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Molecular systematics of the genus Sonora (Squamata: Colubridae) in
central and western Mexico
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Mexico possesses high levels of endemic biodiversity, especially for squamate reptiles. However, the evolutionary
relationships among many reptiles in this region are not well known. The closely related genera of Sonora Baird and Girard
1853 and Procinura Cope 1879 are coralsnake mimics found from the central and western United States to southwestern
Mexico and Baja California. Although species delimitation in this group has historically relied upon colour pattern and
other morphological characters, many populations of these species display colour pattern polymorphism, which may
confound taxonomy. We used molecular phylogenetics to assess the evolutionary relationships and delimit species within
Sonora, focusing on the phylogenetic position of Procinura and the validity of S. mutabilis and aequalis. We sequenced two
mitochondrial (ND4 and cytb) and two nuclear (c-mos and RAG-1) genes for the single species of Procinura and each of the
four species of Sonora. We analysed these sequences using maximum parsimony, maximum likelihood and Bayesian
phylogenetic analyses on separately concatenated mitochondrial and nuclear datasets. Additionally, we used Bayesian
coalescent methods to build a species tree (Bayesian species tree analysis) and delimit species boundaries (Bayesian species
delimitation). All methods indicated that Procinura is deeply nested within Sonora, and most individual species are well
supported. However, we found that one taxon (S. aequalis) is paraphyletic with regard to another (S. mutabilis). We
recommend that the genus Procinura be synonymised with Sonora and that S. aequalis be synonymised with S. mutabilis.
Additionally, the phylogenetic patterns that we document are broadly congruent with a Miocene or Pliocene divergence
between S. michoacanensis and S. mutabilis along the Trans-Mexican Volcanic Belt. Finally, our data are consistent with
the early evolution of coralsnake mimicry and colour pattern polymorphism within the genus Sonora.

Key words: colour pattern polymorphism, coralsnake mimicry, Mexico, Procinura aemula, Sonora, S. michoacanensis,
S. mutabilis

Introduction
The country of Mexico is an extremely diverse region
(Mittermeier et al., 2005), especially for squamate rep-
tiles (Flores-Villela & Canseco-Márquez, 2004). High en-
demism and species richness of this country has been ex-
plained by its complex landscape, geology, tropical latitude
and ecological diversity (Peterson et al., 1993; Ramamoor-
thy et al., 1993; Flores-Villela & Gerez, 1994). Despite
this diversity (or perhaps because of it), genetic relation-
ships of many squamate species in Mexico are unknown
and their taxonomy is unstable. Contributing to this tax-
onomic uncertainty for squamate reptiles is variable and
polymorphic colour pattern, which can cause taxonomists

Correspondence to: Christian L. Cox. E-mail: clcox@uta.edu

to either assign multiple species designations within single
polymorphic species or to lump geographically widespread
species under a single ‘polymorphic’ species. This leads
to the potential for cryptic biodiversity and thus the sys-
tematics of such species complexes are a matter of high
taxonomic priority.

The genus Sonora Baird and Girard 1853 is one lineage
of snakes that is relatively poorly known and displays strik-
ing colour pattern polymorphism. Members of Sonora are
small, arthropod-consuming, semifossorial snakes that are
found in the central and western United States to southwest-
ern Mexico and Baja California (Figs 1–8; Stickel, 1943;
Ernst & Ernst, 2003). These snakes are normally placed in
the colubrid tribe Sonorini with the genera Chilomensiscus,
Chionactis, Conopsis, Ficimia, Gyalopion, Pseudoficimia,
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Stennorrhina and Sympholis (Dowling, 1975; Dowling &
Duellman, 1978), although some authors include Tantilla
and Geagras, and by extension Tantillita and Scolecophis
(Savitzky, 1983; Greene, 1997). However, some authors
have questioned the traditional Sonorini based upon molec-
ular and morphological data (Holm, 2008; Goynechea,
2009).

There are five species that have recently been included in
the genus Sonora (Echternacht, 1973; Ernst & Ernst, 2003).
Sonora semiannulata Baird and Girard 1853 is found in the
central and western United States and northern Mexico.
Procinura aemula Cope 1879 was until recently (Lemos-
Espinal et al., 2004a, 2004b, 2004c) included in the genus
Sonora (Bogert & Oliver, 1945; Zweifel & Norris, 1955;
Nickerson & Heringhi, 1966) and is found in western Mex-
ico in the states of Chihuahua, Sonora and Sinaloa (Fig. 9).
Sonora mutabilis Stickel 1943 and S. aequalis Smith and
Taylor 1945 are found mostly sympatrically in the foothills
of the Sierra Madre Occidental in Jalisco, Nayarit, Aguas-
calientes, southern Zacatecas and extreme southern Sinaloa
(Fig. 9). Sonora michoacanensis Duges in Cope (1885) is
currently known from the Balsas basin of Michoacan, Guer-
rero, Morelos, Puebla and Colima and the coastal regions
of Colima and Guerrero (Fig. 9). Notably, all species pos-
sess colour pattern polymorphism, with uniform, striped,
banded, bicolour and tricolour morphs known for the differ-
ent species (Figs 1–8). Herein, we focus on the exclusively
Mexican species of P. aemula, S. mutabilis, S. michoaca-
nensis and S. aequalis.

Taxonomic confusion has reigned in the exclusively
Mexican species of Sonora and Procinura. While the va-
lidity of the species P. aemula is not generally questioned,
this species was recently placed in the monotypic genus
Procinura on the basis of its unusual caudal morphology, a
‘file-like’ tail (Lemos-Espinal et al., 2004a, 2004b, 2004c).
However, a phylogenetic analysis was not undertaken at the
time of the genus re-elevation, and so the reciprocal mono-
phyly of Procinura and Sonora is not established. The three
species of Sonora (S. aequalis, S. michoacanensis, S. mu-
tabilis) from southern and western Mexico have been at
various times considered a single species with up to two
subspecies of S. michoacanensis michoacanensis and S.
m. mutabilis (Stickel, 1943; Echternacht, 1973) or up to
three species including S. erythrura, S. mutabilis and S. mi-
choacanensis (Taylor, 1937; Smith & Taylor, 1945). Most

recently, Ponce-Campos et al. (2004) elevated S. michoa-
canensis michoacanensis and S. m. mutabilis to full species
based on colour pattern, and resurrected the name S. ae-
qualis for bicolour ground snakes formerly included under
S. mutabilis.

One reason for the unstable taxonomy of Mexican
Sonora is their extreme colour pattern polymorphism (Figs
1–8). Procinura aemula is considered a coralsnake mimic
(Echternacht, 1973; Campbell & Lamar, 2004) and pos-
sesses morphs that are uniform red or tricolour, monadal
or triadal with a varying number of triads (Nickerson &
Heringhi, 1966). According to current taxonomy, S. muta-
bilis is tricoloured and S. aequalis is bicoloured (Ponce-
Campos et al., 2004), with both considered coralsnake
mimics (Echternacht, 1973; Campbell & Lamar, 2004). Fi-
nally, S. michoacanensis is also considered a coralsnake
mimic (Echternacht, 1973; Campbell & Lamar, 2004) and
possesses uniform red and tricolour morphs (some of the
bands on tricoloured animals may appear as white dots
with a black centre). These three species are currently dis-
tinguished based solely on colour pattern; S. mutabilis is
tricoloured, S. aequalis is bicoloured, and S. michoacanen-
sis can be distinguished from S. aequalis and S. mutabilis
by the absence of banding on its tail. Given that colour
pattern polymorphism is documented within all members
of the genera Sonora and Procinura and is a well-known
characteristic of mimicry complexes (Echternacht, 1973;
Mallet & Joron, 1999; Brodie & Brodie, 2004), taxonomy
based solely on colour pattern in coralsnake mimics may
be deceptive.

With current taxonomy based on colour pattern, a revi-
sion of the genera Sonora and Procinura based upon more
appropriate characters is necessary. Morphological charac-
ters such as scale counts and colour pattern have tradition-
ally been used in snake systematics, but may suffer from
problems of homoplasy and environmentally induced vari-
ation (e.g. Burbrink et al., 2000; Devitt et al., 2008) espe-
cially because many snake genera such as Sonora are mor-
phologically conservative. We use a molecular approach to
evaluate the phylogenetic relationships of the genera Sonora
and Procinura.

Our goals were to use both mitochondrial and nuclear loci
to: (1) determine the number of distinct genetic lineages of
the genera Sonora and Procinura in western Mexico, (2) de-
termine the phylogenetic relationships among the different

−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−→
Figs 1–8. Snakes of the genus Sonora (and Procinura) found exclusively in Mexico. Images deposited in the University of Texas-Arlington
Digital collection (UTADC). 1. Uniform morph of Sonora (Procinura) aemula from near Rio Cuchojaqui, Sonora (photo by C.M. Bogert,
UTADC 7405). 2. S. aemula from Rio Cuchojaqui with a few bands (photo by C.M. Bogert, UTADC 7406). 3. Tricolour morph of
S. aemula from near Alamos, Sonora (photo by C. Rodriguez, UTADC 7407). 4. Bicolour S. mutabilis from near Guadalajara, Jalisco
(aequalis; photo by C. Grunwald, UTADC 7408). 5. Tricolour S. mutabilis from near Rio Blanco, Jalisco (photo by C.L. Cox, UTADC
7409). 6. Tricolour S. mutabilis from Rio Blanco, Jalisco (photo by J. Reyes-Velasco, UTADC 7410). 7. Tricolour S. michoacanensis from
near Arcelia, Guerrero (photo by A. Mendoza, UTADC 7411). 8. Uniform morph of S. michoacanensis from near Tacambaro, Michoacan
(photo by O. Medina-Aguilar, UTADC 7412).
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96 C. L. Cox et al.

Fig. 9. Map of specimen localities for snakes of the genus Sonora (and Procinura) found exclusively in Mexico (i.e. excluding S.
semiannulata). Inset displays the geographic context of the map. Filled symbols represent localities with the tissue samples that are used
in this study, and numbers next to symbols indicate localities from Table 1. Elevation is indicated on the map using shaded areas, with
sea level represented by white and shaded areas in dark grey to a maximum of 5636 m. The approximate position of the Trans-Mexican
Volcanic Belt is indicated with a solid line.

species of the genera Sonora and Procinura and (3) assess
the match between current taxonomy and molecular phy-
logeny of the genera Sonora and Procinura. Based upon the
results of this analysis, we make taxonomic recommenda-
tions for this group and discuss morphology in the context
of this taxonomy.

Materials and methods
Taxonomic sampling
We obtained at least one tissue for P. aemula and S. ae-
qualis, S. michoacanensis, S. mutabilis and S. semiannulata

during fieldwork (2001–2009) and/or from museum collec-
tions (Fig. 9; Table 1). We also obtained one sequence for
P. aemula from an unpublished dissertation (Holm, 2008).
Specimens and photos were deposited in the University of
Texas at Arlington Amphibian and Reptile Diversity Re-
search Centre and Digital Collection (UTA ARDRC and
UTA ARDRC DC) and the Museo de Zoologı́a, Facultad
de Ciencias (MZFC). We chose to use a hierarchical out-
group scheme to test the monophyly of the ingroup, using
Coluber constrictor, a closely related member of the sub-
family (Colubrinae) containing Sonora and Procinura (Py-
ron et al., 2011) and Agkistrodon contortrix, a member of
the family Viperidae.

D
ow

nl
oa

de
d 

by
 [

U
ni

ve
rs

ity
 o

f 
T

ex
as

 a
t A

rl
in

gt
on

],
 [

C
hr

is
tia

n 
L

. C
ox

] 
at

 0
6:

33
 3

0 
M

ar
ch

 2
01

2 



Molecular systematics of the genus Sonora 97

T
ab

le
1.

S
am

pl
e

in
fo

rm
at

io
n

an
d

G
en

ba
nk

A
cc

es
si

on
nu

m
be

rs
fo

r
th

e
sp

ec
im

en
s

in
cl

ud
ed

in
th

is
st

ud
y.

#a
V

ou
ch

er
ID

b
Ta

xo
n

C
ou

nt
ry

:S
ta

te
L

oc
al

it
y

L
at

L
on

g
E

le
va

ti
on

(m
)

cy
t-

b
N

D
4

c-
m

os
R

A
G

-1

1
U

A
N

L
69

76
So

no
ra

(P
ro

ci
nu

ra
)

ae
m

ul
a

M
ex

ic
o:

S
on

or
a

ne
ar

A
la

m
os

27
.0

24
58

−1
08

.9
39

7
40

0
JQ

26
59

59
JQ

26
59

79
JQ

26
59

52
JQ

26
59

70

2
A

S
D

M
21

44
9

S.
ae

m
ul

a
M

ex
ic

o:
S

on
or

a
ne

ar
A

la
m

os
27

.0
24

58
−1

08
.9

39
7

40
0

N
A

c
N

A
N

A
N

A
C

A
S

20
65

03
S.

se
m

ia
nn

ul
at

a
U

S
A

:C
al

if
or

ni
a

In
yo

C
ou

nt
y

ne
ar

B
is

ho
p

36
.2

45
32

−1
17

.4
53

1
90

7
A

F
47

10
48

JQ
26

59
81

A
F

47
11

64
JQ

26
59

70

3
M

Z
F

C
23

95
6

S.
m

ic
ho

ac
an

en
si

s
M

ex
ic

o:
G

ue
rr

er
o

C
am

po
M

or
ad

o,
C

an
ad

a
‘E

l
N

ar
an

jo
’

18
.1

93
16

−1
00

.1
60

9
10

72
JQ

26
59

58
JQ

26
59

80
JQ

26
59

51
JQ

26
59

69

4
U

TA
B

T
M

26
d

S.
m

ut
ab

il
is

(‘
ae

qu
al

is
’)

M
ex

ic
o:

Ja
li

sc
o

B
ar

ra
nc

a
de

lR
io

S
an

ti
ag

o
20

.7
92

39
−1

03
.3

29
7

10
7

JQ
26

59
54

JQ
26

59
75

JQ
26

59
45

(a
)

JQ
26

59
67

;
(b

)
JQ

26
59

68
f

5
U

TA
R

-5
34

88
S.

m
ut

ab
il

is
(‘

ae
qu

al
is

’)
M

ex
ic

o:
Ja

li
sc

o
ne

ar
B

ol
an

os
21

.8
75

39
−1

03
.8

20
7

16
33

JQ
26

59
53

JQ
26

59
73

JQ
26

59
47

JQ
26

59
62

6
U

TA
JR

V
12

7
d

S.
m

ut
ab

il
is

(‘
ae

qu
al

is
’)

M
ex

ic
o:

Ja
li

sc
o

H
ua

xt
la

:c
an

yo
n

be
lo

w
to

w
n

20
.7

28
45

−1
03

.6
56

7
14

50
JQ

26
59

55
JQ

26
59

76
JQ

26
59

50
N

A

7
U

TA
JR

V
12

9
d

S.
m

ut
ab

il
is

(‘
ae

qu
al

is
’)

M
ex

ic
o:

Ja
li

sc
o

H
ua

xt
la

:c
an

yo
n

be
lo

w
to

w
n

20
.7

28
45

−1
03

.6
56

7
14

50
JQ

26
59

56
JQ

26
59

78
N

A
(a

)
JQ

26
59

60
;

(b
)

JQ
26

59
51

f

8
U

TA
R

-5
34

87
S.

m
ut

ab
il

is
M

ex
ic

o:
Ja

li
sc

o
ne

ar
B

ol
an

os
21

.8
75

39
−1

03
.8

20
7

16
33

N
A

JQ
26

59
72

JQ
26

59
46

(a
)

JQ
26

59
65

;
(b

)
JQ

26
59

66
f

9
U

TA
R

-5
97

62
S.

m
ut

ab
il

is
M

ex
ic

o:
Ja

li
sc

o
R

oa
d

to
P

ue
bl

it
os

ne
ar

B
ar

ra
nc

a
de

l
R

io
S

an
ti

ag
o

21
.0

25
44

−1
03

.4
60

7
13

50
JQ

26
59

57
JQ

26
59

74
JQ

26
59

48
JQ

26
59

63

10
U

TA
JR

V
12

8
d

S.
m

ut
ab

il
is

M
ex

ic
o:

Ja
li

sc
o

H
ua

xt
la

:c
an

yo
n

be
lo

w
to

w
n

20
.7

28
45

−1
03

.6
56

7
14

50
N

A
JQ

26
59

77
JQ

26
59

49
JQ

26
59

64

C
A

S
21

27
60

e
C

ol
ub

er
co

ns
tr

ic
to

r
U

S
A

:C
al

if
or

ni
a

M
en

do
ci

no
N

at
io

na
l

Fo
re

st
39

.1
60

58
−1

22
.6

68
1

59
7

E
U

18
04

67
A

Y
48

70
41

A
Y

48
69

38
N

A

S
D

S
U

39
29

e
C

ol
ub

er
co

ns
tr

ic
to

r
–

–
–

–
–

N
A

N
A

N
A

E
U

40
28

41
M

oo
dy

33
8e

A
gk

is
tr

od
on

co
nt

or
ti

x
–

–
–

–
–

N
A

A
F

15
65

76
N

A
N

A
L

S
U

H
06

07
e

A
gk

is
tr

od
on

co
nt

or
ti

x
–

–
–

–
–

E
U

48
34

03
N

A
N

A
E

U
40

28
33

C
A

S
21

44
06

e
A

gk
is

tr
od

on
pi

sc
iv

or
ou

s
–

–
–

–
–

N
A

N
A

A
F

47
10

96
N

A

a N
um

be
rs

co
rr

es
po

nd
to

lo
ca

li
ti

es
in

Fi
g.

2.
b V

ou
ch

er
ID

s
ar

e
ei

th
er

m
us

eu
m

nu
m

be
rs

or
fi

el
d

nu
m

be
rs

.c T
hi

s
se

qu
en

ce
is

pu
bl

is
he

d
in

H
ol

m
(2

00
8)

.d Fi
el

d
no

te
s

an
d

ti
ss

ue
s

fo
r

U
TA

B
T

M
an

d
U

TA
JR

V
sp

ec
im

en
s

ar
e

de
po

si
te

d
at

th
e

U
TA

A
R

D
R

C
.e G

en
es

fo
r

al
lo

ut
gr

ou
p

ta
xa

w
er

e
do

w
nl

oa
de

d
fr

om
G

en
ba

nk
.f A

cc
es

si
on

nu
m

be
rs

fo
r

ph
as

ed
R

A
G

-1
se

qu
en

ce
s

ar
e

in
di

ca
te

d
w

it
h

a
an

d
b

an
d

co
rr

es
po

nd
to

id
en

ti
fi

er
s

in
Fi

g.
3.

D
ow

nl
oa

de
d 

by
 [

U
ni

ve
rs

ity
 o

f 
T

ex
as

 a
t A

rl
in

gt
on

],
 [

C
hr

is
tia

n 
L

. C
ox

] 
at

 0
6:

33
 3

0 
M

ar
ch

 2
01

2 



98 C. L. Cox et al.

Table 2. Primer name and primer sequence for the amplification
and sequencing of gene fragments analysed in this study.

Primer name Fragment Sequence (5′-3′)

ATRCB3 cyt-b TGA GAA GTT TTC YGG GTC
RTT

GLUDG cyt-b TGA CTT GAA RAA CCA YCG
TTG

ND4F ND4 CAC CTA TGA CTA CCA AAA
CCT CAT GT

LeuR ND4 CAT TAC TTT TAC TTG GAT
TTG CAC CA

RAG1 f1a RAG-1 CAG CTG YAG CCA RTA CCA
TAA AAT

RAG1 r2 RAG-1 CTT TCT AGC AAA ATT TCC
ATT CAT

S77cmos c-mos CAT GGA CTG GGA TCA GTT
ATG

S78cmos c-mos CCT TGG GTG TGA TTT TCT
CAC CT

Molecular methods
Muscle, liver and skin tissue was taken from freshly killed
specimens and stored in 95% ethanol or tissue lysis buffer
at −80 ◦C. Genomic DNA was extracted from tissues using
the DNAeasy Blood and Tissue Kit (Qiagen) using standard
protocol. We chose to amplify two separate mitochondrial
loci, a partial fragment (639 bp) of cytochrome b (cyt-b)
and a fragment (777 bp) containing part of NADH dehy-
drogenase subunit 4 (ND4) including complete RNAHis and
complete and partial tRNASer(AGY) (Table 2) using primers
modified from previous studies (Arevalo et al., 1994; Har-
vey et al., 2000). We also amplified two nuclear genes, a
partial fragment (997 bp) of the recombination activating
gene 1 (RAG-1) and a fragment (546 bp) of the oocyte mat-
uration factor (c-mos; Table 2). Cyt-b and ND4 were both
amplified using polymerase chain reaction (PCR) under the
following thermocycling protocol: initial denaturation at
94 ◦C for 3 min, then 35 cycles of denaturation for 30 s at 94
◦C, annealing for 45 s at 55 ◦C, and extension for 90 s at 72
◦C, followed by a final extension at 72 ◦C for 10 min. RAG-1
and cmos were amplified using the same PCR protocol as
the mitochondrial genes, except that the annealing tempera-
ture was 58 ◦C. Successful amplification was determined by
gel electrophoresis of the PCR product along a 1% agarose
gel, and PCR products were prepared for the sequencing re-
action by using the ExoSAP-IT kit (United States Biochem-
ical). We used the BigDye Terminator Cycle Sequencing
Kit (Applied Biosystems Inc.) following the manufacturer’s
protocol. The sequenced products were precipitated using
an ethanol/sodium acetate method and rehydrated in HPLC
purified formamide (Hi-Di). The sample was then analysed
either on a ABI PRISM 3100xl Genetic Analyzer in the Ge-
nomics Core Facility at the University of Texas-Arlington
or on a ABI 3730 Genetic Analyzer at the Museum of Ver-
tebrate Zoology at the University of California, Berkeley.

Sequences were edited and assembled using Sequencher
(Genes Code Corps., Inc.). Individual sequences were ex-
ported to MEGA (Tamura et al., 2011), aligned in MEGA
using the CLUSTAL algorithm (Larkin et al., 2007) with
default parameters and manually adjusted if necessary.

Sequence analysis
Concatenated analysis. We assembled concatenated mito-
chondrial (cyt-b, ND4 and tRNAs) and nuclear (cmos and
RAG-1) datasets for maximum parsimony (MP), maximum
likelihood (ML) and Bayesian analyses. Phylogenetic anal-
ysis using the MP criterion was implemented for separately
concatenated mitochondrial and nuclear datasets in MEGA
(Tamura et al., 2011) with nodal support assessed by 1000
bootstrap replicates. For maximum likelihood and Bayesian
phylogenetic analysis we used four separate partitioning
schemes. Both mitochondrial and nuclear datasets were (1)
unpartitioned, (2) partitioned by gene or gene region, (3)
partitioned by gene region and two codon partitions for
protein encoding genes (the first two codon positions parti-
tioned separately from the last codon position) and (4) par-
titioned by gene and three codon partitions (one for each
codon position). The best-fitting model of molecular evo-
lution for each gene was determined using MEGA (Tamura
et al., 2011), with models ranked by Bayes factors. Max-
imum likelihood phylogenetic reconstruction was imple-
mented in RaxML (Stamatakis, 2006) with 100 independent
searches using the GTRGAMMA (GTR+G) model. Nodal
support for the best scoring ML tree was bootstrap propor-
tions from 1000 pseudoreplicates. Bayesian phylogenetic
reconstruction was completed in MrBayes v 3.1 (Huelsen-
beck & Ronquist, 2001). The HKY+G model of evolution
was used for both nuclear and mitochondrial datasets. Ex-
cepting a variable rate prior, we used the default parame-
ters in MrBayes (Huelsenbeck & Ronquist, 2001). Markov-
chain Monte-Carlo searches were run for 1 000 000 genera-
tions sampling trees every 100 generations with 4 chains (3
heated chains and one cold chain). We considered that the
Bayesian searches had converged when the average stan-
dard deviation of split frequencies declined to below 0.01
and by examining log-likelihood versus generation plots.
Additionally, we used the online program AWTY (Wilgen-
busch et al., 2004) to confirm that our analyses reached
stationarity. When the runs were completed, we discarded
the first 25% of trees as burnin. Bayesian posterior proba-
bilities were used to assess nodal support in the Bayesian
analysis. Trees from all analyses were visualised and ma-
nipulated using FigTree v1.3.1 (Rambaut, 2007).

Species tree analysis and Bayesian species delimi-
tation. We conducted a species tree analysis to provide
a guide tree for species delimitation analyses. Although
species-tree coalescent methodology is most appropriate
when applied to datasets with multiple individuals for each
species, the focus of these analyses is the genetic distinct-
ness of S. aequalis and S. mutabilis for which we have
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multiple samples. We used the program ∗BEAST (Heled
& Drummond, 2010) in the BEAST software package
(Drummond & Rambaut, 2007) to estimate a species tree
from our four separate loci (ND4+tRNAs, cyt-b, c-mos and
RAG-1). For the species tree we initially assigned taxa to
P. aemula, S. aequalis, S. michoacanensis, S. mutabilis and
S. semiannulata. We generated species trees with unpar-
titioned data and the first two codon positions partitioned
separately from the last, with separate models of molecular
evolution for each gene (cmos = HKY, cyt-b = HKY+G,
ND4 = HKY+I, RAG-1 = HKY+G) determined by model
selection using the Bayesian Information criterion in
MEGA (Tamura et al., 2011). The approximately 125 bp of
tRNAs in ND4 was trimmed prior to analysis. We consid-
ered the default priors in ∗BEAST (Heled & Drummond,
2010) to be appropriate for our analysis, although for each
partitioning scheme we varied the tree prior (Yule process
or birth–death process). We used searches of 10 million
generations (with trees sampled every 1000 generations)
for two independent runs, and burned in 50% of runs. Data
were combined using LogCombiner. Nodal support for the
resulting species tree was posterior probabilities and was
mapped onto the tree using TreeAnnotator.

We used the species tree from the species tree analysis
as a guide tree for Bayesian species delimitation (focused
on S. aequalis and S. mutabilis). We used the program
BPP v2.1 (Yang & Rannala, 2010), which uses reverse
jump Markov-Chain Monte Carlo (rjMCMC) to infer the
posterior probabilities of a fully resolved guide tree and
each partially or completely collapsed version of the guide
tree, but see Leache & Fujita (2010) and Yang & Rannala
(2010) for details. For our guide tree, we used the species
tree generated by ∗BEAST (all partitioning schemes and
prior sets yielded the same topology). Initially, we varied
the fine-tuning parameter and starting seeds, and con-
ducted analyses for 100 000–500 000 generations to ensure
homogeneity of results. Final analyses were conducted
for 100 000 generations, sampled every 10 and burned in
the first 50% of trees. The fine-tuning parameters and
algorithms for rjMCMC mixing were set to give consistent
results and were similar to those in Leache & Fujita (2010),
with all speciation models given equal priors. Additionally,
we used the same three prior sets as in Leache & Fujita
(2010) for ancestral population size (θ ) and root age (τ ).
We set both θ and τ to a gamma distribution, initially with
(1) G (α, β) ∼ G (1, 10) for both θ and τ . Two other prior
combinations were also used, (2) G (2,2000) for both θ and
τ and (3) θ ∼ G (1,10) and τ ∼ G (2,2000). Acceptance
proportions for each parameter were within the recom-
mended range (0.3–0.7) for Bayesian species delimitation
(Yang & Rannala, 2010). Support for species was assessed
as Bayesian speciation probabilities for each node, which is
different from Bayesian posterior probability nodal support
which indicates the probability a clade is true and pre-
sumably monophyletic (Huelsenbeck et al., 2002) in that

it indicates a probability (‘Bayesian speciation probability,
BSP’) that a node is fully resolved or fully bifurcated.

Morphological analysis
We collated morphological data from Echternacht (1973)
including data originally from Stickel (1943) for one S.
aequalis, 18 S. michoacanensis and eight S. mutabilis and
measured the same traits on eight additional specimens
(Table 3). We also collected additional colour pattern data
for species diagnosis information from museum specimens
that were mentioned but not illustrated in Echternacht
(1973) or Stickel (1943). Length measurements were taken
to the nearest mm using digital callipers, and the same
author (JRV) conducted all morphological measurements.
We also studied the hemipenial morphology of three
specimens of S. mutabilis, and compare it to that of S.
michoacanensis. We followed the standard procedures to
prepare hemipenes as suggested by Myers & Cadle (2003)
and Zaher & Prudente (2003). Morphological definitions
are based on Dowling & Savage (1960).

Results
Concatenated analyses
Bayesian, maximum likelihood and maximum parsimony
phylogenetic analyses all yielded similar topologies for both
nuclear and mitochondrial datasets. Similarly, all gene and
codon partitioning schemes yielded similar topologies in
both Bayesian and maximum likelihood analyses with both
datasets. Because we prefer to present an optimal tree, we
elected to include the best maximum likelihood tree for both
mitochondrial and nuclear datasets (partitioned by gene
and first two codon positions partitioned separately from
the third) with nodal support assessed as Bayesian posterior
probabilities (BPP), maximum likelihood bootstrap pro-
portions and maximum parsimony bootstrap proportions
(Figs 10–11). Phylogenetic trees from both the mitochon-
drial and nuclear datasets recover Sonora+Procinura as a
monophyletic group (BPP = 1.0), with maximum uncor-
rected pairwise sequence divergence of 18% and 0.8% for
the mitochondrial and nuclear dataset, respectively. The
mitochondrial dataset (Fig. 10) recovers a southern clade
(S. mutabilis, S. aequalis and S. michoacanensis) and a
northern clade (S. semiannulata and P. aemula) separated
by 15.5% mitochondrial uncorrected sequence divergence
(BPP = 1.0). In contrast, S. michoacanensis is recovered
as sister to the S. semiannulata/P. aemula clade (BPP
= 0.71) in the phylogenetic tree based on nuclear loci
(Fig. 11). Both mitochondrial and nuclear datasets find
Procinura nested within Sonora (BPPs = 1.0 and 0.99),
sister to S. semiannulata (Figs 10–11). Additionally, both
nuclear and mitochondrial phylogenetic trees indicate that
S. aequalis is paraphyletic to S. mutabilis (Figs 10–11)
and recover S. michoacanensis as being quite divergent
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UTA BTM 26a (4)

10) 11)

Sonora semiannulata

S. (Procinura) aemula

S. michoacanensis 

S. aequalis

S. mutabilis

1.0
70
95

0.71

-
77

0.99

-
51

Figs 10–11. Maximum likelihood phylogenetic tree of relationships among Sonora and Procinura species using (10) a concatenated
mitochondrial dataset (ND4 and cyt-b) and (11) a concatenated nuclear dataset (c-mos and RAG-1). Numbers in symbols next to specimen
numbers correspond to localities in Table 1 and Fig. 9. In the (11), a lower case letter after each specimen name indicates the phase
for phased heterozygous individuals. Support values for nodes are Bayesian posterior probability (top), bootstrap proportions from
maximum likelihood analysis (middle) and bootstrap proportions (1000 pseudoreplicates) from maximum parsimony analysis (bottom)
>50 (maximum likelihood and maximum parsimony) or 0.8 (Bayesian posterior probability). A dash (-) denotes support lower than the
cut-off value for maximum likelihood or maximum parsimony. On the phylogenetic tree derived from nuclear loci, lower case letters next
to specimen numbers represent gametic phases. Note that for both datasets, Procinura is deeply nested within Sonora, and that S. aequalis
is paraphyletic with regard to S. mutabilis.

(12.5% in the mitochondrial data) from S. mutabilis and
S. aequalis (Figs 10–11). The mitochondrial phylogenetic
tree displays limited geographic structuring within clades,
with S. aequalis and S. mutabilis clustering by locality (not
taxonomy, Figs 10–11).

Species tree and Bayesian species
delimitation analyses
Tree prior and codon partitioning combinations for the
species tree analyses resulted in very similar topologies,
so we present the partitioned dataset using a Yule process

D
ow

nl
oa

de
d 

by
 [

U
ni

ve
rs

ity
 o

f 
T

ex
as

 a
t A

rl
in

gt
on

],
 [

C
hr

is
tia

n 
L

. C
ox

] 
at

 0
6:

33
 3

0 
M

ar
ch

 2
01

2 



102 C. L. Cox et al.

Agkistrodon

Coluber

Sonora semiannulata

Sonora (Procinura) aemula

S. michoacanensis

S.  mutabilis (aequalis)

S. mutabilis

0.04 substitutions/site

1.0

0.99

1.0

1.0

0.12
0.20
0.18

0.97
0.98
0.94

0.49
0.83
0.50

1.0
1.0
1.0

Fig. 12. Species tree of Sonora and Procinura using four
genes (ND4, cyt-b, c-mos, RAG-1) with recommended taxo-
nomic nomenclature (previous nomenclature in parentheses). Sup-
port values above the node are speciation probabilities from the
Bayesian species delimitation analysis, which represents the prob-
ability that a node is fully resolved (or fully bifurcates). The top
value represents the probability from prior set 1 (G [1, 10] for
both θ and τ ), the middle value is from prior set 2 (G [2, 2000]
for both θ and τ ), and the bottom value from prior set 3 (G [1, 10]
for θ and G [2, 2000] for τ ). The support value below the node is
the Bayesian posterior probability of that node from the species
tree analysis.

tree prior with nodal support of Bayesian posterior prob-
abilities. The coalescent analysis largely agreed with the
concatenated dataset analyses (Fig. 12). In agreement with
the mitochondrial dataset, a southern clade (S. mutabilis,
S. aequalis and S. michoacanensis) and a northern clade
(S. semiannulata and P. aemula) are well supported (Fig.
12; BPP = 1.0). Procinura is deeply nested within Sonora,
sister to S. semiannulata. Sonora aequalis and S. mutabilis
are recovered as a monophyletic group (but with almost
no sequence divergence; BPP = 1.0) and are sister to S.
michoacanensis (Fig. 12: BPP = 1.0).

Bayesian species delimitation returned similar results
for each prior set, and was mostly congruent with the
other analyses (Fig. 12). Generally, this analysis supported
a topology that was resolved at all nodes except the ae-
qualis/mutabilis node (Fig. 12). The P. aemula/S. semian-
nulata node had mixed support (based upon prior set), per-
haps as the result of limited sampling for these two species
(Fig. 12). Nonetheless, these analyses demonstrate that P.
aemula is nested within the currently recognised species of
Sonora.

Morphological analysis
Hemipenial and meristic scale characters were mostly
overlapping between S. aequalis, S. michoacanensis and S.
mutabilis (Table 3). Sonora aequalis possessed overlapping
but somewhat higher number of temporal scales than
S. michoacanensis or S. mutabilis. The only consistent
morphological difference between S. michoacanensis and
S. mutabilis/aequalis is the complete banding on the tail
of S. mutabilis/aequalis and the lack of banding on the tail
of S. michoacanensis (Table 3).

Species diagnoses
Below we provide species accounts for S. aemula, S. mi-
choacanensis and S. mutabilis. We refrain from presenting
a species account for S. semiannulata due to our limited
sampling from this geographically widespread species.

Sonora aemula (Cope, 1879)

Procinura aemula Cope (1879). Holotype: Academy of
Natural Sciences in Philadelphia (ANSP) 11614 (Bogert
& Oliver, 1945). Type locality: ‘Batopilas, Chihuahua’
(Cope, 1879).

Scolecophis aemulus – Amaral (1929)
Sonora aemula – Bogert & Oliver 1945
Sonora aemula – Zweifel & Norris 1955
Procinura aemula – Lemos-Espinal et al. (2004a)

Diagnosis: This species can be distinguished from both
S. michoacanensis and S. mutabilis by the presence of dis-
tinctly raised tubercular scales or caudal spines (Fig. 13)
creating a ‘file-like’ tail (Bogert & Oliver, 1945).

Variation: This species is extremely variable in colour
pattern, ranging from a uniformly red to banded tricoloured
pattern (Bogert & Oliver, 1945; Zweifel & Norris, 1955;
Nickerson & Heringhi, 1966). In tricoloured animals, the
number and arrangement of triads can vary greatly (Bogert
& Oliver, 1945; Zweifel & Norris, 1955; Nickerson & Her-
inghi, 1966). A more detailed description of meristic char-
acters and a hemipenial description are found in Bogert &
Oliver (1945).

Distribution: This species is found on the Pacific versant
of the Mexican states of Chihuahua, Sonora and Sinaloa
(Fig. 9).

Sonora michoacanensis Duges in (Cope, 1885)

Contia michoacanensis Duges in Cope (1885). Holo-
type: Neotype British Museum of Natural History
(BMNH), now the Natural History Museum, London
(NHMUK) 1903.3.21, now 1946.1.14.65. The original
holotype from the Museo Alfredo Dugès was lost (Stickel,
1943); a specimen collected in Michoacan with no
additional locality information was designated as neotype
by Stickel (1943). Type locality: None given in Duges in
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Molecular systematics of the genus Sonora 103

Fig. 13. Comparison of tail morphology for Sonora aemula (left, UAZ 45675, note caudal spines), S. mutabilis (centre, KU 23791, note
banding on tail) and S. michoacanensis (right, MVZ 71356, note lack of banding on tail).

Cope (1885). Neotype locality is given as ‘Michoacán’
(Stickel, 1943). Restricted to ‘Apatzingan, Michoacán’ by
Smith & Taylor (1950).

Elapomorphus michoacanensis – Cope (1895)
Homalocranium michoacanense – Gunther (1895)
Chionactis michoacanensis – Cope (1896)
Scolecophis michoacanensis – Boulenger (1896)
Sonora erythura – Taylor (1937) Holotype: University of

Illinois Museum of Natural History (UIMNH) 25063.
Type locality: ‘16 km S of Taxco, Guerrero’.

Sonora michoacanensis michoacanensis – Stickel 1943
Sonora michoacanensis – Ponce-Campos et al. 2004

Diagnosis: This species can be distinguished from S.
mutabilis based on the almost invariable absence of banding
on the tail, and from S. aemula based on the absence of a
file-like tail (Fig. 13). We note that one specimen from
the University of Michigan Museum of Zoology (UMMZ
109904) has a single narrow band on the tail.

Variation: This species is extremely variable in colour
pattern, ranging from uniform red to banded tricoloured pat-
tern (Echternacht, 1973). In tricoloured animals, the num-
ber of bands and shape of bands varies greatly (Echternacht,
1973). In some individuals, the black and yellow bands ap-
pear as black-bordered yellow spots (Fig. 7). Morphological
measurements and meristic characters are mostly overlap-
ping between S. mutabilis and S. michoacanensis (Table
3). The hemipenis is depicted in Cope (Cope, 1895, Plate
XXIX, Fig. 6).

Distribution: This species is found on the Pacific coast
and Balsas basin in the Mexican states of Colima, Guerrero,
Michoacan, Morelos and Puebla (Fig. 9).

Sonora mutabilis Stickel 1943

Sonora michoacanensis mutabilis – Stickel 1943. Holotype:
The holotype is in the Field Museum of Natural His-
tory (FMNH) 105257, with paratypes FMNH 105296,
NHMUK 1946.1.14.63– NHMUK 1946.1.14.64 and

American Museum of Natural History (AMNH)
19714–19716 (Stickel, 1943; Echternacht, 1973). Type
locality: ‘Magdalena, Jalisco’ (Stickel, 1943).

Sonora aequalis – Smith and Taylor 1945. Holotype: Mu-
seum of Comparative Zoology (MCZ) 6444. Type Local-
ity: Originally given as ‘Matagalpa, Nicaragua’ (Stickel,
1943), later concluded to be ‘within or somewhat to the
east of the ranges of mutabilis and michoacanensis, on
the southern part of the Mexican plateau or in the sur-
rounding mountains’ (Stickel, 1943; Echternacht, 1973).

Sonora michoacanensis mutabilis – Echternacht 1973
Sonora aequalis – Ponce-Campos et al. 2004
Sonora mutabilis – Ponce-Campos et al. 2004

Diagnosis: Both bicoloured (formerly aequalis) and tri-
coloured forms of this species can be distinguished from S.
michoacanensis based on complete banding on the tail and
from S. aemula based on the absence of a file-like tail (Fig.
13).

Variation: Sonora mutabilis possesses bicoloured (red
and black) and tricoloured (red, black and yellow) morphs
(Echternacht, 1973). In tricolour morphs, the extent of
black interspaces between bands may be quite variable,
and bands may have red dorsal or lateral inclusions (e.g.
Figs 4–6). Bands may be regular, irregular or absent ven-
trally. Morphological measurements and meristic charac-
ters are mostly overlapping between S. mutabilis and S.
michoacanensis (Table 3). The hemipenis of S. michoaca-
nensis was described by Stickel (1943). His description was
based on one specimen of S. michoacanensis and one of S.
mutabilis. Here we describe the hemipenis of S. mutabilis
(Fig. 14) and compare it with that of S. michoacanensis
(Cope, 1895). The hemipenis is slightly bilobed, differenti-
ated and with a simple sulcus spermaticus. The apical lobes
are covered with numerous papillated calyces; the papillae
are so numerous and large that the calyces are nearly indis-
cernible. The papillae become enlarged towards the base of
the calyces and grade into spines. The calyces cover 54% of
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Fig. 14. Hemipenis of Sonora mutabilis (UTA R-53487). Right,
sulcate side, left, asulcate side.

the hemipenis in a specimen from Jalisco (UTAR-53487)
and 38% of the hemipenis in a specimen from Plomosas,
Sinaloa (UTAR-7227), and 39% in another bicoloured spec-
imen (formerly S. aequalis) from Jalisco (UTA R-59761).
Approximately 45–60 hooked spines cover the surface be-
tween the base and the calyces; this area represents 28% of
the hemipenis of UTA R-53487, 35% of UTA R-7227 and
31% of UTA R-59761. Two large basal hooks are found in
all specimens. The basal area of the hemipenis is naked and
this area comprises 19% of the hemipenis for UTA R-53487,
27% for UTA R-7227 and 29% for UTA R-59761. The ev-
erted hemipenis of UTA R-53487 is 6 subcaudals long,
while that of UTA R-7227 and UTA R-59761 are 7 subcau-
dals in situ. The main difference between the hemipenis of
S. mutabilis and S. michoacanensis is the size of the papillae
in the apical region, being very large and abundant in S. mu-
tabilis, to the point of making the calyces undistinguishable,
while in S. michoacanensis the calyces are conspicuous.

Distribution: Sonora mutabilis is found in the Mexican
states of Aguascalientes, Jalisco, Nayarit, southern Zacate-
cas and extreme southern Sinaloa.

Discussion
Taxonomic implications
We adhere to the evolutionary species (Wiley, 1978) and
general lineage (de Queiroz, 1998) theoretical species con-
cepts when evaluating the taxonomy of the genera Sonora
and Procinura, and implement the focal-species approach
of Schargel et al. (2010). We consider putative geographic
barriers, and consider that ecological differentiation and
morphological divergence represent additional evidence
that lineages are valid species (i.e. Schargel et al., 2010).
Our results have implications for both generic and species-

level taxonomy for the genus Sonora. Both nuclear and
mitochondrial datasets, and combined coalescent analy-
ses recover P. aemula as sister to S. semiannulata (the
type-species of the genus Sonora) and nested within the
other Sonora species, rendering Sonora paraphyletic (BPPs
>0.99). In fact, many previous taxonomic treatments of
P. aemula have considered this species to be within the
genus Sonora (Bogert & Oliver, 1945; Zweifel & Norris,
1955), and it was only re-elevated to the monotypic genus
Procinura (Lemos-Espinal et al., 2004a, 2004b, 2004c)
based on a single morphological autapomorphy (the file-
like caudal anatomy). We propose that P. aemula be re-
turned to the genus Sonora, which renders Sonora mono-
phyletic and accurately reflects the evolutionary history of
this genus.

Our molecular analyses also indicate that S. aequalis and
S. mutabilis are paraphyletic with regard to one another
(BSPs < 0.21). Specimens group genetically based upon
locality, not colour pattern, and so S. aequalis is best con-
sidered a bicolour morph of S. mutabilis and not a valid
species. Sonora mutabilis has taxonomic priority (Stickel,
1943), so we suggest that S. aequalis be placed in syn-
onymy with S. mutabilis and that the species diagnosis for
S. mutabilis reverts to the diagnosis by Stickel (1943), with
the inclusion of a bicolour morph. In contrast, the results
of this study reveal a deep genetic divergence between S.
mutabilis and S. michoacanensis. This genetic divergence is
reflected in discontinuity in their respective geographic dis-
tribution. We concur with previous recommendations that
both S. mutabilis and S. michoacanensis should be con-
sidered separate species (Stickel, 1943; Echternacht, 1973;
Ponce-Campos et al., 2004) and suggest the species diag-
nosis for S. michoacanensis be as in Stickel (1943). We
note that the lack of banding on the tail of S. michoaca-
nensis is a reliable morphological feature that can be used
to distinguish it from S. mutabilis (Fig. 13, Table 3). While
colour pattern variation is probably an underlying factor in
the taxonomy uncertainty in Sonora, it is also useful as a
field character for distinguishing S. michoacanensis from S.
mutabilis. Besides the consistent differences in tail banding,
S. michoacanensis is either uniform red or tricoloured, with
bands or saddles that vary in size and position. In contrast,
S. mutabilis is either bicoloured or tricoloured with regu-
larly shaped bands (e.g. Figs 1–8) and has no uniformly
red morph. While colour pattern polymorphism is easier
to interpret in the context of a molecular phylogeny, prior
generations of herpetologists reached the same taxonomi-
cal conclusions as our study based on careful assessment
of morphology, including colour pattern (Bogert & Oliver,
1945; Zweifel & Norris, 1955; Echternacht, 1973).

Although our study focused on Mexican Sonora (mostly
S. michoacanensis and S. mutabilis), there is still great need
for molecular and taxonomic reviews of some of the other
Sonora species and related taxa. S. semiannulata was only
represented by a single specimen in this study, and so we
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cannot comment on either the biogeography or taxonomy
of this taxon. Because S. semiannulata is (1) morphologi-
cally distinct from other Sonora species and (2) has a non-
overlapping geographic range with other Sonora species,
inclusion of additional S. semiannulata specimens should
not change the conclusions of this study. Our study did not
include the genera Chionactis and Chilomeniscus, which
are hypothesised to be close relatives of Sonora (Dowl-
ing, 1975; Dowling & Duellman, 1978), with Chionactis
at one time considered synonymous with Sonora (Stickel,
1938, 1943). Multiple species and subspecies have been
recognised for both of these genera (Ernst & Ernst, 2003),
and evaluating the taxonomy and molecular systematics of
these genera was beyond the scope of this study. A com-
plete molecular evaluation of all species and subspecies of
Chionactis, Chilomeniscus and S. semiannulata is needed
to clarify the complex biogeographic history and taxonomic
nomenclature of this group.

Methodological congruence
We found marked differences in rates of molecular evo-
lution between mitochondrial and nuclear loci. Maximum
pairwise divergence within Sonora varied by two orders of
magnitude (from 0.8% uncorrected divergence for nuclear
loci compared with 18% for mitochondrial loci) for nuclear
(c-mos, RAG-1) and mitochondrial loci (cyt-b, ND4) com-
monly used in snake systematics (Burbrink et al., 2000;
Townsend et al., 2004; Noonan & Chippindale, 2006; Vi-
dal & Hedges, 2009). Rate variation between nuclear and
mitochondrial loci is well known (Vawter & Brown, 1986;
Hare, 2001) and often causes incomplete lineage sorting in
nuclear loci (Madison & Knowles, 2006; Makowsky et al.,
2010). Yet despite great differences in rates of evolution,
separate mitochondrial and nuclear phylogenetic analyses
supported very similar topologies (Figs 10–11; except for
the phylogenetic position of S. michoacanensis). These re-
sults demonstrate the potential for rate heterogeneity be-
tween snake clades and between mitochondrial and nuclear
genomes.

In addition to traditional analytical methods (maximum
parsimony, maximum likelihood and Bayesian phylogenetic
analysis), we used coalescent-based species tree analyses
within a Bayesian framework and Bayesian species delim-
itation. Generally, each method supported the same taxon-
omy and evolutionary relationships among focal taxa. All
methods supported the monophyly of Sonora + Procinura,
the nesting of Sonora (formerly Procinura) aemula within
the genus Sonora, and the distinctness of S. michoacanensis
(BPPs >0.98). None of the methods supported the genetic
distinctness of S. mutabilis (formerly aequalis) and S. mu-
tabilis (BSPs < 0.21). We obtained inconsistent results for
one relationship (between S. aemula and S. semiannulata)
with Bayesian species delimitation analysis (BSPs from
0.49–0.83), which is sensitive to prior conditions (Yang &

Rannala, 2010). The resolution of this node received some
support with high θ and τ parameters, but was not supported
with the other two prior conditions with lower θ and τ pa-
rameters. Given that the validity of S. aemula and S. semi-
annulata is well supported by multiple lines of evidence
(e.g. Stickel, 1938; Bogert & Oliver, 1945, this study), we
suspect that this mixed support was due to our very lim-
ited sampling of both of these species. In fact, both species
tree analyses and Bayesian species delimitation use coales-
cent methodology that are more appropriate for studies with
greater molecular and specimen sampling (i.e. Knowles &
Kubatko, 2010; Leache & Fujita, 2010; Yang & Rannala,
2010). Nonetheless, all methodologies consistently recover
key relationships among focal taxa, suggesting that coales-
cent methods may be somewhat robust to limited sampling
(Burbrink et al., 2011; Leache & Rannala, 2011), at least if
focal taxa are very genetically distinct.

Historical biogeography
Phylogenetic relationships among Mexican Sonora species
are generally consistent with the biogeographic patterns
documented in many other Mexican vertebrates. In the
south, S. michoacanensis and S. mutabilis are separated by
the Trans-Mexican Volcanic Belt, which has been impli-
cated in biogeographic breaks in other snakes (Devitt et al.,
2008; Bryson et al., 2011), anurans (Mulcahy & Mendel-
son, 2000; Greenbaum et al., 2011), fish (Mateos, 2005)
and many other taxa (Ferrusquia-Villafranca, 2007). We
note that although the uplift of the Trans-Mexican Volcanic
Belt has been implicated in these biogeographic patterns,
they could also arise from geographic features associated
with this uplift, including the closing and aridification of
the Balsas Basin (Gómez-Tuena & Carrasco-Núñez, 2000;
Ruiz-Martinez et al., 2000). Although we lacked appropri-
ate data for detailed divergence analyses, our results (12.5%
uncorrected mitochondrial sequence divergence between
S. mutabilis and S. michoacanensis) are consistent with a
Pliocene or Miocene divergence between these two species
given the potential for an accelerated rate of mitochondrial
evolution in snakes (Mateos, 2005; Jiang et al., 2007;
Bryson et al., 2011). This temporal framework is broadly
consistent with the diversification in other Mexican fauna
(Mulcahy & Mendelson, 2000; Mateos, 2005; Devitt et al.,
2008; Greenbaum et al., 2011). Highland diversification
is thought to be a major driver of species richness of
vertebrates in Mexico (Demastes et al., 2002; Jaeger et al.,
2005; Riddle & Hafner, 2006; Bryson et al., 2011). Our
data may support that hypothesis within S. mutabilis, with
the specimens from Bolaños, Jalisco forming a moderately
(1.8% uncorrected sequence distance) divergent mitochon-
drial clade. Finally, our data are structured latitudinally,
with most analyses (BPPs >0.98) supporting a southern
clade (S. mutabilis and S. michoacanensis) and a northern
clade (S. aemula and S. semiannulata). While greater
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geographic sampling is necessary for S. aemula and S.
semiannulata, many other Mexican species with latitudi-
nally structured phylogenies show evidence for northern
range expansion from the southern and central highlands
of Mexico into central North America (e.g. Savage, 1982;
Mulcahy & Mendelson, 2000; Mateos, 2005) and a similar
pattern in Sonora would be unsurprising.

Evolution of colour pattern in the genus
Sonora
All Mexican Sonora are thought to be coralsnake mim-
ics (Campbell & Lamar, 2004), and it is likely that red
and black colouration in S. semiannulata has evolved in
the context of mimicry given the probable Mesoamerican
origin of the genus (Savage, 1982). Additionally, each of
the currently recognized species of Sonora contains popu-
lations that have colour pattern polymorphism (Figs 1–8).
Both S. michoacanensis and S. aemula are either uniform
red or tricoloured, with variation in the shape, arrangement
and number of bands (Echternacht, 1973; Figs 1–8). In
contrast, S. mutabilis has bicolour (red/orange and black
banded) or tricolour morphs. The most northern distributed
member of the genus (S. semiannulata) displays the most
extreme colour pattern polymorphism, with individuals that
are plain, red-striped, darkly banded or both banded and red-
striped (Ernst & Ernst, 2003). The phylogenetic distribution
of colour pattern polymorphism in these coralsnake mimics
may support the ubiquity of colour pattern polymorphism
in mimicry complexes (Mallet & Joron, 1999; Brodie &
Brodie, 2004; Kunte, 2009).
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Flores-Villela. We thank the McGuire Lab at UC Berkeley
and anonymous reviewers for helpful comments in prepar-
ing this manuscript.

References
AMARAL, A.D. 1929. Estudos sobre ophidios neotropicos XVIII.

Lista remissiva dos ophidios da regiao neotropica. Memoir
Institut Butantan 4, 126–271.

AREVALO, E., DAVIS, S.K. & SITES, J.W.J. 1994. Mitochondrial
DNA sequence divergence and phylogenetic relationships
among eight chromosome races of the Sceloporus grammicus
complex (Phrynosomatidae) in central Mexico. Systematic
Biology 43, 387–418.

BOGERT, C.M. & OLIVER, J.A. 1945. A preliminary analysis of the
herpetofauna of Sonora. Bulletin of the American Museum of
Natural History 83, 297–426.

BOULENGER, G.A. 1896. Catalogue of the Snakes in the British
Museum (Natural History). British Museum (Natural His-
tory), London.

BRODIE, E.D. & BRODIE, E.D. 2004. Venomous snake mimicry. In:
CAMPBELL, J.A. & LAMAR, W.W., Eds., The Venomous Reptiles
of the Western Hemisphere. Comstock Publishing Associates,
Ithaca, NY, vii + 870 pp.

BRYSON, R.W., MURPHY, R.W., LATHROP, A. & LAZCANO-
VILLAREAL, D. 2011. Evolutionary drivers of phylogeographic
diversity in the highlands of Mexico: a case study of the Cro-
talus triseriatus species group of montane rattlesnakes. Jour-
nal of Biogeography 38, 697–710.

BURBRINK, F.T., LAWSON, R. & SLOWINSKI, J.B. 2000. Mitochon-
drial DNA phylogeography of the polytypic North American
rat snake (Elaphe obsoleta): a critique of the subspecies con-
cept. Evolution 54, 2107–2118.

BURBRINK, F.T., YAO, H., INGRASCI, M., BRYSON, R.W., GUIHER,
T.J. & RUANE, S. 2011. Speciation at the Mogollon Rim in
the Arizona mountain kingsnake (Lampropeltis pyromelana).
Molecular Phylogenetics and Evolution 60, 445–454.

CAMPBELL, J.A. & LAMAR, W.W. 2004. The Venomous Reptiles
of the Western Hemisphere. Cornell University Press, Ithaca,
NY.

COPE, E.D. 1879. Eleventh contribution to the herpetology of trop-
ical America. Proceedings of the American Philosophical So-
ciety 18, 261–277.

COPE, E.D. 1885. Twelfth contribution to the herpetology of tropi-
cal America. Proceedings of the American Philosophical So-
ciety 22, 167–194.

COPE, E.D. 1895. The classification of the Ophidia. Transactions
of the American Philosophical Society 18, 186–219.

COPE, E.D. 1896. The geographical distribution of Batrachia and
Reptilia in North America (continued). American Naturalist
30, 1003–1026.

DE QUEIROZ, K. 1998. The general lineage concept of species,
species criteria, and the process of speciation: A concep-
tual unification and terminological recommendations. In:
HOWARD, D.J. & BERLOCHER, S.H., Eds., Endless Forms:
Species and Speciation. Oxford University Press, Oxford,
pp. 57–75.

DEMASTES, J.W., SPRADLIN, T.A., HAFNER, M.S., HAFNER, D.J. &
REED, D.L. 2002. Systematics and phylogeography of pocket
gophers in the genera Cratogeomy and Pappogeomys. Molec-
ular Phylogenetics and Evolution 22, 144–154.

DEVITT, T.J., LADUC, T.J. & MCGUIRE, J.A. 2008. The Trimor-
phodon biscutatus (Squamata: Colubridae) species complex
revisited: A multivariate statistical analysis of geographic
variation. Copeia 2008, 370–387.

DOWLING, H.G. 1975. A provisional classification of snakes. In:
DOWLING, H.G., Ed., Yearbook of Herpetology. Hiss Publica-
tions, New York.

DOWLING, H.G. & DUELLMAN, W.E. 1978. Systematic Herpetol-
ogy: A Synopsis of Families and Higher Categories. Hiss
Publications, New York.

DOWLING, H.G. & SAVAGE, J.M. 1960. A guide to the snakes
hemipenes: A survey of basic structure and systematic char-
acteristics. Zoologica 45, 17–28.

D
ow

nl
oa

de
d 

by
 [

U
ni

ve
rs

ity
 o

f 
T

ex
as

 a
t A

rl
in

gt
on

],
 [

C
hr

is
tia

n 
L

. C
ox

] 
at

 0
6:

33
 3

0 
M

ar
ch

 2
01

2 



Molecular systematics of the genus Sonora 107

DRUMMOND, A.J. & RAMBAUT, A. 2007. BEAST: Bayesian evolu-
tionary analysis by sampling trees. BMC Evolutionary Biol-
ogy, 214.

ECHTERNACHT, A.C. 1973. The color pattern of Sonora michoaca-
nensis (Dugés) (Serpentes, Colubridae) and its bearing on the
origin of the species. Breviora of the Museum of Comparative
Zoology 410, 1–18.

ERNST, C.H. & ERNST, E.M. 2003. Snakes of the United States and
Canada. Smithsonian Books, Washington.

FERRUSQUIA-VILLAFRANCA, I. 2007. En sayo sobre la caracteri-
zación y significancia biológica. In: LUNA, I., MORRONE, J.J.
& ESPINOSA, D., Eds., Biodiversidad de la Faja Volcánica
Transmexicana. UNAM, Distrito Federal, Mexico, pp. 7–23.

FLORES-VILLELA, O. & CANSECO-MÁRQUEZ, L. 2004. Nuevas
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GÓMEZ-TUENA, A. & CARRASCO-NÚÑEZ, G. 2000. Cerro Grande
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