wiister 2004). Evidence comes from comparative morphology,
embryology, and developmental biology, as well as the demon-
strated homology of venom-secreting glands of different colu-
broid families (Kochva 1963, 1965, 1978; Underwood and
Kochva 1993; Underwood 1997; Jackson 2003), as well as the
distribution of these glands across the full spectrum of “colubrid”
families (Vidal 2002) in addition to phylogenetic analyses of
toxin sequences (Fry et al. 2003a,b; Fry and Wiister 2004). As
maxillary fangs and a venom gland are a colubroid synapomor-
phy, the distinction between the “Duvernoy’s gland” and the
atractaspidid/elapid/viperid venom glands has been abandoned
(Fry et al. 2003¢).

It has been previously postulated that some of the snake
toxin types (such as three-finger toxins) evolved from a single
ribonuclease ancestor (Strydom 1973). It has also been hypoth-
esized that the snake venom gland itself evolved in the mouth
region as a consequence of an evolutionary change in the pan-
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creatic trait, and consequently, some of the toxins should show
strong affinities to pancreatic proteins (Kochva 1987). Therefore,
a fundamental question that has remained unanswered is what
gene types were recruited for use in the snake venom proteome
and what were the tissue locations from which these genes were
harvested? Another major remaining unanswered question is
what biochemical characteristics do these ancestral proteins
share?

The purpose of this study was to use phylogenetic analyses
of toxin and related body proteins to reconstruct the evolution-
ary history of snake venom proteome in order to provide a frame-
work for use in answering these questions. Examined in this
study were the following snake toxin types: 3FTx (three-finger
toxin), acetylcholinesterase, ADAM (disintegrin/metallopro-
teinase), CVF/C3 (cobra venom factor/complement C3), crot-
amine, cystatin, factor V, factor X, kallikrein, kunitoxins, L-
amino oxidase, lectins (C-type and galactose binding), MIT
(mamba intestinal toxin), natriuretic peptide, NGF (nerve growth
factor), PLA, (phospholipase A,), sarafotoxin, SPRY (SPla/
Ryanodine), VEGF (vascular endothelial growth factor), wagerlin,
and waprin (Table 1).

Results

The conventionally recognized, major classes of a particular pro-
tein type, characterized by activity type and specific functional
motifs, formed monophyletic groups. These groupings were con-
gruent whether by Bayesian analysis (Figs. 1-11) or maximum
parsimony (data not shown) and supported by high posterior
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Table 1. Data sets analyzed

Toxin type and related # of # of # parsimony
body proteins sequences characters informative
3FTx/LYNX/SLUR 378 483 272
Acetylcholinesterase 97 1259 773
ADAM 141 750 673
Cobra venom factor/C3 100 2403 1932
CRISP 96 826 681
Crotamine/Crotasin/p

Defensin 20 72 21
Cystatin 90 200 179
Factor V 34 2594 2131
Factor X 60 750 508
Kallikrein 249 476 352
Kunitz 250 236 201
L-Amino oxidase 48 1005 648
Lectin 145 518 382
Mamba intestinal

peptide/Prokineticin 22 135 79
Natriuretic peptide 82 329 183
Nerve growth factor 95 440 256
Phospholipase A, 327 250 206
Sarafotoxin/endothelin 37 557 217
SPRY 141 300 134
VEGF 93 594 411
Waprin/Whey acidic protein 124 288 197

probabilities. Of the 24 snake toxin types examined, 23 had
matches with known protein types (Table 2). In 11 data sets (ace-
tylcholinesterase, CNP-BPP, CRISP, CVF, crotamine, factor V, fac-
tor X, L-amino oxidase, type IB PLA,, and type IIA PLA,) the
toxin sequences were nested within a nontoxin subclade, with
high posterior probability support, thus allowing for clear infer-
ence of gene origin (Figs. 1-5). In seven data sets (ADAM, cys-
tatin, MIT, Kkallikrein, lectin, sarafotoxin, and SPRY), the toxin
sequences formed sister groups to body protein types with high
bootstrap value support, allowing for inference of ancestral non-
toxin gene, but definitive assignment to a particular subclade not

Table 2. Summary of toxin relationships with ancestral proteins

being possible (Figs. 6-9A). In five data sets (3FTx, BNP, kunitz
type proteinase inhibitor, VEGF, and waprin), high levels of satu-
ration, combined with short sequence length, produced polyto-
mies that did not allow for assignment of the toxins to specific
clade within the larger protein family (Figs. 1B, 9B-11). The wa-
glerin toxins from Tropidolaemus wagleri (Wagler’s Viper) (Aiken
et al. 1992) did not have a match with any known protein types,
and genome mining did not reveal any high confidence matches
within protein-coding regions.

Discussion

Past hypotheses suggested that proteins of pancreatic origin
should be the dominant snake toxins (Strydom 1973; Kochva
1987). However, the results of this study reveal a diverse array of
tissues from which toxin encoding genes were harvested and the
bioactivities equally diverse (Tables 3, 4). While there was no
pattern with regard to specific tissue type, with many of the
ancestral gene types expressed in several tissues, all coded for
secretory proteins. Comparison of toxins and ancestral body pro-
teins allowed for a determination of ancestral versus derived ac-
tivities (Tables 5, 6). For example, the phylogenetic association of
the 3FTx with the nicotinic acetylcholine receptor-binding LYNX
and SLUR peptides (e.g., Miwa et al. 1999; Ibanez-Tallon et al.
2002; Chimienti et al. 2003) is consistent with the basal a-neu-
rotoxic activity of the 3FTx (Fry et al. 2003a). This is in contrast
to previous hypotheses of an ancestral digestive action for this
toxin type (Strydom 1973).

Significant changes in the gene structure have not been cur-
rently documented for the snake toxins relative to their protein
ancestors, with the exception of the sarafotoxins and the ADAM
toxins. The gene structure of sarafotoxins is quite distinct from
that of the ancestral endothelin peptides, being arranged in a
rosary, with several coding regions in tandem (Ducancel et al.
1993). In a highly derived form of the ADAM toxins (e.g.,
Q6T6T2 from Bitis gabonica), the regions upstream of the C-

Toxin type

Nearest ancestral protein match

3FTx Part of a polytomy that includes the nicotinic acetylcholine receptor binding LYNX (e.g., Q9BZG9 from Homo sapiens
[Human]) and SLUR peptides (e.g., P55000 from Homo sapiens).

Acetylcholinesterase

Vertebrate acetylcholinesterase (e.g., P36196 from Gallus gallus).

Nearest neighbor is P43685 (gilatoxin) from Heloderma horridum (Beaded lizard) and this clade is then sister group to the

ADAM Sister group to the ADAM 7 and ADAM 28 clades.
BNP Related to the variable BNP forms.
Cobra venom factor Complement C3 sequence Q01833 from Naja naja (Spectacled cobra).
CNP-BPP CNP-BPP Q9PW56 from Bothrops jararaca (Jararaca).
CRISP CRISP protein subclade that includes Q91055 (helothermine) from Heloderma horridum (Beaded lizard).
Crotamine Crotasin (Q6HAA2) from Crotalus durissus terrificus (Neotropical Rattlesnake).
Cystatin Sister group to the E/M/N type cystatins.
Factor V Factor V (Q804X4) from Gallus gallus (Chicken).
Factor X Factor X (P25155) from Gallus gallus (Chicken).
Kallikrein
tissue (glandular) kallikrein clade.
Kunitz Overall protein family a polytomy.
L-amino oxidase Vertebrate L-amino oxidase.
Lectin Unresolved but within main lectin clade.

Mamba intestinal toxin
Nerve growth factor
PLA, (type IB)

PLA, (type IIA)
Sarafotoxin

Sister group to the prokineticin 2 clade.
B NGF.

Endogenous type IIA PLA,.
Sister group to endothelin-3.

SPRY Weakly related to proteins of hemopoietic origin.
VEGF Relationships unresolved.
Wagerlin No endogenous protein match currently known.

Waprin Relationships unresolved.

Endogenous type IB PLA, (e.g., Q8JFG2 from Laticauda semifasciata).
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Table 3. Tissue specificities of the ancestral body proteins

Ancestral protein

Tissue location

Acetylcholinesterase
ADAM 7 and ADAM 28

BNP

C3
CNP-BPP
CRISP
Crotasin

E/M/N Cystatin

Endothelin-3

Factor V

Factor X

Kallikrein (glandular/tissue)
Kunitz

L-amino oxidase

Lectin

LYNX/SLUR

B Nerve growth factor
PLA, (type IB)

PLA, (type IIA)
Prokineticin 2

SPRY

VEGF

Whey acidic peptide

Muscle

ADAM 7 - epididymis as well as colon; ADAM 28 - variety of tissues including epididymis, lung, lymph node and
thymus.

Heart

Liver

Brain

Myriad of exocrine tissues including salivary.

Expressed in high levels in the pancreas, and lower but still significant levels expressed in the heart, liver, brain, and
kidneys.

Restricted to the stratum granulosum of normal skin, the stratum granulosum/spinosum of psoriatic skin, the
secretory coils of exocrine sweat glands with low expression levels also found in the nasal cavity.

Endothelium

Liver

Liver

Variety of exocrine tissues including pancreas as well as the salivary glands.

Wide variety of tissues, including brain, conceptus membrane, lung, ovary, placenta, and uterus.

Variety of exocrine and immune tissues.

Myriad

LYNX - large projection neurons in the hippocampus, cortex and cerebellum; SLUR - granulocytes, expressed in the
skin.

Wide variety of tissues including the brain, eye, prostate and salivary glands.

Pancreas.

Synovial fluid and elsewhere.

Expressed at high levels in testis and at lower levels in brain, lung, ovary, spleen, thymus, and uterus.

Hemopoietic lineages.

Various tissues ranging from the brain to the heart.

Variety of tissues including lactating mammary gland, lung, ovary, and testis.

terminal disintegrin domain have been excised, and the tran-
scripts code now solely for the disintegrin domain. The selection
pressure resulting in this change is indicative of the usefulness of
this domain to the snake in prey capture. Currently, the gene

location for only one toxin type (crotamine) has been deter-
mined, with the transcripts located at the chromosomal tips (R4-
dis-Baptista et al. 2003). The chromosomal location of the en-
dogenous ancestor crotasin (Q6HAA2) is unknown.

Table 4. Bioactivities of the ancestral proteins

Ancestral protein

Activity

Acetylcholinesterase

ADAM
BNP

c3
CNP-BPP

CRISP

Crotasin

E/M/N Cystatin
Endothelin-3
Factor V

Factor X

Kallikrein (glandular/tissue)
Kunitz
L-amino oxidase

Lectin

LYNX/SLUR

B Nerve growth factors
PLA, (type IB)

PLA, (type IIA)

Prokineticin 2

SPRY

VEGF

Whey acidic peptide

Rapidly hydrolyses choline released into the synapse, resulting in less neurotransmitter available for neuromuscular
control.

ADAM 7 - noncatalytic metalloproteinase-like proteins; ADAM 28 - enzymatic cleavage of the extracellular matrix.

Lowering of blood pressure mediated by the relaxation of vascular smooth muscle subsequent by binding the GC-A
receptor and stimulating the intracellular production of cGMP.

Central to both classical and alternative complement pathways.

BPP - indirectly cause hyperpermeability of blood vessels and hypotension by inhibiting the activity of the
angiotensin-converting enzyme and enhances the action of bradykinin by inhibiting the kinases that inactivate;
CNP - Lowers blood pressure mediated by the relaxation of vascular smooth muscle by binding the GC-B receptor
and stimulating the intracellular production of cGMP.

Specific actions largely uncharacterized.

Unknown; related B defensin peptides have an antimicrobial activity.

Inhibit cysteine proteases such as the cathepsins B, L, and S.

Potently vasoconstrictive, modulating the contraction of cardiac and smooth muscle.

Blood cofactors that participate with factor Xa to activate prothrombin to thrombin.

Vitamin K-dependent glycoproteins that convert prothrombin to thrombin in the presence of factor Va, calcium, and
phospholipid during blood clotting.

Release kinins from circulatory kininogen.

Inhibit a diverse array of serine proteinases.

Induce apoptosis in cells by two distinct mechanisms; one rapid and mediated by H,O,, the other delayed and
mediated by deprivation of L-lysine.

Hemagglutination activity.

Bind to the a 7 nicotinic acetylcholine receptor.

Stimulate division and differentiation of sympathetic and embryonic sensory neurons.

Release arachidonic acid from the sn-2 position of the plasma membrane phospholipids.

Release arachidonic acid from the sn-2 position of the plasma membrane phospholipids, involved in inflammatory
processes and diseases, such as rheumatoid arthritis and asthma.

Potent constriction of intestinal smooth muscle and induction hyperalgesia.

Largely uncharacterized.

Increase the permeability of the vascular bed.

Inhibit leukoproteinases.
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Table 5. Basal bioactivities of each toxin type

Toxin type

Basal toxic activity

3FTx
Acetylcholinesterase
ADAM

BNP

Cobra venom factor

CNP-BPP
CRISP
Crotamine
Cystatin
Factor V

Factor X
Kallikrein
Kunitz
L-amino oxidase
Lectin

MIT

NGF

PLA, (IB)
PLA, (IIA)
Sarafotoxin
SPRY

VEGF
Wagerlin

Waprin

a-neurotoxicity, antagonistically binding to the nicotinic acetylcholine receptor.

Rapid hydrolysis of choline released into the synapse, resulting in less neurotransmitter available for neuromuscular control.

Tissue necrosis.

Potent induction of hypotension leading to loss of consciousness.

Unregulated activation of the complement cascade, causing rapid and significant problems such as anaphylactic-type
problems and/or tissue damage via hemolysis/cytolysis.

Potent induction of hypotension leading to loss of consciousness.

Paralysis of peripheral smooth muscle and induction of hypothermia.

Myonecrosis.

Inhibition of body defensive enzymes.

In Oxyuranus (Taipan) and Pseudonaja (Brown snake) venoms, combines with toxic form of factor X to potently convert
prothrombin to thrombin.

Potent conversion of prothrombin to thrombin in the presence of factor V, valcium and phospholipid.

Increase of vascular permeability and production of hypotension in addition to stimulation of inflammation.

Inhibition of circulating serine proteinases.

Apoptosis.

Platelet aggregation mediated by galactose binding.

Potent constriction of intestinal smooth muscle, resulting in painful cramping, and induction of hyperalgesia.

Unknown.

Lipase activity resulting in inflammation and tissue destruction.

Lipase activity resulting in inflammation and tissue destruction.

Potent vasoconstriction resulting in acute hypertension.

Induces hypolocomotion and hyperalgesia. Unknown which, if either, is basal activity.

Increase of the permeability of the vascular bed and binding of heparin. Results in hypotension and shock.

Presynaptically modulates y-aminobutyric acid activated currents. Postsynaptically antagonistically binds to the & form of the
muscle nicotinic acetylcholine receptors. Presynaptic effect more potent than postsynaptic. Unknown which, if either, is
basal activity.

Bioactivities uncharacterized.

Molecular scaffold characteristics

Extensive cysteine cross-linking was revealed to be a beneficial
characteristic of proteins recruited for use as toxins (Table 7).

Such proteins were more likely to have come from multigene
families, as well as the toxin subgroup flourishing into a new
multigene family with extensive functional diversification. This
bias is due to the stability of the molecular core, and thus, these

Table 6. Structural and functional derivations of each toxin type

Toxin type

Derivations

3FTx

Acetylcholinesterase
ADAM

BNP

CVF
CNP-BPP
CRISP
Crotamine
Cystatin
Factor V
Factor X
Kallikrein
Kunitz

L-amino oxidase
Lectin

MIT
NGF
PLA, (type IB)

PLA, (type IIA)
Sarafotoxin
SPRY

VEGF
Wagerlin
Waprin

Basal activity of «-neurotoxicity greatly potentiated by the deletion of the C? and C3 ancestral cysteines. Functional
derivations include binding to the postsynaptic muscarinic acetylcholine receptors, presynaptic neurotoxic action upon the
L-type calcium channels, cytotoxic interactions, acetylcholinesterase inhibition, and others.

None currently documented.

Prothrombin activation a basal derivation. In Viperidae venoms, proteolytic cleavage of C-terminal domains resulted in
myriad of other activities including direct-acting fibrinolytic activity. Liberated disintegrin domain inhibits platelets via GP
IIb/Illa integrin receptor.

Cardiovascular effects independent of the GC-A receptor. Antiplatelet activities evolved for domains upstream of the
natriuretic peptide domain.

None currently documented.

None currently documented.

Blockage of cyclic nucleotide gated calcium channels.

Significant neurotoxic activity, modifying voltage-sensitive Na* channels, resulting in a potent analgesic effect.

None currently documented.

None currently documented.

None currently documented.

Derivations affect the blood, particularly targeting fibrinogen.

Derivations include inhibition of plasmin and thrombin and the blockage of L-type calcium channels. Structural derivatives
form part of neurotoxic complexes with PLA, molecules.

Derivations include hemorrhagic effects, not only by affecting platelet aggregation, but also inhibiting blood factor IX.

Derivations include stimulation of platelet aggregation (binding GPVI, GPlb, GPla/lla or VWF), platelet aggregation inhibition
(binding GPIb or GPla/lla) or anticoagulant actions by binding blood factors IX, X.

None currently documented.

Immunomodulatory effects mediated through histamine release and plasma extravasation.

Deletion of pancreatic loop facilitated the derivation of a multiplicity of novel, nonenzymatic activities, including antiplatelet
and presynaptic neurotoxicity. Some derivatives are parts of neurotoxic complexes.

Derivations include neurotoxic and antiplatelet activity. Some derivatives are parts of complexes.

None currently documented.

None currently documented.

Sustained hypotension.

None currently documented.

None currently documented.
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Q7TNV9 Mus musculus

P81534 Homo sapiens

Q7PCK4 Papio anubis

Q95JD2 Pan troglodytes

QBSC68 Sus scrofa

P83943 Chinchilla lanigera
—————— Q8R2I6 Mus musculus [R—

HAA2 Crotal ri rrifi

P01476 Crotalus viridis virldis

073799 Crotalus durlssus terrificus

057540 Crotalus durissus terrificus

P12029 Crotalus viridis concolor

P01477 Crotalus viridis helleri

P24330 Crotalus adamanteus

92| P19861 Crotalus viridis viridis

ggt P12028 Crotalus viridis concolor

QI9PWF3 Crotalus durissus terrificus

P01475 Crotalus durissus terrificus

P24331 Crotalus durissus terrificus

P24333 Crotalus durissus terrificus

78 Pancreas

100

VENOM

51
— 0.1 Changes

Q9BQS7 Homo sapiens
Q9Z0Z4 Mus musculus
Q72U12 Brachydanio rerio
Q61147 Mus musculus
P00450 Homo sapiens
QB04W6 Fugu rubripes

Q804X3 Gallus gallus

Q7TN96 Rattus norvegicus
Q06194 Mus musculus
P00451 Homo sapiens

P12263 Sus scrofa
o= 062730 Canis familiaris
Q804WS5 Fugu rubripes
Q90X47 Brachydanio rerio
Q7SZNO Psel textilis _|
Q804X4 Gallus gallus
P12259 Homo sapiens
Q28107 Bos taurus
QOGLP1 Sus scrofa
Q7TPK2 Rattus norvegicus

088783 Mus musculus

Hephaestin

Ceruloplasmin

Factor VI

\/
VENOM

Factor V
100

100
100
- 0.1 Changes

Figure 3. Bayesian analysis of representative (A) crotamine/crotasin/B defensin and (B) factor V related sequences. In order to minimize confusion, all
sequences are referred to by their SWISS-PROT accession numbers (http://www.expasy.org/cgi-bin/sprot-search-ful). Snake venom sequences are in

bold. Snake body proteins are underlined.

proteins are amenable to extensive functional diversification.
Supporting this trend, the toxin types that have been indepen-
dently recruited for use in other animal venoms are also exten-
sively cysteine cross-linked (Table 7).

However, the apparent bias toward mutations in the toxins
of residues at the tips of loops (Fry et al. 2003b) and lower rate of
mutations of the cysteines and flanking residues (which have
structural, rather than functional roles), may, in fact, be an arti-
fact. Intracellular housekeeping enzymes are more likely to pro-
teolytically destroy proteins that have had a mutation of a key
structural residue, such as cysteine or a flanking amino acid. This
may be a consequence of such changes, potentially resulting in
the protein being unable to form stable tertiary conformations.
Transcriptome studies may reveal more mRNA transcripts with

Table 7. Comparison of toxins with their protein ancestors

mutations in key structural residues than in proteins secreted as
part of the “venome.”

A similar force may be at work to produce the apparent
strong correlation between extensive cysteine connectivity and
the tendency for formation of functionally diverse multigene
families (Table 7). This may be due to the beneficial stability of an
extensively cysteine-linked molecular scaffold in comparison to
the much more loosely constructed tertiary structure of globular
proteins formed by noncovalent interactions. For such globular
proteins, a single amino acid change may be enough to decimate
the ability of the protein to fold into a stable conformation, and
unstable proteins are once again more likely to be destroyed by
intracellular housekeeping enzymes. Thus, mutations that may
have enabled functional diversification in globular proteins may

Ancestors Ancestral Novel toxic  Related proteins
secretory Ancestral amino Ancestors from a Ancestral proteins activity activities used as toxins by

Toxin type proteins?  acid:cysteine ratio multigene family? functionally diverse? retained? evolved? other animals?
3FTx X 13:1 X X X X X

Acn X 110:1 - - X - -
ADAM X 18:1 X X X X -

BNP X 65:1 X X X X -
CNP-BPP X 133:1 X X X - X (CNP)
CRISP X 15:1 X X X X X
Crotamine X 10:1 X X X X -

CTL X 23:1 X X X X -

CVF X 61:1 - - X - -
Cystatin X 30:1 X X X X -

Factor V X 53:1 - - X - -

Factor X X 19:1 - - X - -

GBL X 19:1 X X X X -
Kallikrein X 21:1 X X X X X

Kunitz X 12:1 X X X X X
L-amino oxidase X 65:1 - - X X -

Lectin X 9:1 X X X X X

NGF X 39:1 X X X X -

PLA, Type IB X 15:1 X X X X X

PLA, Type IIA X 10:1 X X X X X
Sarafotoxin X 19:1 X X X - -

SPRY X 33:1 X X N.A. N.A. -

VEGF X 13:1 X X X X -
Waprin X 8:1 X X N.A. N.A. -
Waglerin N.A. N.A N.A N.A. N.A. N.A. -

(NL.A.) Bioactivities unknown for entire toxin type (waprin), bioactivity of ancestral protein unknown (SPRY) or ancestral protein undiscovered (waglerin).
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A ———————————  QOVFHO Drosophila melanogaster
Q967H9 Strongylocentrotus purpuratus Orphan Group
100[ Q13443 Homo sapiens ADAM 9
100 Q61072 Mus musculus
042593 Xenopus laevis Orphan Group
Q7M765 Mus musculus  ______]
81- 100 100 QOUKJ8 Mus musculus :3:m ::
10 Q9Ji76 Mus musculus  __|
100, Q811Q4 Mus musculus
QYUKF5 Homo sapiens ADAM 29
51 Q8CDV3 Mus musculus  — | ADAM 24
100 Q7M763 Mus musculus _—_| ADAM 38
012960 Xenopus laevis ADAM 13

Q923W9 Mus musculus

QOBZ11 Homo sapiens
Q9HO13 Homo sapiens ADAM 19
035674 Mus musculus

Q61824 Mus musculus

043184 Homo sapiens ADAM 12
- Q13444 Homo sapiens
088839 Mus musculus ADAM 15
100 QYJLNG Mus musculus
Q9UKQ2 Homo sapiens ADAM 28
QOROX2 Mus musculus
Q@H2U9 Homo sapiens ADAM 7

035227 Mus musculus

Q90499 Echis pyramidum j g
Q9PT48 Atractaspis engaddensis H———9 S
100 Q8JGN1 Naja mossambica w
QBPFT3 Brachydanio rerio >
Q05910 Mus musculus ADAM 8
100 P78325 Homo sapiens
— 0.1 Changes

B Q8R414 Rattus norvegicus Prokineticin 1
Q8JFQO Bombina maxima
QOPW66 Bombina variegata
Q8JFY1 Bombina maxima
71 Q8JFEB Bombina maxima
Q8JFY0 Bombina maxima
100}  Q8JFX9 Bombina maxima
Q8JFY2 Bombina maxima
78l  Q8JFX8 Bombina maxima |
P25687 Dendroaspis polylepis _ H—p
96 ; QIQXU7 MUS MUSCUILS =t
Q9QXU7 Mus musculus
AARO06924 Rattus norvegicus
9|5 Q8R413 Rattus norvegicus
Q9HC23 Homo sapiens
AARO06657 Homo sapiens
QYHC23 Homo sapiens
Q863H4 Bos taurus
781 Q863H5 Bos taurus
QBTC69 Homo sapiens
4

Bm/Bv peptides
100

VENOM

Prokineticin 2

P58294 Homo sapiens Prokineticin 1

g4l AAQ89046 Homo sapiens

— 0.1 Changes

Figure 6. Bayesian analysis of representative (A) ADAM and (B) AVIT-related sequences. In order to minimize confusion, all sequences are referred to
by their SWISS-PROT accession numbers (http://www.expasy.org/cgi-bin/sprot-search-ful). Snake venom sequences are in bold.

have also produced fatal structural changes. Similarly, cONA/EST
studies may yet again reveal more mutations in mRNA transcripts
coding for globular proteins than in secreted protein libraries.

In this study, the BNP and CNP-BPP natriuretic peptides had
a high amino acid:cysteine ratio (Table 7). The very long prepro-
region of the natriuretic peptides includes a number of noncys-
teine-linked small peptides (e.g., cardiodilatin-related peptides)
that are cleaved off upstream of the circulating form of the na-
triuretic peptide itself. The final highly processed form of the
natriuretic peptides contains the only two cysteines coded for by
the full gene, which form the 17 amino acid loop essential for the
GC-A/GC-B receptor binding activity (Bovy 1990).

The molecular evolution of the factor X blood proteins also
appeared at first glance to be contrary to the pattern displayed by
other data sets. The factor X blood proteins are highly structur-
ally and functionally conserved in the body, despite being ex-
tensively cysteine cross-linked (Table 7). However, this is a likely
consequence of negative selection pressure against variations in
such a crucial aspect of hemostasis, with mutations likely to have
catastrophic effects resulting in embryonic mortality. No newly
evolved activities have been documented for the factor X toxins,
possibly due to their recent recruitment in the Australian elapid
snake lineage and existing extremely potent and useful action.
However, multiple isoforms exist in each of the venoms contain-
ing this toxin type. This is indicative of these toxins evolving via
the birth-and-death model, as has been previously shown for the
3FTx (Fry et al. 2003b). As a result, the factor X toxins may ulti-
mately acquire novel activities.

Potential salivary origin of two of the snake toxin types

Two of the toxin types present in the snake venome, CRISP and
kallikrein, may not actually have been the result of gene recruit-
ment events, but rather modifications of secreted proteins al-
ready present in the ancestral salivary tissue that gave rise to the
venom gland. Both are phylogenetically extremely close to tox-
ins from the venomous lizards in the Heloderma genus (Beaded
Lizards and Gila Monsters) such as Q91055 (helothermine) and

P43685 (gilatoxin), respectively (Figs. 2A, 8A). The shared toxins
between the snake and Helodermatid lizard venoms represent
independent recruitments of proteins for use as toxins, as the
venom-secreting structures in advanced snakes and Heloderma
lizards are different, nonhomologous structures (glands located
in the supralabial and infralabial regions, respectively), and the
last common ancestor of Heloderma and advanced snakes would
have been a basal varanoid (Forstner et al. 1995; Lee 1997) or
even a basal scleroglossan (Rieppel et al. 2003) lizard devoid of a
venomous function.

In addition to the close phylogenetic relationships revealed
in this study, helothermine and gilatoxin have biochemical ac-
tions similar to the ancestral activities of the snake venom
equivalents. The snake CRISP toxins induce hypothermia, possi-
bly mediated through their demonstrated relaxation of the pe-
ripheral smooth muscle through blockage of K*-induced contrac-
tion, potentially by acting upon voltage-gated Ca®** channels
(Yamazaki et al. 2002). Helothermine from the venomous lizard
Heloderma horridum (Beaded Lizard) has been reported to have a
myriad of activities, including blocking of voltage-gated Ca**
channels, K* channels and ryanodine receptors, as well as intro-
duction of hypothermia (Mochca-Morales et al. 1990; Nobile et
al. 1994, 1996; Morrissette et al. 1995). The isolation of toxins
with the same action (relaxation of smooth muscle and induc-
tion of hypothermia) from divergent groups of snakes, as well as
the unrelated venomous lizards, indicates that this may be the
original activity of the common protein ancestor. Similarly, both
the snake and lizard kallikrein toxins are sister groups to the
mammalian tissue (glandular) kallikrein, secreted in a wide vari-
ety of tissues including saliva glands (Fig. 8A). Gilatoxin also
displays significant similarity of action to the snake venom
equivalents, releasing bradykinin from kininogen with subse-
quent lowering of blood pressure (Utaisincharoen et al. 1993).

Clearly, in either case, the snake and lizard toxins were re-
cruited from closely related body proteins, reflective of the wide-
spread presence of CRISP and kallikrein proteins in salivary tissue
and other exocrine tissue. In light of the strong phylogenetic

412 Genome Research
www.genome.org



Genome to venome

. . . e
‘plog ul a1e saduanbas WoudA axeus “(Inj-ydiess-joids/uig-163/610°Asedxammm//:dny) m_mnE:c.Mo.._hmMMu_u

1s9he
LOYd-SSIMS 119y) Aq 01 paiiagas aue s30uaNbas ||e ‘UOISNJUOD dZIWUIW O} JPIO U] "S9DUIND3S pajejaI-ulPYIopUa/uIXol0jeIes (g) pue unelskd () aanejuasaidal Jo siskjeue ueisakeg

VENOM

¢-13

L-13

L

ejopidejolojw sidsejoeily 86AHIO H_
s|suappebua s|dsejoeny 8o0zZtld

sebueyn |0 —

susides OWoH zQez.D
suaides ouioH £809IHYY | g

susides OWOH 817/5edVY 0.

suaides OWOH gelbld 89

susides OWOH LPEZSYYY

sninauna snbejolaAl0 86661d

snjnosnw SNy 11geeove

sninosnw sny 5Leegova {004 | oo
sninosnw sniAl L8S2e0Ve

snjnosnW SNy 66287 d 56
snolBansou snyey /0zeld

odny snuoind ejsisniy MINSD

snNosnw snNN 68€22d

snaiBeniou snpey e€v682d

susides owoH 00802d
sn|feqeo snnb3 0QZ980

SnIne} sog 6V /980

soue sInO 9,860 - 04
snine} sog ggelld
BJOIOS SNS 8GS60d LS
sninasnw SN g02£080Y8
snjnasnW sniN 09e988Ye
Sninasnw sniN Z8€ged 0oL
snoifanlou snieY 8BEZZd
sug|des owoH 009960DYY
suaides owoH S0£50d

99

snjjeaiod BIABD OV £Z6d

oua1 oluepAyoeld £58|60

b_ 00t
snjnojund snbejojofi0 09$62d

upesfooyna

uaboulury

sebueyn 10 -

suaides owoH gryz.o — 00k
snnosnu SN 860680
suaides owoH groLod
sno|Baniou sniey v£680d 00}
e r eojuoqel snig v19190

N/N/3 uneisho

VENOM

sponsa] - YNJ°
LL uneisA)
8|onsa) - YNQo

$/a/9 uneisky

ujjelsho uepeag
unesin

VNQ@2

unesiy

ujjelsAy wiom spiseled

upeisiy

suelusiie s|iig 5£680d
ege efeN vizied
snjnasnw sniy Lg+aen 1904
snaiBaalou sniiey LOHASD
suaides owoH 828510 00k
sueldes owoH 9/9090 001

snaifenlou snpey 696880
snnosnw sniy 1 dvagso
snoiBantou snjjey EYSYBD
SNnasnw SN\ 2ZA080
sn|eb snjeo 8g010d
XIUINJOO XILINOD 19018d
snine} sog Sg0k0d
SNNJSNW SN 09y LZd
SNBINISS LIWIES £60640
SNINISNU SNl LBINMED

snoibaAiou sney £LEGLd
sualdes OWwoH 9804L0d
sualdes owoH 5ze8ad 001
snjnoiuna snbejopA0 29860
oidses snuudAD L8vSed
sShiAw snyouAyloouQ S6L 16D 00t

seIq sniABuolisoddiN OMI960D 0o
suebaje SHPGRUIOUDBD) ZAALBD
SIUOPOUIBIS SOPIOSOLIONT SEHNGD

SNINAJOA B21890UDUQ S80EZd— 00T

1Aefew eibnig 869064
‘BUBDUBWIE BBSIad 22N .D
BOlI}SBWOP SN GAXTED

Oueu OlepAYEIg SNAr80 S
smieuRpL) snejdiuoel 6ZrINLD . 09

SNINAJOA BOI80YDUQ LYENED H_a_..l 65

€9

00}

6

Genome Research 413

www.genome.org



Fry

VENOM

<+

VENOM

120V

ujojegosuy

dnoig ueydip

dsio

sebueyn Lo

susides owoH 21 191d

shiydouals sisayoe vYWSdED om_w—
suejepe silig ONSdED
snjejose; sniebung 91M060D
19SUe Jasue 19suy D0EE8d

[ smieandind smouuesoBuong eyNWBD H_l
65

89

H3EM $ABPOINAI 886200
SN[NOSNW SN 0£25Ed
snoibaaiou sniey LE0s2d
SnNosNW SN 69790
snine} sog geleed
sue|we) siued £1.2eoavd

sninosnL SN 8SNDBD

SNNISNLW SN LHIAINGD
SMjBINE SNISOU0SAN BLL26D
suaides owoH L1900
snolfieAlou snpey g5/01d

SNINoSNIW SN LE L8P d
sus|des oWwoH |SbS0d
SN|noSNLL SN SH8ABD
suaides oWoH 8ZAg6D
sinae| sndousx §/7S.0 — 00H

SNpliioy snjelold g05L8d 66
smnae uoposispBeuiea 9AINSD

€Lllg;

56

snjeuled s|ya3 L1018d

¢-1013
£9dSO
ddsq
dJ3dsd

Snppdoy snie1oa) 60§ Led

snjeulied S|Y93 96618d a8
‘rm_.::om uoposspiBeulsa  LAIFSD 00k

snaiBealou sNueY /6820d .,Too_

00k

eowodef e|inbuy gYXY8D

suaides oWoH 65710 00
snaibanjou sniieY £9055d

sinee| sndousx gNMOBD

sn|eb snjeD 86840d
snyeb snjes /8/6/d

'ploq ul aJ1e saduanbas wouaA ayeus .A_E.c&mwm.uoim\c_n_._mu\mho.xwmQMw.\s\sg\\dwﬁ.t
) *g 34n|
SI3QUINU UOISSaIE | OUd-SSIMS J19U1 AQ 01 pausajas ale saduanbas |je ‘uoisnjuod aziwiuiw 03 JapJo u| saduanbas pajei-unda| (g) pue umey () aAineiuasaldal Jo siskjeue ueisakeg g aanbig

ureL||jes snssiL

VENOM

e S—
upxole|in
¢ oseise|3
uaboujwse|d
oAiqui3 - yNgo
ujaiyey ewseld
v awAzuein
N swAizuein

eoelesel sdosyjog 19918d
eujjaga) esad|acioel SGHISD

—— BJOIOS SNS 61¥80d

safueyn 1’0 —
SN[NOSNW SN 69€9€d oomm
sisud[eleU sAwoeld SS6E0D
m:u_mmEO: sniey 9/£9¢d
SHBIIILIEY SIUBD 28560 86
BlIB|NW BOBIBI 6198Ed 00}

suaides owoH L9NYLD
SUEINooSE) BORORN 92200
BJOIIS SNS Z5.00d 00L £9

susides oWoH 031960 el

BJO.OS SNS GNSX6D
snnasnw SN O L6 001
suaides OWOH LEEABD 00}
suaides owoH z986vd
susides OWoH 0¥2EYO .|||_m
susides owoH OH}NBD
snjnasnw SNy BDEABD 00t
susides oWoH BOMNED
susides owoH /Xanso 0L
susides owWoH 0OHIED ._ —
susides OWoH GHEHED ' 001 26
sniieb snieo /29060
susides oWoH 0£0%Ed

otz oluepAuoRIg 06XSLD
sninasnw sniy SHHO|D
suaides OWOH £90d60

winpiuoy EWISPOBH SE9EYd

snoifisAiou sniiey EMOEBD

sinee| sndouax ZxX0LLD
suaides owoH ZS6E0d 004

snifeb snieo 07520
suaides OWOH £986vd

414 Genome Research

www.genome.org



Genome to venome

"plog ul a1e saduanbas wousA ayeus “(Jnj-ydJess-joids/uig-163/610°Asedxa mmm//:d11y) sioquinu uoissadde

10OYd-SSIMS J13Yy1 Aq 01 pautaal ate s9duanbas e ‘Uoisnjuod aZIWiulW 0 JapJo U] *saduanbas pajejai-103iqiyul aseuralold adA1-zaiuny (g) pue AYdS (v) aAneiuasaidal Jo sisAjeue ueisakeg *¢ a4nbi4

VENOM

suebaje snipgeyIousRY 019E0D

sebueyn 1'0 —

66

uow xAquiog pHBISD
Jow xAquiog LE80Ld

Jajsebouelsw ejiudosoiq LNOASD
soisebouejew e[Iydosoig 8LDAGD
suqauny ejydosold veyi Ld
1ajseboue|al ellydosolq 9 LDABD
snidouoiw sniydoog g9l 1 8d
suebale sppqeyiouse) eOXWBOD
1osebouejsll eliydosolq SNOABD
ele|ing ebeydodies 82292d
suellL Suejll BigojewseH gH1N8D 96
©lBoINS BILOWAUY 0820Ld — €8
BJRIINS BlUOWALY 0DMLED w
S|

BoluweBoyuex “Je vinsjdoyiuy 8¥S18d

seduqni nbng 622660
suaides OWoH 187900 ”_mm|_ 0o}

ieysebouejsw ejiudosolq |4dISO |“_ 68
suaides owWoH £226vd

m_m:oEn_m__-mmm:‘_m_onmnommoau om
_:ocmEumEm_ﬁouSm:m Smewn_|\_|l_‘
snje|j@Inos snuenAxo v3Z1LO 86
sninej sog +./600d
S8 SINQ 8EV6ED H_mﬂ
BOIIOPAIED BEBUNIBI 89628d
snidosoiw snjiydoog gjdmeD —

ERIqe|6 eueeydwolg 8HA98D
snpejnojnbun sauoLIBIN /5290

SNjelne SnjeoLI0SaN 6GS09D

wn|jegalad - VNA2

0SNIYL

gey ulajoid Bujpuig-ouiz
9edNY

=  Apog-vyNa@?

m yeuuey snBeydojydo yezesd
-

o ejyinoey eleN s8ez8d
>

SSTH

SENIYHL

9CIIHL

LMAZH

441

ZINIHL

siisa] - YNO°©

11d4d

204413

shisel - YNG9

€€ uejord 1abuy HNIY
Addsd

Addsg

Bojowoy 2 ay-uljiydoshing
ujajoad s0Buly HNIY

Lamn

¢ uijiydoading

£vz uiydosfing
101dasasr ayi ujjydoshing
dVINH3

9NIHL

uabnue y adA} awoipuls uaibols

sebueyn 1o —

suaides owoH 60GNBO
snnosnw sny 21080
BM S8j8poINald 80200
sninasnw SN 9ZHABD
ouRl oluepAyoeIg 0LNZLO

susides OWoH 0DX98D

snnasnw SN\ +AIASD 00}
snNosnuw SNy ENd660
suaides oWoH SSZHE0 ook
snaibaniou sniey ZNOZED ||_ _I
suaides owop 620060 S
susides owoH £15580vV8E 001
susides owop Rm@l
eojuodel ejinbuy 570080 18
susides OWOH SEYNBD ool
snNasnw SN\ 0VIASD
SniNasNW SNy ZAMB60D
sualdes owoH ¥IrHED (010]8

sNNasnW sy 8ALL8D
sinee| sndouaX $88 160D
sus|des oWoH HrESLO H_ﬂ
SNINOsNW SN 8.1 | LBD
susides owoH 9AN96D 001
susides owoH LOZAED
snnasnw SN SNIP6D
SNNoSNW SN 8ZZHBD
sus|des OWOH y/bBld ——— v

Genome Research 415

www.genome.org



Fry

‘paullpun aJe suiejosd Apoq a3jeus ‘pjog Ul a4e sadusaNbas wousa ayeus (Jnj-ydtess-joids/uig-16/610°Asedxa mmm//:dny) sisquinu
uoIssadde | OYd-SSIMS 11943 Aq 01 pausajal ale saduanbas ||e ‘Uoisnjuod aziwiuiw 0} J3PJo U| ‘saduanbas pajepi-4DIA (g) pue YN1S/XNAT/X14E () aanejussaidal jo sisAjeue ueisaleg

Ja)sebouejsw elydosoiq LX1860
snnosnW SNy LZADBD
susides oWoH LYHNGD

sabueyn 10
sn|nosnWw SNy 9pe264 00+
snoiBeniou sired 1525e0 41908,
suaides owoy SLEEFO

snifeB snieo L0080
2L

sn|eb snijen) 24Nd60

SNUIA SBPUIACPH] 2ZHNDBD
RORE[] SUGIUT0G0101d ¢-09829d | 00k

ool

SUBNofose) BIBOBI SANSED |
sueldes owoH 2695+ d 0ok
snjj@oiod BINED £1992d

SNiBINe SNJ8oL00sSaN 1Sd660 oot
snoiBaaiou snyey Z199Ld 0oL

sinee| sndousX 1/52v0
ols) oluepAyoe.g 22es.0

a-493A
v-4vad
g-324493A |
29-490ad
g 493A 1A
S«
0L <
=
[oh=
w
= v-493A
49d
9-493A
e9/Z4D3A
=
Q .
=2 -
E I
>
493N (eI
29-393A

Ja)seBour|sw eyydosoiq Ly18D

— euiiaqe| eiedjrosoely §zpzed 100
sidse esadiA zv6E8d
eoeiese| sdolyjog £zX060 O 26

susides owoH £9./6¥d
sninej} sog LpSXED
snoifealou snied PEYEID

susides owoH gAF 18D +8

SNNosNW SN 99/6d

suensu] sdoiyleg yzX060D —
s|plijaoae)y sdoiyloqolold 298.9d - 00}
SMUIA L0 E4WABD 1 -
SMIA O ¥8525d Wv_lx
SNUA HO 839080
SNAA HO §8525d H_..I.
snuia xodmooopnasd 25680 00}

ollel OlUEPAYORIE QIELLD —

XIUINJOD XILNI0D gSE250
sueldes OWoH /9/6%d
SNNJSNLU SNN £56.6d

Snunej sog 0GSX6D

sabueyy |0

00l

00t

16

"0l danbyy

Jiwres sniAsadisH 966000 nmoo_
SNBINISS LIWIRS 22/ /+d 0oL
6502 suades owo 2868Ld
BJOIOS SN 089290
8oNse] -WNGO [ sninasnw sniy 0DZ08D 8L o5
LZd3H snjieb snjen LZAV8D 0s
6zZWsS osueBLLEW 0SOISIOS 898960
— susides owoH 0l2k LD
asai Snnasnw SNl 65¥Sed
] EliEINW BOBIBN 6LE00HVY
XNAT suaides owoH 697860 19
snNasnW SN ZOAMED
IMMS suaides oWoH SyP660
s|je2 wals suoAiquis - YN0 STINOSNL ST #dMOSD
Z-d4n1s susides owoH OHSI8D
aujjsaul lews ‘vlod -yYNad o shnosnw SN | LODED
09AT | snnosnw snyy 89560d U|| oou— €8
d9A1 w:u_mms:OE SNyEY ZIEE90
= HOAT susides owoH g./¥60 9
o [ liseols enonsy 08ELod 26 =
Z = yeuuey snBeydojydo 59608d wl
w snjeipes snyleuBolaod 06vE8d 86
> — snife6 snjen 986060 e
A9A7 SNNosnW SNIN gNX060 ook
snoifealou snyey 9196vd =l
SNINOSNW SN /SvSEd 4
Hvdn susides oWoH SOPE0D 00t
snunej sog 8BSS00 S8
uabjue (|39 wels 9jelsOld [ susides OWOH ES9EXO :
401-Id 1uepiof uopoylald ¥NLLLD 98 o8
L-ujxouay sine| sndousx 220600 WI 0oL
LdIN 1nojs smadeid3 Lavneo
SNNosSNW SN €D L Z6D
a0 N suaides oWoH 0005Gd =004
4Nn1S snnasnw SNy |ZM0Z60
6509 snNosNW SN\ 6108Sd ===

416 Genome Research

www.genome.org



Genome to venome

‘plog ut a1e sadusanbas WouaA ayeus (jny-ydtess-joids/ul

165/6.10"Asedxa mmm//:d1y)

! : anbas uixojuou pue uIxo} aAieIUSSAIdaY sisAjeue uelisakeg pajool
olssadde - 11943 Aq 03 patayal ale saduanbas suidlodd [je ‘UoisNJUOd dZIWIUIW 0} JSPIO U] “pajage| dJe sadu 1 .
MMM‘_rMH::cOcG.V pue v:._%\ww_:mmu_\/bw_imnm r%:E_WmE pajoouun () seousnbas pajejai-sepndad bunigiyul aseuisioidosna| A103a109s/surioad dipide Aaym Jo sisAjeue dipauabolAyd Jejndsjoy L L 4nbi4

sabueyn 10

SnINoSNW SNIN £GIASD 66

susides oWoH SADL18D

suaides oWwoH JAMMEBD

snnasnw SN Y AHMBOD

susaides owoH £/680d

snjieb snjlen S00eed

susides owoH gseezd

Sue0sajNl SROIRH LEFEFFO
~4—{smopdajojw  snueinixo Zs6£8d
SNINASNW SN L/F290 95

Sisusuoyey uopoloqu | 9dIrgd

Sl[euNUO) SNUIBARS Omv_.moll_ﬂ

susides owoH gN3 180D

suaides OWwoH 8ZNIBD

Bxas eONpueiN 8OHBN6D
eriqueb sejpydouy 12XdL0 5

Bla.e0 BlIR.ED £6600d
susides OWOH OYNISD |||._ @6
SNNIsNW SN LOYAsD
snoibaajou SNEBY ¥/ | 10d 7 |
sninosnw sniN €21 10d 96
snjeb snjjen £EOM8D H_'.«.ll'l
Suaides oWoH /GOHED 00t
Elque| BIDEID 0INDLOD ——————
eeiqueb sejpudouy SHODLD ——————————
1osePouriow ejydosoiq | LSWSD
suefoe spgeyioused £50820
suebaje snipqeyiouseD L0910
snjeloseenbuinb xein) 208190
suaides owoH zZgn|iso
nusbna sndosoepy 81ON6D
{“siioouBiu efeN 68509d —
sn|leqea snnb3 82695 ———
snaibensou sniey 0g4¥id —
sudides OWoH /G686l ————————————

6

VENOM

VENOM
A

VENOM

‘oidieo snuudAD LAZAED
‘sadugns nBng GHY |60
‘o181 oluepAyoeig EHVIED
'suaides olWOH ZaeeZd

snjieged snnb3 82695d
‘SNNasNW SN 224290
‘snoiBeniou sniey 0e/b Ld
‘snoiBaniou sniey /1 4+0d ‘snjjed snjleo sooeed
‘sninosnw SN €21 10d ‘olia1 oluepAyORIg YHVIED

‘BIX8S BONpUB) 8D8NED ‘suebole SIPJeELIOUSE) 662290
‘smeiosejenbuinb xainD 205190 A
‘sINOSNW SNy ZSIA8D
‘susides owoH GAD180D

‘susides owoH 8N L8O
‘suaides OWOH 8ZN96D
‘susides oWoH 2aNnIsd P
1uabng sndosoeyy 8TONBO
'sisusuoyel| Lopojoqlil 9dIrgo
‘SI[BLIIUO) SNUIBAIRS 051 16D
‘s|jloanBlu e[eN 68509d
‘snjopidejoloiw snueinAxQ ZS6€8d \
SNINASNW SN Y AHGD
‘sus|des OWOoH LAMMBD
‘suaides owoH ovNIgD
'sninosnuw SN LOYABD
‘eeiquied sejaydouy LZXd/ D
‘seysebourlaw erydosolq L 1SNGD
snyesndind snjonusoo|ABuois 519920
eelquied sejsydouy 6-NdLO

sabueyg o1 -

BANIYIL} SUNYDU L
180420 B L8EVYO
SUs2s3jr SIOIRH LPEFYO
suaides owoH £/6€0d
1s)sebouejow iydosoiq gLOIBD

1ejsebouejew elydosorq Z6SMED

Ejj2IE0 BY8IRD £6600d

suefsja SHIPGEUIOUBED L0910

———___ sneb snjen georsn

' susides owoH /SOHED
BJOIOS SN
¢ g1 S S¢ 620

‘suaides owoH £566Ld
R . e spaRoyeGs coed
ﬂl olial olwepALdeIg GNOHDSD

snjifydoAes snyueiq eZvErD

seiqueb sspydouy SHADLD

sajul BIpIelD yMeHLO
‘BlIQUE| BIPEID 0INDLD v

Genome Research 417

www.genome.org



Fry

associations, the similarity of bioactivities and the relationship to
known salivary proteins, the most parsimonious explanation is
that both toxin types are derivations of previously existing sali-
vary proteins. Sequencing and phylogenetic analysis of both pro-
tein types from nontoxin-secreting salivary tissue from venom-
ous and nonvenomous lizards and snakes would be revealing in
this context.

Presence of snake toxin types in other animal venoms

In addition to the presence of CRISP and kallikrein in lizard ven-
oms, other protein types have been independently selected for
use as toxins by other venomous animals.

Disparate members of the protein superfamily to which the
CRISP proteins belong are used in venoms of cone snails, such as
Q7YT83 from Conus textile (Cloth-of-gold cone snail) and insects,
such as P10736 from Dolichovespula maculata (White-face hornet)
and P35778 from Solenopsis invicta (Fire ant). However, the ac-
tivities of these toxins differ considerably from the reptilian
CRISP toxins. The toxin from Conus textile has a proteinase ac-
tivity, while the insect toxins are the major venom allergens.
Interestingly, CRISP-related proteins are also the major allergens
in insect saliva, such as QINH66 from Ctenocephalides felis (Cat
flea), Q7Z0BS from Stomoxys calcitrans (Stable fly), and Q8T9U1
from Aedes aegypti (Yellowfever mosquito). Intriguingly, CRISP-
related proteins are also utilized by plants for defence against
fungi (e.g., PR-1 protein P35792 from Hordeum vulgare [Barley]),
and other proteins are the hallmark of certain cancer types (e.g.,
the glioma pathogenesis-related protein P48060). None of these
other CRISP-related proteins align near the snake or lizard venom
toxins (Fig. 2A).

The PLA, proteins have also been recruited on numerous
occasions, ranging from Q7M4IS from Apis dorsata (Giant hon-
eybee), Q8WS88 from Adamsia carciniopados (Cloak Sea
Anemone), and P80003 from Heloderma suspectum (Gila Monster)
venoms, with a wide variety of evolved activities. It is notable
that the PLA, from Heloderma venoms are not biochemically or
phylogenetically related to either of the snake PLA, toxin types,
reinforcing the uniqueness of the relationships of the CRISP and
kallikrein toxins.

Intriguingly, the kunitz peptides in sea anemone venom
have been convergently evolved for the same unique K* channel-
blocking activity as the highly derived Dendroaspis (Mamba) ven-
oms within the Elapidae snake family (Schweitz et al. 1994,
1995). Ornithorhynchus anatinus (Platypus) venom contains high
amounts of CNP natriuretic toxins (e.g., de Plater et al. 1998a,b),
but of a form that lacks the derived BPP domains found in the
snake brain and venom peptides.

Two snake toxin types have been independently recruited
for use in amphibian toxic skin secretions. The AVIT peptides on
frog skin have a similar toxic action as the snake MIT toxins,
causing intestinal cramping and increased sensitivity to pain
(Mollay et al. 1999). AVIT-like peptides have also been reported
from spider venoms (Szeto et al. 2000), but other than sharing
the cysteine arrangement, the arachnid toxins lack all of the
invariant residues, as well as the contractive effect upon smooth
muscle and the ability to produce hyperalgesia. Toxins related to
the snake venom 3FTx are secreted on the skin of Xenopus laevis
(African clawed frog) (e.g., Q09022). These toxins are phyloge-
netically and functionally distinct from the snake venom 3FTx,
acting presynaptically by activating dihydropyridine-sensitive
Ca?* channels (Kolbe et al. 1993). These toxins appear to be wide-

spread in amphibians, with related peptides (e.g., Q71TU4) hav-
ing been sequenced from the skin of Plethodon jordani (Jordan’s
salamander).

Notably, all of the above shared toxin types are extensively
cysteine cross-linked, come from functionally diverse multigene
families, and all have been developed into toxin multigene fami-
lies (Table 7). The multiple, independent recruitment of certain
protein types for use as toxins also sheds additional light on what
sorts of proteins are favored in molecular evolution and what sort
of molecular scaffold is beneficial. However, unlike the Heloderma
CRISP and kallikrein toxins, they are all phylogenetically very
distinct from the snake equivalents. This reinforces the unique-
ness of the close relationship between the snake and lizard CRISP
and kallikrein toxins and the most parsimonious explanation of
these two toxin types arising from modification of existing sali-
vary proteins.

Conclusion

The results of this study suggest that the tissue types from which
the toxin recruitment genes were selected were as diverse as the
proteins themselves. Two toxin types (CRISP and kallikrein) ac-
tually appear to be modifications of proteins already present in
the ancestral salivary tissue. While the activity of the ancestral
protein has been invariably retained, toxin types originating
from extensively cysteine cross-linked proteins have been the
ones to flourish into newly derived, functionally diverse, toxin
multigene families.

Methods

In order to minimize confusion, all proteins’ sequences are re-
ferred to by their SWISS-PROT accession numbers (http://
www.expasy.org/cgi-bin/sprot-search-ful). Sequences were ob-
tained through BLAST searching using representative toxin se-
quences (http://www.expasy.org/tools/blast/). Resultant
sequence sets were aligned using the program CLUSTAL-X
(Thompson et al. 1997), followed by visual inspection for errors.
In the cases where peptides have been incorporated as domains
into longer preproteins (Kunitz protease inhibitors, whey acidic
protein, and SPRY), alignments were trimmed on either side of
the domain. Due to the large number of sequences in each data
set, phylogenetic analyses were conducted in two steps. For each
data set, phylogenetic trees containing all sequenced proteins
were initially reconstructed using the maximum parsimony (MP)
method, conducted using the program PAUP*4.0b10 (Swofford
2002) and random stepwise taxon addition with TBR branch
swapping and the PROTPARS weighting scheme (Felsenstein
2001), which takes into account the number of changes required
at the nucleotide level to substitute one amino acid for another.
Number of sequences, alignment length (including gaps), and
parsimony informative sites are shown in Table 1. In this man-
ner, clades that contained the venom proteins were identified.
Once such clades were identified, data sets containing represen-
tative venom proteins, all the nearest neighbor nonvenom se-
quences, and representatives of the full breadth of gene phylo-
genetic diversity were selected and then analyzed using Bayesian
inference implemented on MrBayes, version 3.0b4 (Huelsenbeck
and Ronquist 2001; Ronquist and Huelsenbeck 2003). The
method uses Markov-chain Monte Carlo methods to generate
posterior probabilities for each clade represented in the tree. The
analysis was performed by running a minimum of 1*10° genera-
tions in four chains, and saving every 100™ tree. The log-
likelihood score of each saved tree was plotted against the num-

418 Genome Research
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ber of generations to establish the point at which the log likeli-
hood scores of the analysis reached their asymptote, and the
posterior probabilities for clades established by constructing a
majority rule consensus tree for all trees generated after the
completion of the burn-in phase. Sequence alignments and un-
rooted maximum parsimony trees can be obtained by e-mailing
Dr. Bryan Grieg Fry (bgf@unimelb.edu.au).
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