
For Review Only

High throughput DNA sequencing of museum specimens sheds light on a species 

that has been missing for the last 55 years: Bokermannohyla claresignata (Anura: 

Hylidae: Cophomantini)

Abstract

The two species of the Bokermannohyla claresignata species group (Anura: 

Hylidae) have not been collected for at least the last three decades, and it is the only 

species group of the hyline tribe Cophomantini that has not yet been included in 

phylogenetic analyses. Its phylogenetic position is uncertain, and it has a combination 

of adult and larval character states that make this group a critical missing piece 

hindering our understanding of Cophomantini phylogenetics and character evolution. 

Here we obtained DNA sequences from a museum larval specimen of Bok. 

claresignata, using specialized extraction methods and high throughput DNA 

sequencing, and combined the molecular phylogenetic results with available 

phenotypic information to provide new insights into the taxonomy and phylogenetic 

relationships of its species group. Our phylogenetic results place Bok. claresignata as 

the sister taxon of the Boana pulchella group, supporting its inclusion in Boana, 

together with Bok. clepsydra. In the light of this new finding, we recognized a newly 

defined Boana claresignata group to accommodate these species, thus resolving both 

the polyphyly of Bokermannohyla and the paraphyly of Boana. Considering the 

phylogenetic relationships of the Boana claresignata group, we further discuss the 

evolution of suctorial tadpoles and mature oocyte/egg pigmentation in Cophomantini.

Keywords: Archival DNA - museum - phylogenetics - taxonomy -Hylinae - Boana 

pulchella group
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INTRODUCTION

During the last three centuries museums and other natural history collections 

have housed an immense record of the planet’s biodiversity. These collections have 

traditionally been used to address critical issues in taxonomy, phylogenetic 

systematics, biogeography, and conservation, as well as ecology and evolutionary 

biology (Wandeler et al., 2007; Habel et al., 2014; Schmitt et al., 2018). Biological 

collections have also become essential repositories of genetic samples, which have 

also allowed studies of molecular variation across time and space (e.g., Yeates et al., 

2016). However much of the material stored in these collections was not available for 

genetic analysis until recently, when the advent of High-Throughput Sequencing 

(HTS) and the improvement of DNA extraction protocols changed this scenario 

(Hofreiter et al., 2001; Gilbert et al., 2007; Miller et al., 2008; Briggs et al., 2009; 

Gansauge & Meyer, 2013; Kehlmaier et al., 2017). These technological advances 

have allowed access to degraded DNA from preserved samples, including species that 

are extinct or have disappeared in the wild.

Knowledge on phylogenetic relationships of the hylid subfamily Hylinae has 

increased substantially in the last 14 years (e.g., Faivovich et al., 2005, 2018; Wiens 

et al., 2010; Pyron, 2014; Duellman et al., 2016). Of the seven currently recognized 

hyline tribes (Faivovich et al., 2018), Cophomantini is among those that 

comparatively have received more attention (e.g., Coloma et al., 2012; Faivovich et 

al., 2013; Guayasamin et al., 2015; Caminer & Ron, 2014; Berneck et al., 2016; 

Fouquet et al., 2016; Orrico et al., 2017; Rojas-Runjaic et al., 2018; Peloso et al., 

2018; Pinheiro et al., 2019). Exemplar species of the genera Myersiohyla, 

Nesorohyla, and specimens of most species groups recognized in Aplastodiscus, 
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Boana, Bokermannohyla, and Hyloscirtus were included in phylogenetic analyses, 

sometimes with reasonably good or nearly complete taxonomic sampling (Faivovich 

et al., 2013; Berneck et al., 2016; Pinheiro et al., 2019; Rojas-Runjaic et al., 2018). 

The only exception that persists in Cophomantini in terms of a species group that had 

not been available for molecular phylogenetic analysis is the Bokermannohyla 

claresignata species group.

The Bok. claresignata group was recognized by Faivovich et al. (2005) for the 

former Hyla claresignata group. Bokermann (1972) suggested that the nominal 

species and H. clepsydra A. Lutz, 1925, both known from a few montane localities in 

the Atlantic Forest of Southeastern Brazil, were closely related and that they may 

further be related to the then Hyla circumdata group. Although not explicitly stated 

by this author, the evidence for the first hypothesis possibly was the difficulty in 

differentiating both species and as well as the unique characters of their tadpoles. He 

did not advance evidence to support affinities with the Hyla circumdata group. Lutz 

(1973) grouped both species as “Montane Southeastern Forms of Hyla” without any 

additional comment, nor recognizing any affinity among them. Based on the remarks 

by Bokermann (1972), Jim & Caramaschi (1979) included Hyla claresignata and H. 

clepsydra in the former H. circumdata group. However, subsequent workers on this 

group did not consider those species (Cardoso & Haddad, 1982; Caramaschi & Feio, 

1990; Pombal & Haddad, 1993). The H. claresignata group was first recognized with 

that name by Cei (1980, 1987) in the context of the supposed presence of the nominal 

species in the Province of Misiones, in Northeastern Argentina. Duellman et al. 

(1997) referred to the H. claresignata group as containing the nominal species and H. 

clepsydra when discussing stream-adapted tadpoles in South American hylids.
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Faivovich et al. (2005) based on their phylogenetic results, erected the genus 

Bokermannohyla for the former Hyla circumdata, H. martinsi, and H. pseudopseudis 

species groups. As tissue samples of the former H. claresignata group were not 

available, these authors only tentatively included its species in Bokermannohyla as the 

Bok. claresignata group, based on the comments by Bokermann (1972) and Jim & 

Caramaschi (1979). Faivovich et al. (2005) noticed that the putative synapomorphies 

of this group (larvae with oral disc surrounded by marginal papillae, and 7/12–8/14 

labial tooth rows) could only be considered as such if assumed to be reversals to the 

plesiomorphic states of these characters that occur in the stream-adapted larvae of 

basal Cophomantini (at that time Hyloscirtus and Myersiohyla). From this 

perspective, the phylogenetic position of the Bok. claresignata group is a crucial 

missing piece in our understanding of Cophomantini phylogenetics, not only for 

assessing the monophyly of Bokermannohyla but also for the evolution of tadpole 

morphology and the biogeography of the group.

Bokermannohyla clepsydra (A. Lutz, 1925) was briefly described based on 

one adult male from “Serra da Bocaina,” State of São Paulo, Brazil (subsequently 

restricted to Fazenda do Bonito, Serra da Bocaina, São José do Barreiro, São Paulo, 

by Bokermann, 1966). Bokermannohyla claresignata (A. Lutz & B. Lutz, 1939) was 

described based on one adult female from the Fazenda of Messrs. Guinle, Teresópolis, 

State of Rio de Janeiro, Brazil (Type locality), and two subadult males from Serra da 

Bocaina, State of São Paulo. Lutz & Orton (1946) reported on tadpoles of Bok. 

claresignata, collected in fast flowing rivers in the Parque Nacional Serra da dos 

Órgãos, around Teresópolis (Beija Flor, Garrafão, Paquequer) and Theodoro de 

Oliveira (then in the outskirts of Nova Friburgo—50 km NE from Teresópolis—today 

a neighborhood of that city). Subsequently B. Lutz (1949a) provided an extended 
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description of adults on the basis of the type series and apparently other adult 

specimens (Lutz 1949a: 794 refers to “one of the alotypes [sic] and several other 

specimens of the collection were found sleeping on gravatás” [common name given to 

several species of bromeliads]). She also recounted the information on larval 

morphology of Lutz & Orton (1946) and added new notes on its natural history. 

Cochran (1955) described a male paratype of Bok. claresignata and the holotype of 

Bok. clepsydra (a male). Bokermann (1972) reported on a collection of 30 adult 

specimens and tadpoles of Bok. clepsydra from the Campo de Fruticultura, Serra da 

Bocaina, a locality 5 km NW (airline) from the type locality, and three newly 

collected adult specimens and two tadpole series of Bok. claresignata from 

Teresópolis.

In her influential revision of Brazilian hylines, B. Lutz (1973) provided 

descriptions of the type material of both species and summarized information on these 

species from her previous publications and Cochran (1955). In the account of Bok. 

claresignata, she mentioned additional adult specimens collected in Serra dos Órgãos, 

near Teresópolis. Furthermore, she referred to having found tadpoles similar to those 

of this species in Marumbi, State of Paraná.

The reports of Bokermann (1972) and B. Lutz (1973) were the last published 

references to specimens of Bok. claresignata and Bok. clepsydra. The material that 

they studied is now housed mostly in the Museu Nacional, Universidade Federal do 

Rio de Janeiro (MNRJ), and the Museu de Zoologia da Universidade de São Paulo 

(MZUSP). Due to the proximity of the type locality of Bok. claresignata (Teresópolis, 

State of Rio de Janeiro) to the city of Rio de Janeiro and its many academic 

institutions, it has been among the most intensely collected areas in the Atlantic 
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Forest during the last 50 years. However, to our knowledge, no adults or tadpoles of 

this species have been found since the larvae collected in 1964 (lot MZUSP 80128).

Besides the specimens collected by Bokermann during the 1960s and reported 

by Bokermann (1972), Bok. clepsydra was found for the last time in 1982 in the road 

Paraty-Cunha, between the states of Rio de Janeiro and São Paulo (C.A.G. Cruz pers. 

comm.). These specimens were housed in the Eugenio Izecksohn Collection, 

Universidade Federal Rural de Rio de Janeiro, Seropédica, Rio de Janeiro, Brazil, but 

they could not be located (H.R. da Silva, pers. comm.). Fieldwork in the road Paraty-

Cunha, and in the Parque Nacional Serra da Bocaina, including the area formerly 

occupied by the Campo de Fruticultura da Serra da Bocaina, during the last 12 years 

had been unsuccessful in finding adults or tadpoles.

Since Bok. clepsydra and Bok. claresignata were not collected in the last three 

and five decades respectively, there are no well-preserved tissue samples for 

molecular analyses available in collections. In this study, we report the production of 

sequences from a museum specimen of B. claresignata with the use of high 

throughput DNA sequencing and provide new insights into the taxonomy and 

phylogenetic relationships of this species and B. clepsydra.

MATERIAL AND METHODS

MUSEUM SPECIMENS AND VOCALIZATIONS

For this study, we had access to available adult and larvae of Bok. claresignata 

and Bok. clepsydra available in the collections of the Museu Nacional, Universidade 

Federal do Rio de Janeiro (MNRJ), the Museu de Zoologia, Universidade de São 

Paulo (MZUSP), and the Adolpho Lutz collection (AL-MN, housed in the Museu 

Nacional, Universidade Federal do Rio de Janeiro). For osteological observations, 

Page 6 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

specimens were cleared and double stained with Alcian Blue and Alizarin Red S 

following the protocol of Taylor & Van Dike (1985). Muscle anatomy was studied 

through gross dissections and with the help of topical application of an 

iodine/potassium iodide solution (Bock & Shear, 1972). The terminology employed 

for osteology, nuptial pads, and tadpole external morphology is that of Trueb (1973, 

1993), Luna et al. (2018), and Altig & McDiarmid (1999) respectively. Tadpoles 

were staged using the table of Gosner (1960). The taxonomy of Hylidae, including the 

recognition of tribes in the subfamily Hylinae follows the recent discussion of 

Faivovich et al. (2018). Vocalizations were recorded with a UHER 4000 analog 

recorder, at a tape velocity of 9.5 cm/s (data from Fonoteca Neotropical Jacques 

Vielliard, accession number 31798). Original recordings were digitized with a MOTU 

Ultra Lite Mk3 sound board and analyzed with Raven 1.5 (Cornell Lab of 

Ornithology, Ithaca, NY). Spectrograms were generated with window type Hann, 512 

samples, 75% overlap, and 128 hop size. See Appendix S1 for a list of specimens 

examined.

PROCESSING OF ARCHIVAL DNA OF THE HISTORICAL SAMPLE

We obtained a tissue sample from a tadpole of Bok. claresignata housed at the 

amphibian collection of the Museu Nacional, Rio de Janeiro, Brazil (MNRJ 54331). 

This specimen was collected in January 21, 1953 by Bertha Lutz and most probably 

fixed and stored in 70% ethanol.

We extracted total DNA, converted it to a single-stranded library, captured the 

mitochondrial genome and sequenced the enriched library on an Illumina Nextseq 500 

platform following the pipeline described below. All stages of DNA extraction and 

library preparation, before polymerase chain reaction amplification (PCR) for library 
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indexing, were carried out in the dedicated historical DNA facilities at the University 

of Potsdam, following established guidelines (Fulton & Shapiro, 2019).

In summary, we extracted DNA from 48 mg of tail muscle tissue following 

the protocol of Dabney et al. (2013) and Rohland et al. (2004). Tissue was first 

washed with a phosphate buffered saline solution, digested using the non-destructive 

buffer of Rohland (2004), and DNA purified using the silica-column based method 

described in Dabney et al. (2013). The tissue pellet remaining after non-destructive 

digestion was then re-digested using a Proteinase K-based buffer and DNA purified 

using the silica column with the aim of maximizing total archival DNA recovery.

DNA extractions were converted into Illumina sequencing libraries using 

protocols based on single-stranded DNA (ss-library; Gansauge & Meyer 2013; 

Korlevic et al., 2014). The protocol included treatment with uracil-DNA glycosylase 

and endonuclease VIII for uracil excision and DNA cleavage of abasic sites and the 

use of Klenow fragment of DNA polymerase I for the fill-in reaction. We also 

performed a quantitative PCR experiment to determine optimal number of cycles for 

subsequent libraries indexing as described in Basler et al. (2017).

An initial assessment of archival DNA preservation, relative endogenous 

DNA content and contamination was made by low-level (~1 Million reads) shotgun 

sequencing of the libraries on an Illumina® Nextseq 500 sequencing platform, using 

500/550 High Output v2.5 (75 cycles SE) kits at the University of Potsdam, following 

the procedures described in Paijmans et al. (2017). Owing to low abundance of 

endogenous DNA fragments in the sequencing libraries (see results), we performed 

two-rounds of in-solution hybridization capture to enrich for mitochondrial DNA 

fragments, using in-house made DNA baits (see below).

DNA BAITS AND MITOCHONDRIAL CAPTURE
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To prepare baits for mitochondrial in-solution hybridization capture 

enrichment, we first extracted total DNA of fresh tissue from one specimen of another 

genus from tribe Cophomantini, Aplastodiscus arilde CFBH30829 (Célio F. B. 

Haddad Collection, Departamento de Zoologia, Instituto de Biociências, Universidade 

Estadual Paulista "Júlio de Mesquita Filho", Rio Claro, State of São Paulo), using the 

DNeasy Blood & Tissue kit (QIAGEN Inc.). We amplified the partial mitogenome in 

two overlapping fragments using primers 12SAL+ NFSer11650 and FCOIII9400L + 

FCB15200H (Zhang et al., 2013) and the TaKaRa LA Taq (©2019 Takara Bio Inc.). 

Amplification products were sheared by sonication using a Covaris S220 System to 

approximately 150 bp and converted into dual indexing double-stranded DNA 

Illumina sequencing libraries (Henneberger et al., 2019). Target capture was 

performed following Gonzalez-Fortes & Paijmans (2019) using a 10:1 proportion of 

ssDNA library to baits. We sequenced the enriched libraries as described previously. 

The Aplastodiscus arilde library used as bait was also sequenced and the mitogenome 

was assembled to serve as reference sequence for mapping sequencing reads from the 

historical sample (see below).

SEQUENCING DATA PROCESSING AND ASSEMBLY OF MITOGENOME SEQUENCES

Sequenced reads from both shotgun and enriched libraries were quality-

trimmed using cutadapt vers. 1.16 (Martin 2011) with minimum read length of 30 bp. 

PCR duplicates were removed from the trimmed reads using Tally (Davis et al., 2013) 

and average library fragment size was estimated.

Mitogenomes of human, mouse, and other species previously analyzed in the 

same clean laboratory, and library adapters (see Appendix S2), were screened as 

potential sources of contamination using FastQScreen v0.13.0 (Wingett & Andrews, 
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2018) as suggested in Straube et al (submitted). We included the raw transcriptome of 

Aplastodiscus leucopygius (GenBank accession number [to be provided upon 

acceptance of this Ms]) as a phylogenetically close reference to estimate the relative 

endogenous content, although this method will represent an underestimate since large 

parts of the genome are not transcribed.

For mitochondrial genome assembly, we combined all trimmed and non-

duplicated sequences from the different libraries, since they were prepared from the 

same individual. We mapped reads all reads against the human mitogenome using 

BWA (Li & Durban 2009) to exclude potential contaminants and then proceeded with 

the unmapped reads. We assembled the mitochondrial genome through iterative 

mapping using MITObim v1.9 (Hahn et al., 2013). We implemented MITObim using 

default parameters apart from the mismatch value where we used zero and kbait of 15. 

The newly generated mitogenome of Aplastodiscus arilde (GenBank accession 

number [to be provided upon acceptance of this Ms]) was used as seed. The final 

“.caf” file output was visualized in Geneious v11.0.5 (Kearse et al., 2012) and we 

estimate coverage of mitochondrial contigs. Only sequences with coverage higher 

than 10 and from markers available for other Cophomantini were used for 

phylogenetic inferences.

TAXONOMIC SAMPLING

Our dataset included the taxonomic sampling of Cophomantini of Faivovich et 

al. (2013), to which we added all the species of that tribe for which sequences were 

produced subsequently by Caminer & Ron (2014), Guayasamin et al. (2015), Fouquet 

et al. (2016), Berneck et al. (2016), Orrico et al. (2017), Peloso et al. (2018), Rojas-

Runjaic et al. (2018), Ron et al. (2018), and Pinheiro et al. (2019) for a total of 132 
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terminals. As outgroups, we employed the same exemplars of hylid diversity included 

by Pinheiro et al. (2019), and the trees were rooted with Phrynomedusa dryade. See 

Supplementary Material 1 for GenBank accession numbers.

CHARACTER SAMPLING

We included up to 7486 base pairs (bp) per terminal from the same gene 

fragments employed by Faivovich et al. (2013): the mitochondrial genes cytochrome 

b (CYTB), 12S rRNA, tRNAVAL, and 16S rRNA (H1), tRNALEU, NADH 

dehydrogenase subunit 1, and tRNAILE (ND1) mitochondrial genes, and also 

fragments of the nuclear genes seven in absentia homolog 1 (SIAH), exon 1 of 

rhodopsin (RHOD), tyrosinase (TYR), recombination activating gene 1 (RAG1), exon 

2 of chemokine receptor 4 (CXCR4), and 28S nuclear genes. Sequences were aligned 

using MAFFT V7 (Katoh & Standley, 2013). For the protein-coding genes (i.e., 

CYTB, ND1, SIA, RHOD, TYR, RAG1, and CXCR4) we used the G-INS-I strategy, 

and for the non-coding genes H1 and 28s we used AUTO-FFT-NS-2. All other 

alignment parameters were set as default. Alignments were edited using BioEdit 

(Hall, 1999) and sequence files were merged with SequenceMatrix (Vaidya et al., 

2011). See Appendix S3 for a complete list of GenBank accession numbers and 

voucher information of sequences produced for this study.

PHYLOGENETIC ANALYSES

Numerous authors have discussed the rationale for using the parsimony 

optimality criterion (Farris, 1983; Goloboff, 2003; Goloboff & Pol, 2005; Kluge & 

Grant, 2006, Grant & Kluge, 2009). The phylogenetic analysis was done with TNT 

(Goloboff et al., 2008) using equally weighted parsimony. Searches used the new 

technology search under level 50, which included sectorial searches, tree drifting, and 
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tree fusing (Goloboff, 1999), hitting the best length 500 times, and submitting the 

resulting trees to a final round of TBR branch swapping. Parsimony Jackknife (Farris 

et al., 1996) absolute frequencies were estimated from 1,000 replicates, hitting 

minimum length five times (search level 15) with new technology searches (Goloboff, 

1999) in each replicate, since preliminary analyses of the original data matrix showed 

that minimum length is hit with this search strategy. Analyses were done considering 

gaps either as a fifth state or as missing data, for comparison with results of maximum 

likelihood.

Maximum likelihood (ML) analyses were conducted using RAxML v8.2.10 

(Stamatakis, 2014) on the concatenated dataset, employing the GTRGAMMA model. 

All RAxML analyses were performed using the CIPRES Science Gateway online 

server (Miller et al., 2010). Ribosomal genes and first, second, and third codon 

positions for each protein-coding gene were treated as separate partitions. Best fitting 

combinations for these partitions were selected using the corrected Akaike 

Information Criterion with PartitionFinder v2.1.1 (Lanfear et al., 2016), using the 

greedy algorithm (Lanfear et al., 2012). Searches included 1,000 runs using the rapid 

hill-climbing algorithm (Stamatakis et al., 2007). Non-parametric bootstrapping 

values (Felsenstein, 1985) were estimated using 1,000 pseudoreplicates. Trees were 

visualized and edited in FIGTREE 1.4.3 (Rambaut, 2016). Ancestral character state 

reconstructions were done with non-additive or unordered (Fitch, 1971) optimizations 

in TNT.

RESULTS

SEQUENCING AND MITOGENOME ASSEMBLY OF HISTORICAL BOK. CLARESIGNATA
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Shotgun sequencing of the non-destructive and Prot-K libraries resulted in a 

total of 1488782 reads. After trimming and excluding duplicated reads, 444509 reads 

remained (see Appendix S2 for results for each library). The average fragment size 

was 37 bp, after excluding adapters and very small reads. FastqScreen analyses 

revealed no obvious contamination except few reads that mapped to the human 

genome (41 in total). Only 0.41% to 0.46% of reads in each library mapped to the 

Aplastodiscus transcriptome, suggesting low relative endogenous content. Most reads 

have not mapped to any reference genomes. A blast search in NBCI 

(https://blast.ncbi.nlm.nih.gov/Blast.cgi) on unmapped reads revealed many 

unidentified or bacterial fragments.

Sequencing of libraries after capture resulted in a total of 2040483 reads 

(454339 reads after cleaning). We pooled all quality trimmed and non-duplicated 

reads shotgun and captured libraries to assembly the mitochondrial DNA. We were 

unable to assemble the complete mitogenome of B. claresignata, but recovered 

around 1580 bp arranged in 11 contigs with coverage higher than 10 from the 12S and 

16S rRNAs. The final readpool of mitochondrial DNA sequences recovered by 

MITObim was 23225 reads, being that 15146 reads mapped to 12S-tRNVval-16S 

mitochondrial fragment. These sequences were used for downstream analyses. We 

also recovered small fragments from some tRNAs or coding genes (ND2, COI, 

COIII), but they were not included in our phylogenetic dataset.

PHYLOGENETIC ANALYSES

The phylogenetic analysis with TNT considering gaps as a fifth state resulted 

in 96 trees of 29455 steps (Fig. 1; Appendix S4). The strict consensus is highly 

resolved, with all conflict among the most parsimonious topologies (MPT) restricted 
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to (1) relationships among the Hyloscirtus bogotensis and H. jahni groups with the 

clade including the H. armatus and H. larinopygion groups, (2) internal relationships 

of the H. bogotensis group, and (3) internal relationships of the Boana semilineata 

group. The parsimony analysis considering gaps as missing data resulted in 24 equally 

parsimonious trees of 28103 steps. The strict consensus is mostly congruent with that 

obtained with gaps considered as a fifth state, and the conflict among MPTs is also 

similar, with additional internal conflict in the B. albopunctata group. The ML results 

(Appendix S5) are congruent in terms of the most supported groups with the 

parsimony analyses. Bokermannohyla claresignata is nested in Boana, as the sister 

taxon of the B. pulchella group, with 85% jackknife support (73% when gaps are 

considered missing data; 98% bootstrap in the ML analysis); the monophyly of the B. 

pulchella group is supported with 80% jackknife (86% when gaps are considered 

missing data; 93% bootstrap in the ML analysis)

DISCUSSION

HIGH THROUGHPUT DNA SEQUENCING AS A TOOL TO SOLVE LONG-STANDING 

TAXONOMIC AND PHYLOGENETIC QUESTIONS

The successful sequencing of museum fluid preserved specimens, made 

possible by advances in extraction and sequencing techniques, is an important step 

towards solving countless phylogenetic and taxonomic problems (e.g. Evans et al 

2019). This is especially crucial for amphibians because global decline in amphibian 

populations has resulted in the disappearance of hundreds of species since the 1980s 

(Stuart et al. 2004), making it impossible to obtain fresh specimens for DNA 

extraction and analysis of these so-called lost species.
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By sequencing a museum sample of Bok. claresignata, we are filling an 

important gap in the evolutionary history of the Cophomantini tribe. We succeeded in 

retrieving phylogenetically informative sequences from the sample, but found that the 

DNA was very fragmented despite being apparently fixed in ethanol only, without 

any known history of formalin exposure of the specimen. This is consistent with 

results obtained by Ruane & Austin (2017) and McGuire et al. (2018), suggesting that 

old specimens stored in 70% ethanol may be as challenging for DNA extraction as 

formalin-fixed, ethanol stored specimens. On the other hand, obtaining only partial 

fragments of mitochondrial DNA may be sufficient to solve important issues that 

hinder the progress of knowledge on the diversity and evolution of certain taxonomic 

groups.

COPHOMANTINI: CONGRUENCE WITH PREVIOUS RESULTS

Relationships among most genera of Cophomantini have remained stable since 

the results of Faivovich et al. (2005), with the occasional non-monophyly of 

Myersiohyla in some analyses (e.g., Wiens et al., 2010). Pinheiro et al. (2019) 

recently solved this problem with the erection of the genus Nesorohyla for the former 

M. kanaima and the redefinition of Myersiohyla. Our results are congruent with 

previous studies in that Myersiohyla and Nesorohyla are the two earlier diverging, 

with the position of the latter being poorly supported, in this case as sister taxon of the 

former in the parsimony analysis (Fig. 1; Appendix S4). Our results for Hyloscirtus 

are congruent with the recent hypothesis of Rojas-Runjaic et al. (2018) and Ron et al. 

(2018) in the recognition of four species groups (the H. armatus, H. bogotensis, H. 

jahni, and H. larinopygion groups). However, it differs from the first study and that of 

Almendáriz et al. (2014) in that the H. armatus group is supported as the sister taxon 
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of the H. larinopygion group with 86% jackknife (78% when gaps are treated as 

missing data; 86% in the ML analysis). The monophyly of the H. armatus and H. 

larinopygion groups was obtained as well by Guayasamin et al. (2015) and by 

Pinheiro et al. (2019), although with 61% bootstrap and 91% jackknife respectively. 

We note that our analysis differs from those of Almendáriz et al. (2014), Guayasamin 

et al. (2015), Rojas-Runjaic et al. (2018), and Ron et al. (2018) in that we included 

sequences of nuclear genes.

The relationships of Aplastodiscus are congruent with those reported by 

Berneck et al. (2016). The internal relationships of Boana are congruent with the 

recent phylogenetic hypothesis of Pinheiro et al. (2019), in terms of most well 

supported groups. An important difference is the reduction in support (73–85% 

jackknife support) for the monophyly of the B. pulchella group as redefined by 

Faivovich et al. (2004) which was recovered with higher values (99–100% support, in 

both bootstrap and jackknife) in previous analyses (Faivovich et al., 2004, 2005, 

2013; Wiens et al., 2010; Duellman et al., 2016; Pinheiro et al., 2019). See discussion 

below.

 

BOK. CLARESIGNATA AND BOK. CLEPSYDRA AS BOANA

Our phylogenetic analyses recover Bok. claresignata deeply nested in Boana, 

as the sister taxon of the B. pulchella group with 85% jackknife support (Fig. 1; 

Appendix S4). Although we only included Bok. claresignata in our analysis, the 

monophyly of this species and Bok. clepsydra in what has been called the Bok. 

claresignata group is supported by phenotypic evidence (see below); for this reason, 

we consider that the recovered position of Bok. claresignata is extensive to Bok. 

clepsydra.
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Our result conflicts with the tentative taxonomic placement of the former Hyla 

claresignata group in Bokermannohyla by Faivovich et al. (2005), but it does not 

imply more phenotypic character conflict than did its placement in Bokermannohyla. 

Although Boana is diagnosable from the other genera of Cophomantini (combination 

of prepollical spine, projected or not, with expanded sacral diapophyses), no 

phenotypic synapomorphies are still known for this genus.

An expanded sacral diapophysis occurs in Aplastodiscus, Boana, and 

Hyloscirtus, as opposed to a round or unexpanded diapophysis in Bokermannohyla, 

Myersiohyla, and homoplastically in a few species deeply nested in Hyloscirtus 

(unknown in Nesorohyla and in the H. jahni group; Kizirian et al., 2003; Coloma et 

al., 2012; Lourenço, Rivera-Correa, Faivovich, and Pinheiro, pers. obs.) The origin of 

the expanded sacral diapophyses optimizes ambiguously in Cophomantini, being 

equally parsimonious to interpret it as a synapomorphy of the common ancestor of 

Hyloscirtus, Aplastodiscus, Boana, and Bokermannohyla, with a reversal in the latter 

genus, or two independent origins, in Hyloscirtus and the common ancestor of 

Aplastodiscus and Boana. The expanded diapophysis occurs as well in Bok. 

claresignata (MNRJ 24028) and Bok. clepsydra (MZUSP 112612).

Besides the molecular evidence, there is one character state that supports the 

position of the former Hyla claresignata group as the sister taxon of the B. pulchella 

group. One of these is the absence of the slip of the m. depressor mandibulae that 

originates at the level of the dorsal fascia of the m. levator scapulae (Appendix S6: 

Fig. S1). Faivovich and Garcia (in Faivovich et al., 2005) identified this character 

state as a synapomorphy of the B. pulchella group. Subsequent observations indicate 

that in Cophomantini it is homoplastic only with the clade including B. atlantica, B. 

cinerascens, and B. punctata (Pinheiro pers. obs.)

Page 17 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Pinheiro et al. (2018) stated that the absence of the anterolateral process of the 

hyoid plate is so far only known in the B. pulchella group. An anterolateral process is 

absent as well in Bok. claresignata (MNRJ 24028) but present in Bok. clepsydra 

(MZUSP 112612). The taxonomic distribution of this character state requires more 

study: it is still unknown in a number of species of the B. pulchella group (B. aguilari, 

B. balzani, B. cambui, B. melanopleura, B. palaestes), and the anterolateral process is 

present in B. freicanecae (Pinheiro pers. obs.), so its polarity is still not clear.

The hyoid plates of Bok. claresignata and Bok. clepsydra lack the 

posterolateral processes. The available evidence indicates that this process is absent in 

some species of the B. pulchella group (Pinheiro et al., 2018: fig 3D), and present at 

least in some species of the B. albopunctata and B. faber groups (Pinheiro et al. 2018: 

fig 3A–3C). Although it could be another putative synapomorphy supporting the 

monophyly of the former Hyla claresignata group and the B. pulchella group, its 

taxonomic distribution still requires more study.

A NEW SPECIES GROUP OF BOANA

Our results require the transfer of the former Hyla claresignata and H. 

clepsydra from Bokermannohyla to Boana, to resolve the polyphyly of 

Bokermannohyla and the paraphyly of Boana. For this reason, we recognize them as 

Boana claresignata (A. Lutz & B. Lutz, 1939) new combination and Boana 

clepsydra (A. Lutz, 1925) new combination. While these species are being included 

in a separate species groups, future studies should focus on the monophyly of the B. 

pulchella group. Whether the decrease in support for this group compared to all 

previous phylogenetic studies is due to a lack of informative sequences, or actual lack 

of evidence for its monophyly is still unclear. Although there is abundant phenotypic 
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evidence for the monophyly of the B. claresignata group (see below), it also shares 

with the B. pulchella group the only putative phenotypic synapomorphy so far known 

for this group (the absence of the origin of the m. depressor mandibulae in the dorsal 

fascia at the level of the m. levator scapulae). Thus, the monophyly of the B. pulchella 

group is now only supported by molecular data.

The Boana claresignata group

Diagnosis: The B. claresignata group can be diagnosed by (1) projected 

prepollical spine; (2) nuptial pads present, single, light-colored, without 

macroscopically evident epidermal projections (Appendix S6: Fig. S2); (3) palpebral 

membrane without reticulation; (4) tympanum diameter/eye diameter of the two 

species combined 0.23–0.54 (n = 26), see comments below; (5) mental gland not 

evident macroscopically; (6) posterolateral process of the hyoid plate absent; (7) m. 

depressor mandibulae without origin in the dorsal fascia at the level of the m. levator 

scapulae (Appendix S6: Fig. S1); (8) transparent parietal and visceral peritonea; (9) 

tadpole with expanded snout; (10) larval nostril oval, reduced (diameter 0.02–0.03 

body length), with a small medial projection; (11) spiracle located below the mid-

body line; (12) fins low and parallel to the tail muscle proximally, increasing their 

height at the medial third of the tail; (13) larval oral disc enlarged (0.80–0.87 of 

maximum body width); (14) larval oral disc surrounded by a continuous row of 

marginal papillae; (15) labial tooth-row formula (LTRF) with 7–9 anterior rows and 

11–14 posterior rows (7–9/11–14); (16) upper jaw sheath M-shaped with lateral 

processes laterally directed; (17) presence of a medial shelf on the anterior jaw sheath; 

(18) unpigmented oocytes (2.1–3.3 mm in diameter).
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Comparison with other species of Boana: In the context of Boana, the 

presence of light-colored nuptial pads without macroscopically evident epidermal 

projections, the unpigmented mature oocytes, and the characters related to the larval 

oral disc are synapomorphies of the B. claresignata group. The occurrence of these 

character states differentiates this group from all other species of Boana. Further, all 

these in combination with the projected prepollical spine, distinguish the species in 

the Boana claresignata group from all other genera of Cophomantini. The 

unpigmented mature oocytes are homoplastic with B. heilprini, with the B. benitezi 

group (when mature oocytes/eggs are known), and with some species of Myersiohyla 

and Hyloscirtus. In Boana, nuptial pads with dark-colored epidermal projections are 

known to occur only in the B. semilineata group (Faivovich et al., 2006). The 

palpebral membrane without reticulation differentiates the B. claresignata group from 

the B. semilineata group (present in this species group; Faivovich et al. 2006; Peloso 

et al., 2018). The absence of a mental gland macroscopically evident differentiates the 

B. claresignata group from species of the B. benitezi, B. punctata, and B. semilineata 

groups, and also from B. heilprini (present in these species; Faivovich et al., 2006; 

Brunetti et al. 2015). The absence of the posterolateral process of the hyoid plate 

differentiates the B. claresignata group from al least some species of the B. 

albopunctata and B. faber groups (Pinheiro et al. 2018: fig 3A–3C). The absence of 

the origin of the m. depressor mandibulae in the dorsal fascia at the level of the m. 

levator scapulae is shared only with species of the B. pulchella and B. punctata 

groups.

The tympanum diameter/eye diameter ratio in the B. claresignata group is 

0.23–0.54, with the larger value represented by the few available specimens of B. 

claresignata, and the smaller by all those of B. clepsydra (see comments below). 
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While tympanum size might be taxonomically relevant for some comparisons, it 

becomes more challenging to interpret when considering all the diversity in Boana. A 

large tympanum is present among the species of B. albopunctata, B. faber, B. 

pellucens, B. punctata, and B. semilineata groups, with a combined tympanum 

diameter/eye diameter ratio varying from 0.48 (B. wavrini; Hoogmoed, 1990) to 0.98 

(B. rosenbergi; Duellman, 1970). In the B. benitezi group, this ratio varies from 0.25 

(B. ornatissima; Hoogmoed, 1979) to 0.51 (B. nympha; Faivovich et al., 2006). In the 

B. pulchella group, the sister taxon of the B. claresignata group, it varies from 0.35 

(B. caipora; Antunes et al., 2008) to 0.68 (B. joaquini; Garcia et al. 2003). Several 

species of this group also have smaller tympanum, measuring less than half of eye 

diameter (e.g., B. cambui, B. ericae, and B. semiguttata; Caramaschi & Cruz, 2000; 

Garcia et al., 2007; Pinheiro et al., 2016).

The large oral disc with complete marginal papillae and the LTRF of the 

larvae of the Boana claresignata group (7-9/11-14) differentiate them from all other 

species of Boana with known tadpoles. The LTRF is higher than any other known 

larvae of Boana. Until now, the highest known LTRF was from B. heilprini with 6/9 

(Noble, 1927; Galvis et al., 2014; Díaz et al., 2015), followed by B. benitezi with 5/8 

(this larva was only tentatively assigned to B. benitezi; Myers & Donnelly, 1997), B. 

hutchinsi with 4/7, B. jimenezi, B. curupi and B. stellae with 3/5 (Pyburn & Hall, 

1984; Faivovich, 1996; Myers & Donnelly, 1997; Myers & Donnelly, 2008; 

Widholzer & Castroviejo-Fisher, 2018). Most species of Boana have LTRF 2/3 or 2/4 

(Kolenc et al., 2008). The same applies to the large oral disc, which is almost 

equivalent to the body width in the tadpoles of the B. claresignata clade (oral disc 

width 0.80–0.87 body width), while it is smaller in the remaining species of Boana 

(e.g. ODW/BW = 0.48–0.60 in B. heilprini; ODW/BW = 0.60 in B. curupi, 
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ODW/BW = 0.50–0.53 in B. jimenezi; ODW/BW = 0.50 in B. stellae; smaller than 

50% of the body width in most species of Boana; Faivovich, 1996; Myers & 

Donnelly, 1998; Kolenc et al., 2008; Díaz et al., 2015; Widholzer & Castroviejo-

Fisher, 2018; Pezzuti pers. obs).

The M-shaped upper jaw sheath with long lateral processes laterally directed 

and a shelf on its medial portion, differentiate the tadpoles of the B. claresignata 

group from the other species of Boana (upper jaw sheath arc-shaped, lateral processes 

medially directed and medial shelf absent in most species of Boana; Kolenc et al., 

2008). The shape of body and tail of the tadpoles of the B. claresignata group are also 

unique in the genus, being adapted to reophilic microhabitats in swift or torrential 

mountain streams. This suctorial morphology (see comments below) comprises a very 

depressed body with an expanded snout, low fins which are parallel to the tail muscle 

proximally, increasing their height at the medial third of the tail (the other tadpoles of 

the genus have a benthic-like morphology).

Characterization: Bokermann (1972) and Lutz (1973) provided appropriate 

characterizations of the two species of the B. claresignata group. To complement the 

observations of these authors, we add the occurrence of a light-colored nuptial pad 

(Appendix S6: Fig. S2), the absence of a macroscopically evident mental gland, and 

the occurrence of unpigmented mature oocytes.

Contents: Boana claresignata (A. Lutz & B. Lutz, 1939) and Boana clepsydra 

(A. Lutz, 1925).

Natural history: Lutz & Lutz (1939), Lutz & Orton (1946), and Lutz (1949a) 

provided observations on natural history of adults and larvae of B. claresignata and B. 

clepsydra, which were summarized by Lutz (1973). The available information on 

adults of B. claresignata is restricted to the three specimens of the type series and 
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several specimens raised from tadpoles in captivity. Bokermann (1972) provided 

information from the series of adults and the tadpoles that he collected. All 

observations of adults of the two species agree in that they inhabit epiphytic 

bromeliads growing on the sides of swift or torrential mountain streams. All 

collecting localities are approximately 400–1200 m above sea level (a.s.l.) The males 

of B. clepsydra call from the bromeliads or perched from branches suspended 1−2 m 

above streams or brooks. Courtship, amplexus, and oviposition remain unknown. Lutz 

(1949a) and our observations on the female holotype of B. claresignata, (AL-MN 

1971), which has a lateral incision on the left flank, and on another female of this 

species (MZUSP 117074), indicate that mature oocytes are unpigmented (AL-MN 

1971 2.7–3.3 mm, X= 3.07, SD = 0.22, n = 10; MZUSP 117074 2.1–2.7 mm, X = 

2.26, SD = 0.26, n = 5). A female of B. clepsydra (MZUSP 112626) also has 

unpigmented mature oocytes evident through the skin. As the oocytes are quite 

distorted due to preservation, the reported diameter should be taken cautiously.

Tadpoles were reported in fast-flowing streams, using their oral discs to cling 

to the rocky streambed (Lutz & Lutz, 1939; Bokermann, 1972). Tadpoles of B. 

claresignata were, in all instances, attached to the rocks, more frequently vertically, 

but also horizontally, near the bottom of the stream, not rising to the surface (Lutz & 

Orton, 1946). When disturbed, tadpoles of B. clepsydra were observed swimming 

against the current (Bokermann, 1972).

Vocalization: The advertisement call of B. clepsydra was briefly described by 

Bokermann (1972). We reanalyzed his recording of two unvouchered males (available 

at Fonoteca Neotropical Jacques Vielliard, accession number 31798). The recording 

of one of these males has a lower quality (probably the individual was more distant); 

we describe them separately.
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As mentioned by Bokermann (1972) B. clepsydra emits groups of three to five 

calls, each call corresponding to one tonal note (Fig 2A, 2B). Notes are irregularly 

spaced and with a considerable interval between them. The call has bands, similar to a 

harmonic structure (Fig 2B, 2C), but the peak frequency of each band is not 

necessarily an exact multiple of the fundamental peak frequency and may vary within 

each band (see values below). The call has a characteristic metallic or high-pitched 

tone.

The first individual emitted five calls in 15.48 s (n = 1). Each call (note) lasts 

130–169 ms (144.4 ± 16.6) and is separated by intervals of 2.60–4.17 s (3.68 ± 0.72). 

The fundamental frequency, which is also the dominant, is 2053.8–3010.9 Hz, with 

the peak frequency at 2437.5 Hz. Up to four additional bands are present, the first one 

with peak at 4500 (n = 1), 4875 (n = 1), or 5062.5 Hz (n = 3). The second with peak at 

7125 (n = 1) or 7500 Hz (n = 4). The third one, which is absent in the first note, and is 

the band with lower energy, with peak at 9000 (n =1), 9937.5 (n = 2), or 10125 Hz (n 

= 1). The fourth and higher band have it peaks at 12000 (n = 1), 12375 (n = 1), or 

12562.5 Hz (n = 3).

The second individual emitted three calls lasting 7.58 s (n = 1). Each call (note) 

lasts 59–89 (73 ± 15) ms, and they are separated by intervals of 3.51–3.85 s. The 

fundamental frequency, which is also the dominant, is between 2050.6–2885 Hz, with 

the peak frequency at 2437.5 Hz (n =2) or 2625 Hz (n = 1). Up to four additional 

bands are present, the first one with peak at 4500 (n = 2) or 4875 (n = 1). The second 

one with peak at 7312.5 (n = 2) or at 7687.5 Hz (n = 1). The third one, which was 

absent in the third note, was found with peak at 9562 (n =1) or 9750 (n = 1) Hz. The 

fourth and higher band was found with peak at 12000 (n = 1), 12187.5 (n = 1), or 

12750 Hz (n = 1).
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The call of B. clepsydra can be distinguished from those of B. aguilari, B. 

balzani, B. bandeirantes, B. beckeri, B. botumirim, B. caipora, B. cipoensis, B. 

curupi, B. cymbalum, B. ericae, B. gladiator, B. guentheri, B. jaguariaivensis, B. 

latistriata, B. leptolineata, B. marianitae, B. melanopleura, B. polytaenia, B. stellae, 

and B. stenocephala by having notes with a tonal structure (pulsed notes in these 

species; Haddad et al., 1988; Heyer et al., 1990; Duellman et al., 1997; Acioli & 

Toledo, 2008; Garcia et al., 2007, Antunes et al., 2008; Garcia & Haddad, 2008; 

Kwet. 2008; Caramaschi et al., 2009; Köhler et al., 2010; Lehr et al., 2010; Forti et 

al., 2019; Guerra et al., 2017; PDP Pinheiro, pers. obs.). From B. albonigra, B. 

caingua, B. cambui, B. cordobae, B. goiana, B. phaeopleura, B. pulchella, and B. 

riojana, the call of B. clepsydra can be distinguished by an interval between notes 

longer than 2 s (interval between notes lower than 1 s in the other species; Barrio, 

1965a; Guimarães et al., 2001; Pinheiro et al., 2012, 2016; Baraquet et al., 2013; 

Batista et al., 2015; PDP Pinheiro, pers. obs.). The non-pulsed structure of the call of 

B. clepsydra differentiates it from those of the closely related B. pellucens and B. 

faber groups, that have calls with pulsed structure (Fouquette, 1961; Bokermann, 

1967; Bokermann & Sazima, 1973; Duellman, 1970, 2001; Heyer et al., 1990; Kluge, 

1981; Loebmann et al., 2008; Martins et al., 2009).

Comments: Lutz & Orton (1946) described the occurrence of green bones in 

postmetamorphic specimens of B. claresignata, indicating impregnation with 

biliverdin (Barrio, 1965b), as it happens in several other species of Boana from 

various species groups (e.g., Hoogmoed, 1979; Duellman, 1970; Lutz, 1949b; 1973; 

Caminer & Ron, 2014). There are no observations regarding the persistence of 

biliverdin in adults of B. claresignata, nor any comment regarding its occurrence in B. 

clepsydra. Lutz & Orton (1946) reported that specimens of B. claresignata release a 
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characteristic smell of crushed plants when handled, as it happens in several other 

species of Cophomantini (see Faivovich et al. 2013; Brunetti et al., 2015, 2016). 

There are no reports on smell from B. clepsydra.

The occurrence of nuptial pads in B. claresignata and B. clepsydra is reported 

here for the first time. The nuptial pad is easily observed in B. clepsydra (see 

Appendix S6: Fig. S2). There are few available males of B. claresignata in 

collections, and all of these are very poorly fixed. In these, the nuptial pad is only 

evident through the occurrence of some yellowish acini in the same position as in B. 

clepsydra and, for that reason, we interpret that they are present.

Gallardo (1961) reported the occurrence of Hyla claresignata in the Province 

of Misiones, Argentina. For this reason, Cei (1980) included an account of that 

species based on the published information and including it in the Hyla claresignata 

group, without further comments. Carrizo (1992) re-identified the specimens studied 

by Gallardo (1961) as Hyla semiguttata A. Lutz, 1925, a species that Cei and Roig 

(1961) recorded for Misiones. The populations of this species from Argentina were 

subsequently shown to be a different, new species by Garcia et al. (2007).

Cochran (1955) included a description of a male paratype of B. claresignata 

from “Bonito, Serra da Bocaina, Rio de Janeiro,” and the holotype of B. clepsydra (a 

male). The latter is an important reference because the holotype specimen, that 

Cochran (1955: 88) described at that time as “badly faded and mutilated specimen” 

with “an immaculate drab over its entire surface”, is now reduced to what seems to be 

an even worse condition to the point that almost no relevant characters are discernible 

(AL-MN 976; Appendix S6: Fig. S4). One notable point of her description of B. 

clepsydra is her comment on the occurrence of “a pair of lateral external vocal sacs.” 

She did not compare B. claresignata and B. clepsydra. 
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Bokermann (1972) noticed that adults of B. claresignata and B. clepsydra 

were similar, to the point that initially he suspected that the latter corresponded to 

males of the former species until he collected females of B. clepsydra. He described 

the variation in coloration pattern, vocalization, and tadpoles of B. clepsydra and 

compared it with three newly collected adult specimens and two tadpole series of B. 

claresignata from Teresópolis. He differentiated B. claresignata from B. clepsydra 

based on snout shape in profile (rounded in B. claresignata, truncate in B. clepsydra), 

tympanum size and position (larger in B. claresignata, in a more posterior position), 

hindlimb size (smaller in B. claresignata), larval body shape (rounder in B. 

claresignata, flatter in B. clepsydra), ridges on jaw sheaths (present in B. 

claresignata, absent in B. clepsydra), larval tail size (proportionally larger in B. 

claresignata), larval eye size (slightly larger in B. clepsydra), and larval coloration 

pattern (larger blotches in larvae of B. claresignata). He did not comment on the 

vocal sac morphology of B. clepsydra nor included it as a diagnostic character. Lutz 

(1973) stressed that B. claresignata and B. clepsydra share a very small tympanum, 

inhabit bromeliads, and are montane species but stated that H. claresignata showed 

no marked affinities with other species, unaware of the paper by Bokermann (1972), 

emphasizing differences in dorsal pattern and Cochran’s (1955) reference to a double 

vocal sac in the holotype of B. clepsydra.

The information on variation in the dorsal pattern in B. clepsydra provided by 

Bokermann (1972) clearly shows that it does not allow differentiating this species 

from B. claresignata. Our observations on all specimens of B. clepsydra in the MNRJ 

and MZUSP collections corroborate that statement.

The analyses of available specimens from both species corroborate the 

differences reported by Bokermann (1972) regarding the snout shape in profile. 
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Boana claresignata has a rounder snout than B. clepsydra, which has a shorter and 

truncated snout.

Boana claresignata has tympanum diameter/eye diameter ratio (TD/ED) of 

0.39–0.54 (females; 0.44 ± 0.06; n = 4) and 0.41–0.57 (males; 0.48 ± 0.08, n = 6), and 

a tympanum diameter/head length ratio (TD/HL) of 0.11–0.15 (females; 0.13 ± 0.02; 

n = 4) and 0.12–0.22 (males; 0.16 ± 0.03; n = 6). Boana clepsydra, instead, have 

TD/ED 0.30–0.38 (females; 0.34 ± 0.06; n = 2) and 0.23–0.38 (males; 0.31 ± 0.04; n 

= 23), and TD/HL 0.09–0.11 (females 0.10 ± 0.01; n = 2) and 0.08–0.12 (males; 0.10 

± 0.01; n = 23). While these measurements tend to corroborate the larger tympanum 

size in B. claresignata noticed by Bokermann (1972), the values of the ratios that 

express tympanum size are continuous. Considering the low number of available 

specimens of B. claresignata, this difference in tympanum size should be taken 

cautiously, as the lack of overlapping between intervals for the ratios could well be a 

consequence of the reduced sample size for that species.

With the caveat of the low sample size for Boana claresignata, we observed 

that in this species the lower margin of the tympanum is slightly below the level of 

the lower margin of the eye. In B. clepsydra the lower margin of the tympanum is 

well above the lower margin of the eye.

Measurements of hind limbs revealed that in females of both species and in 

males of B. clepsydra, the sum of thigh length and tibia length is slightly larger than 

snout-vent length. The ratio hindlimb length/snout-vent length of B. claresignata is 

1.01–1.08 (females; 1.02 ± 0.07; n = 4), 0.88–1.01 (males 0.94 ± 0.05; n = 6), and in 

B. clepsydra is 1.03–1.04 (females; 1.03 ± 0.01; n = 2) and 1.01–1.11 (males; 1.05 ± 

0.03; n = 23).
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The study of male specimens of B. clepsydra (n = 22) revealed that the vocal 

sac is single and subgular. This observation differs from Cochran’s (1955) description 

of the vocal sac in the now highly deteriorated male holotype as paired and lateral. 

The vocal sac is now unrecognizable in the holotype.

Our study of the paratypes of B. claresignata, the only specimens of this 

species from Serra da Bocaina, indicates that the reasonably preserved specimen (AL-

MN 2088) has the rounded snout that we associate with B. clepsydra. Therefore, we 

consider that these paratypes of B. claresignata are misidentified specimens of B. 

clepsydra, indicating that there is no evidence of the occurrence of B. claresignata in 

the Serra da Bocaina.

Lutz (1973) reported the collection of tadpoles similar to those of B. 

claresignata in Marumbi, State of Paraná (~ 550 km SW from Serra da Bocaina). 

These tadpoles are the lot MNRJ 68427 (nine tadpoles in stages 25–28, and 38, and 

one postmetamorphic specimen; Appendix S6: Fig. S3), with the exact locality given 

as “Rio Taquaral em Marumbi, Serra do Mar, Estrada de ferro Curitiba-Paranaguá.” 

We interpret this locality as areas nearby the Marumbi railway station (25°26'19"S; 

48°55'12"W; 500 m a.s.l.). While we corroborate their striking similarity with larvae 

of B. claresignata and B. clepsydra (Appendix S5), we do not have evidence to 

associate it specifically with one of these species: for the time being, we consider 

them as larvae from an unidentified species of the B. claresignata group.

Distribution: Both species are endemic of the Atlantic Forest in Southeastern 

Brazil. Boana clepsydra is known only from three nearby localities in the section of 

the Serra do Mar mountain range known as Serra da Bocaina. These are the type 

locality Fazenda do Bonito (22°44'44'' S, 44°33'41'' W, 1220 m a.s.l.), and the former 

Campo de Fruticultura da Serra da Bocaina (22°43'49.48"S, 44°35'56.01"W, 1500 m 
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a.s.l.), currently within the limits of the Parque Nacional da Serra da Bocaina, in the 

State of São Paulo. The third locality is in the southwestern boundary of the national 

park, in the State of Rio de Janeiro, along the road between Paraty (State of Rio de 

Janeiro) and Cunha (State of São Paulo), approximately 57 km SW (airline) from the 

other localities. Boana claresignata is known from the Parque Nacional Serra dos 

Órgãos in Teresópolis, where it has been collected in some swift streams (Beija Flor, 

Garrafão, Paquequer, Soberbo), and from Nova Friburgo, both in the State of Rio de 

Janeiro.

SUCTORIAL TADPOLES IN COPHOMANTINI

Tadpoles of the Boana claresignata group have several modified characters 

typical of a suctorial morphology (suctorial guild, type II; Altig & Johnston, 1989). 

They have the posterior portion of the body markedly depressed and a very expanded 

snout that supports the ventral and large oral disc. The expanded snout, which forms a 

rim surrounding the anterior part of the body, is composed of a loose connective 

tissue between the anterior portion of the trabecular horns and the tip of the snout 

(Lutz & Orton, 1946). In Cophomantini, a similar condition has been described and 

illustrated for the Hyloscirtus armatus group (Haas & Richards, 1998). It may also be 

present in some species of Myersiohyla (i.e., M. neblinaria and M. inparquesi; 

interpreted from the illustrations, Ayarzagüena & Señaris, 1993; Faivovich et al., 

2013), and possibly in the Hyloscirtus jahni group (it is not clear from the information 

provided by La Marca, 1985, if the larva of this species has the same snout structure). 

This specialization, already described in other suctorial species of Pelodryadinae 

(Gradwell, 1973; 1975), may act in the engagement or disengagement of the oral disc 

in the substrate (Gradwell, 1975), or at least absorbing shocks against the rocky 

streambed (Lutz & Orton, 1946). In the current phylogenetic hypothesis of 

Page 30 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Cophomantini, an expanded snout would have evolved at least three times in the tribe 

(in some species of Myersiohyla, the Hyloscirtus armatus group, and the B. 

claresignata clade), and even optimize ambiguously in Hyloscirtus, if present as well 

in H. jahni.

Many of the character states present in the larvae of the B. claresignata group 

(enlarged oral discs, lack of gaps in the marginal papillae, high values of LTRF, and 

jaw sheaths laterally expanded) have also been described for stream-dwelling tadpoles 

of Myersiohyla (Ayarzagüena & Señaris, 1993, Faivovich et al., 2013), and 

Hyloscirtus (e.g., Duellman & Altig, 1978; La Marca, 1985; Cadle & Altig, 1991; 

Lötters et al., 2005; Sánchez, 2010; Coloma et al., 2012). Several of these character 

states have been considered as putative synapomorphies of the former Bok. 

claresignata group (Faivovich et al., 2005), Hyloscirtus (Duellman et al., 1997), and 

subsequently were inferred as plesiomorphic conditions of Cophomantini (Faivovich 

et al., 2005). However, the phylogenetic position of N. kanaima and the 

morphological differences of its larvae (i.e. smaller larval oral disc, lower LTRF, and 

an anterior gap on marginal papillae; MacCulloch & Lathrop, 2005; Pinheiro et al., 

2019) from other tadpoles of early diverging lineages of the tribe, have resulted in 

changes (i.e. 2/4 as the ancestral LTRF) and some ambiguities (i.e. in the 

presence/absence of gaps on marginal papillae) in the optimizations of larval ancestral 

states in the tribe (Pinheiro et al., 2019). 

Faivovich et al. (2005) inferred that transformations of oral disc characters 

(e.g., reduction of oral disc size and number of tooth rows, and presence of an anterior 

gap on marginal papillae) could have evolved in a common ancestor of 

Bokermannohyla, Aplastodiscus, and Boana. Besides the ambiguity generated by the 

tadpole of Nesorohyla kanaima, stream-related features have been described for some 
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tadpoles of Aplastodiscus, Boana, and Bokermannohyla (e.g., oral disc surrounded by 

marginal papillae without gaps, and an increase in LTRF above 2/4 in the A. sibilatus 

group, Bok. pseudopseudis and Bok. martinsi groups, and some species of the Boana 

albopunctata, B. benitezi, B. punctata, B. pulchella, and B. semilineata groups; 

Pyburn & Hall, 1984; Faivovich, 1996; Myers & Donnelly, 1997, 1998; Leite & 

Eterovick, 2010; Mercês & Juncá, 2010; Lins et al., 2016). The plesiomorphic states 

of these characters in Boana are still uncertain, in part because of the ambiguities 

commented above, but also because the relationships among most species groups of 

Boana are poorly supported (Faivovich et al., 2013; Pinheiro et al., 2019; our results). 

Regardless, only the B. claresignata group and B. heilprini, have tadpoles with 

enlarged oral discs and LTRF that show an extreme of development when compared 

to closely related taxa (B. heilprini, LTRF 4-6/6-9; Noble, 1927; Galvis et al., 2014; 

Díaz et al., 2015), indicating that in these particular cases the suctorial related 

characters had evolved independently.

UNPIGMENTED MATURE OOCYTES IN BOANA

Nali et al. (2014) reviewed the occurrence of pigmentation in mature 

oocytes/eggs of Boana. At that time, unpigmented mature oocytes were known to 

occur in B. heilprini (Nali et al., 2014), B. lemai (Duellman, 1997), B. nympha, and B. 

roraima (Faivovich et al., 2006). The recognition of the B. claresignata group, adds 

another case of unpigmented mature oocytes. The optimization of egg pigmentation in 

our phylogenetic hypothesis indicates that the unpigmented mature oocytes are 

plesiomorphic in Boana and that the pigmented animal pole evolved in the sister 

taxon of the B. benitezi group (Fig. 3). This inference, however, should be taken 

cautiously, as the relationships among most species groups of Boana are poorly 
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supported (Fig. 1, Appendix S4). Regardless, unpigmented mature oocytes evolved 

independently in the B. claresignata group and in B. heilprini. 

From the three independent occurrences of unpigmented mature oocytes, the 

reproductive mode is only superficially known in B. heilprini. Based on observations 

and published records of this species, Landestoy (2013) suggested that amplexus and 

oviposition take place in streamside-flooded burrows, apparently not constructed by 

the male. The reproductive mode remains mostly unknown in the B. benitezi group, 

where there is a single record of an amplectant pair of B. lemai in a plastic bag that 

deposited eggs in a leaf (Duellman, 1997), without any observation in the field. From 

the other genera of Cophomantini where unpigmented mature oocytes/eggs are known 

to occur, Aplastodiscus, Hyloscirtus, and Myersiohyla, the reproduction is better 

known in Aplastodiscus (e.g., Haddad & Sawaya, 2000; Haddad et al., 2005; Zina & 

Haddad, 2006). In this genus unpigmented eggs are placed in a hidden, flooded 

streamside burrows built by the male; the eggs develop, and the tadpoles in early 

stages are eventually released in the stream where they complete their development. 

In the ten species of Hyloscirtus where mature oocytes/eggs are known, these are 

unpigmented (see Faivovich et al., 2013 for a review). From these, observations are 

only available for H. platydactylus, were La Marca (1985) describes egg clutches on 

the apex of leaves of Melastomataceae and Laureaceae, but but did not provide 

information on whether they were overhanging streams.

Although Bokermann (1972) and Lutz (1949a, 1973) refer to the close 

association of adults and epiphytic bromeliads, the place of oviposition of B. 

claresignata and B. clepsydra remains unknown. The fact that other Cophomantini 

that also have unpigmented eggs have different reproductive modes, further limits any 

inference regarding it.
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CONCLUSION

The species of the former Hyla claresignata group, Hyla claresignata and H. 

clepsydra, have not been collected in the last 55 and 37 years, respectively. As such, it 

remained the last known putative clade in Cophomantini that had never been included 

in a phylogenetic analysis and its relationships with other taxa were far from clear. 

The access to DNA sequences of museum specimens of Hyla claresignata through 

high throughput DNA sequencing provided valuable information. The phylogenetic 

analysis of the resulting DNA sequence allowed us to recover the position of this 

species, revealing that it should be associated with Boana. The combination of these 

results with an extensive discussion of available phenotypic evidence supports the 

transfer of this species to Boana together with B. clepsydra, where both are included 

in a newly diagnosed Boana claresignata group. The inclusion of this group in a 

phylogenetic context further sheds light on the evolution of some morphological 

characters in Cophomantini.

ACKNOWLEDGMENTS

Provided in title page as requested by the journal

REFERENCES

Acioli ECS, Toledo LF. 2008. Amphibia, Anura, Hylidae, Hypsiboas beckeri: filling 

gap and description of its advertisement call. Check List 4: 182–184.

Almendáriz A, Brito J, Batallas D, Ron S. 2014. Una especie nueva de rana arbórea del 

género Hyloscirtus (Amphibia: Anura: Hylidae) de la Cordillera del Cóndor. Papéis 

Avulsos de Zoologia (São Paulo) 54: 33−49.

Page 34 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Altig R, Johnston GF. 1989. Guilds of anuran larvae: relations among 

developmental modes, morphologies, and habitats. Herpetological 

Monographs 3: 81–109.

Altig R, McDiarmid RW. 1999. Tadpoles: The Biology of Anuran Larvae. 

University of Chicago Press, USA.

Antunes AP, Faivovich J, Haddad CFB. 2008. A new species of Hypsiboas from the 

Atlantic Forest of Southeastern Brazil (Amphibia, Anura, Hylidae). Copeia 2008: 

179–190.

Ayarzagüena J, Señaris JC. 1993. Dos nuevas especies de Hyla (Anura; Hylidae) para las 

cumbres tepuyanas del estado Amazonas, Venezuela. Memoria Sociedad de Ciencias 

Naturales La Salle 53: 127–146.

Baraquet M, Salas NE, Martin AL. 2013. Advertisement calls and interspecific variation in 

Hypsiboas cordobae and H. pulchellus (Anura, Hylidae) from central Argentina. Acta 

Zoologica Bulgarica 65: 479–486.

Barrio A. 1965a. La subespecies de Hyla pulchella Duméril y Bibron (Anura, Hylidae). 

Physis 25: 115–128.

Barrio A. 1965b. Cloricia fisiológica en batracios anuros. Physis 25: 137−142.

Basler N, Xenikoudakis G, Westbury MV, Song L, Sheng G, Barlow A. 2017. Reduction 

of the contaminant fraction of DNA obtained from an ancient giant panda bone. BMC 

Research Notes 10: 754.

Batista VG, Gambale PG, Lourenço-de-Moraes R, Campos RM, Bastos RP. 2015. 

Vocalizations of two species of the Hypsiboas pulchellus group (Anura: Hylidae) with 

comments on this species group. North-Western Journal of Zoology 11: 253–261.

Page 35 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Berneck BvM, Haddad CFB, Lyra ML, Cruz CAG, Faivovich J. 2016. The green 

clade gets greener: phylogeny of Aplastodiscus (Anura; Hylidae). Molecular 

Phylogenetics and Evolution 97: 213−223.

Bock WJ, Shear CR. 1972. A staining method for gross dissection of vertebrate 

muscles. Anatomischer Anzeiger 130: 222–227.

Bokermann WCA. 1967. Notas sobre cantos nupciais de Anfíbios Brasileiros. I. 

Anura. Anais da Academia Brasileira de Ciências 39: 441–446.

Bokermann WCA. 1966. Lista anotada das localidades tipo de anfíbios Brasileiros. Serviço 

de Documentação RUSP.

Bokermann WCA. 1972. Notas sobre Hyla clepsydra A. Lutz (Anura, Hylidae). Revista 

Brasileira de Biologia 32: 291−295.

Bokermann WCA, Sazima I. 1973. Anfíbios da Serra do Cipó, Minas Gerais, Brasil. 

1—Espécies novas de Hyla (Anura, Hylidae). Revista Brasileira de Biologia 

33: 329–336.

Briggs AW, Stenzel U, Johnson PL, Green RE, Kelso J, Prufer K, Meyer M, 

Krause J, Ronan MT, Lachmann M, Pääbo S. 2007. Patterns of damage in 

genomic DNA sequences from a Neandertal. Proceedings of the National 

Academy of Sciences of the United States of America 104: 14616–14621

Brunetti AE, Merib J, Carasek E, Caramao EB, Barbara J, Zini CA, Faivovich J. 2015. 

Frog volatile compounds: application of in vivo SPME for the characterization of the 

odorous secretions from two species of Hypsiboas treefrogs. Journal of Chemical 

Ecology 41: 360−372.

Brunetti A, Hermida GN, Iurman M, Faivovich J. 2016. Odorous secretions in anurans: 

morphological and functional assessment of serous glands as a source of volatile 

Page 36 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

compounds in the skin of the treefrog Hypsiboas pulchellus (Amphibia: Anura: 

Hylidae). Journal of Anatomy 228: 430−442.

Cadle JE, Altig R, 1991. Two lotic tadpoles from the Andes of southern Peru: Hyla armata 

and Bufo veraguensis, with notes on the call of Hyla armata (Amphibia: Anura: 

Hylidae and Bufonidae). Studies on Neotropical Fauna and Environment 26: 45–53.

Caminer MA, Ron S. 2014. Systematics of treefrogs of the Hypsiboas calcaratus and 

Hypsiboas fasciatus species complex (Anura, Hylidae) with the description of four 

new species. ZooKeys 370: 1–78.

Cardoso AJ, Haddad, CFB. 1982. Nova espécie de Hyla da serra da Canastra 

(Amphibia, Anura, Hylidae). Revista Brasileira de Biologia 42: 499–503.

Caramaschi U, Feio RN. 1990. A new species of Hyla (Anura, Hylidae) from southern 

Minas Gerais, Brazil. Copeia 1990: 542−546.

Caramaschi U, Cruz CAG. 2000. Duas espécies novas de Hyla Laurenti, 1768 do estado de 

Goiás, Brasil (Amphibia, Anura, Hylidae). Boletim do Museu Nacional, Nova Série, 

Zoologia 422: 1–12.

Caramaschi U, Cruz CAG, Nascimento LB. 2009. A new species of Hypsiboas of 

the H. polytaenius clade from Southeastern Brazil (Anura: Hylidae). South 

American Journal of Herpetology 4: 210–216.

Carrizo GR. 1992. Cuatro especies nuevas de anuros (Bufonidae: Bufo e Hylidae: Hyla) del 

norte de la Argentina. Cuadernos de Herpetologia 7: 14−23.

Cei JM, Roig VG. 1961. Batracios recolectados por la expedición biológica Erspamer en 

Corrientes y selva oriental de Misiones. Notas Biológicas de la Facultad de Ciencias 

Exactas Físicas y Naturales, Universidad Nacional del Nordeste, Corrientes 1: 1−40.

Cei JM. 1980. Amphibians of Argentina. Monitore Zoologico Italiano (N. S.) Monogr. 2: 1–

609.

Page 37 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Cei JM. 1987. Additional notes to "Amphibians of Argentina": An update 1980-1986. 

Monitore Zoologico Italiano (N. S.) 21: 209–272.

Cochran DM. 1955. Frogs of Southeastern Brazil. Bulletin of the United States National 

Museum 206: 1−423.

Coloma LA, Carvajal-Endara S, Dueñas JF, Paredes-Recalde A, Morales-Mite 

M, Almeida-Reinoso D, Tapia EE, Hutter CR, Toral E, Guayasamin JM. 

2012. Molecular phylogenetics of stream treefrogs of the Hyloscirtus 

larinopygion group (Anura: Hylidae), and description of two new species from 

Ecuador. Zootaxa 3364: 1–78.

Dabney J, Knapp M, Glock I, Gansauge M, Weihmann A, Nickel B, Valdioserad 

C, García N, Pääbo S, Arsuag J, Meyer M. 2013. Complete mitochondrial 

genome sequence of a Middle Pleistocene cave bear reconstructed from 

ultrashort DNA fragments. Proceedings of the National Academy of Sciences 

of the United States of America 110: 15758–15763.

Davis MPA, van Dongen S, Abreu-Goodger C, Bartonicek N, Enright AJ. 2013. 

Kraken: a set of tools for quality control and analysis of high-throughput 

sequence data. Methods 63: 41–49.

Díaz LM, Incháustegui SJ, Marte C, Chong A. 2015. The tadpoles of the hylid frogs 

(Anura: Hylidae: Hypsiboas and Osteopilus) of Hispaniola. Novitates Caribaea 8: 1–

29.

Duellman WE. 1970. Hylid frogs of Middle America. Monographs of the Museum of 

Natural History, University of Kansas 1–2: 1–753.

Duellman WE. 1971. The identities of some Ecuadorian hylid frogs. Herpetologica 

27: 212–227.

Page 38 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Duellman WE. 2001. Hylid Frogs of Middle America. Second Edition. Society for 

the Study of Amphibians and Reptiles.

Duellman WE, Altig R. 1978. New species of tree frogs (family Hylidae) from the Andes of 

Colombia and Ecuador. Herpetologica 34: 177–185.

Duellman WE. 1997. Amphibians of La Escalera region, southeastern Venezuela: taxonomy, 

ecology, and biogeography. Scientific Papers, Natural History Museum, University of 

Kansas 2: 1−52.

Duellman WE, De la Riva I, Wild ER. 1997. Frogs of the Hyla armata and Hyla pulchella 

groups in the Andes of South America, with definitions and analyses of phylogenetic 

relationships of Andean groups of Hyla. Scientific Papers of the Natural History 

Museum, The University of Kansas 3: 1−41.

Duellman WE, Marion AB, Hedges SB. 2016. Phylogenetics, classification, and 

biogeography of the treefrogs (Amphibia: Anura: Arboranae). Zootaxa 4104: 1−109.

Evans BJ, Gansauge M-T, Stanley EL, Furman BLS, Cauret CMS, Ofori-Boateng C, et 

al. (2019). Xenopus fraseri: Mr. Fraser, where did your frog come from? PLoS ONE 

14(9): e0220892. https://doi.org/10.1371/journal.pone.0220892

Faivovich J. 1996. La larva de Hyla semigutatta A. Lutz, 1925 (Anura, Hylidae). Cuadernos 

de Herpetologia 9: 61–67.

Faivovich J, Garcia PCA, Ananias F, Lanari L, Basso NG, Wheeler, WC. 2004. A 

molecular perspective on the phylogeny of the Hyla pulchella species group (Anura, 

Hylidae). Molecular Phylogenetics and Evolution 32: 938–950.

Faivovich J, Haddad CFB, Garcia PCA, Frost DR, Campbell JA, Wheeler WC. 2005. 

Systematic review of the frog family Hylidae, with special reference to Hylinae: 

phylogenetic analysis and taxonomic revision. Bulletin of the American Museum of 

Natural History 294: 1−240.

Page 39 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Faivovich J, Moravec J, Cisneros-Heredia DF, Köhler J. 2006. A new species of the 

Hypsiboas benitezi group (Anura: Hylidae) from the western Amazon basin 

(Amphibia: Anura: Hylidae). Herpetologica 62: 96−108.

Faivovich J, McDiarmid RW, Myers CW. 2013. Two new species of Myersiohyla (Anura: 

Hylidae) from Cerro de la Neblina, Venezuela, with comments on other species of the 

genus. American Museum Novitates 3792: 1−63.

Faivovich J, Pereyra, MO, Luna MC, Hertz A, Blotto B, Vásquez-Almazán CR, 

McCranie, JR, Sanchez-Ramirez D, Baêta D, Araujo-Vieira K, Köhler G, 

Kubicki B, Campbell JA, Frost DR, Haddad CFB. 2018. The monophyly and 

relationships of several genera of Hylinae (Anura: Hylidae: Hylinae). South American 

Journal of Herpetology 13: 1−32.

Farris JS. 1983. The logical basis of phylogenetic analysis. In: Platnick, N.I., Funk, 

V.A. (Eds.), Advances in cladistics: proceedings of the third meeting of the 

Willi Hennig Society. Columbia University Press, New York, pp. 7–36.

Farris JS, Albert VA, Källersjö M, Lipscomb D, Kluge AG. 1996. Parsimony 

jackknifing outperforms neighbour-joining. Cladistics 12: 99–124.

Felsenstein J. 1985. Confidence limits on phylogeny: an approach using the bootstrap. 

Evolution 39: 783–791.

Fitch WM. 1971. Toward defining the course of evolution: minimum change for a 

specific tree topology. Systematic Zoology 20: 406–416.

Forti LR, Haddad CFB, Leite F, Drummond LO, Assis C, Crivellari LB, Mello 

CM, Garcia PCA, Zornosa-Torres C, Toledo LF. 2019. Notes on 

vocalizations of Brazilian amphibians IV: advertisement calls of 20 Atlantic 

Forest frog species. PeerJ 7:e7612.

Fouquet A, Martinez Q, Zeidler L, Courtois EA, Gaucher P, Blanc M, Lima JD, 

Page 40 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Souza SM, Rodrigues MT, Kok PJR. 2016. Cryptic diversity in the 

Hypsiboas semilineatus species group (Amphibia, Anura) with the description 

of a new species from the eastern Guiana Shield. Zootaxa 4084: 79–104.

Fouquette MJ Jr. 1961. Status of the frog Hyla albomarginata in Central America. 

Fieldiana, Zoology 39: 595–601.

Fulton TL, Shapiro B. 2019. Setting Up an Ancient DNA Laboratory. In: Shapiro 

B., Barlow A., Heintzman P., Hofreiter M., Paijmans J., Soares A. (eds) 

Ancient DNA. Methods in Molecular Biology, vol 1963 (pp.1-13). Humana 

Press, New York, NY

Gallardo JM 1961. Anfibios anuros de Misiones con la descripción de una nueva especie de 

Crossodactylus. Neotropica 7: 33−38.

Galvis PA, Sánchez-Pacheco SJ, Ospina-Sarria JJ, Anganoy-Criollo M, Gil J, Rada M. 

2014. Hylid tadpoles from the Caribbean Island of Hispaniola: ontogeny, description 

and comparison of external morphology. South American Journal of Herpetology 9: 

154–169.

Gansauge M-T, Meyer M. 2013. Single-stranded DNA library preparation for the 

sequencing of ancient or damaged DNA. Nature Protocols 8:737–748.

Garcia PCA, Vinciprova G, Haddad CFB. 2003. The taxonomic status of Hyla pulchella 

joaquini B. Lutz, 1968 (Anura: Hylidae). Herpetologica 59: 350–363.

Garcia PCA, Faivovich J, Haddad CFB. 2007. Redescription of Hypsiboas semiguttatus, 

with the description of a new species of the Hypsiboas pulchellus group. Copeia 

2007: 933−951.

Garcia PCA, Haddad CFB. 2008. Vocalizations and comments on the relationships of 

Hypsiboas ericae (Amphibia, Hylidae). Iheringia, Sér. Zool. 98: 161–166.

Garcia PCA, Peixoto OL, Haddad CFB. 2008. A new species of Hypsiboas (Anura: 

Page 41 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Hylidae) from the Atlantic Forest of Santa Catarina, southern Brazil, with comments 

on its conservation status. South American Journal of Herpetology 3: 27−35.

Gilbert MT, Haselkorn T, Bunce M, Sanchez JJ, Lucas SB, Jewell LD, Van Marck E, 

Worobey M. 2007. The isolation of nucleic acids from fixed, paraffin-embedded 

tissues- which methods are useful when? PLoS One 2 (6), 3537. doi 

10.1371/journal.pone.0000537.

Goloboff PA. 1999. Analyzing large data sets in reasonable times: solutions for 

composite optima. Cladistics 15: 415–428.

Goloboff PA. 2003. Parsimony, likelihood, and simplicity. Cladistics 19: 91–103 

Goloboff PA, Pol D. 2005. Parsimony and Bayesian phylogenetics. In: Albert, V.A. 

(Ed.), Parsimony, Phylogeny, and Genomics. Oxford University Press, 

London, pp. 148–159.

Goloboff PA, Farris JS, Nixon KC. 2008. TNT, a free program for phylogenetic 

analysis. Cladistics 24: 774–786.

Gonzalez-Fortes G, Paijmans J. 2019. Whole-Genome Capture of Ancient DNA 

Using Homemade Baits. B. Shapiro et al. (Eds.), Ancient DNA: Methods and 

Protocols, Methods in Molecular Biology, vol. 1963, Springer 

Science+Business Media, LLC, part of Springer Nature. doi.org/10.1007/978-

1-4939-9176-1_11

Gosner KL. 1960. A simplified table for staging anuran embryos and larvae with notes on 

Identification. Herpetologica 16: 183−190.

Gradwell N. 1973. On the functional morphology of suction and gill irrigation in the tadpole 

of Ascaphus, and notes on hibernation. Herpetologica 29: 84–93.

Gradwell N. 1975. Experiments on oral suction and gill breathing in five species of 

Australian tadpole (Anura: Hylidae and Leptodactylidae). Journal of Zoology 177: 

Page 42 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

81–98.

Grant T, Kluge AG. 2009. Parsimony, explanatory power, and dynamic homology 

testing. Systematics and Biodiversity 7: 357–363.

Guayasamin, JM, Rivera-Correa M, Arteaga A, Culebras J, Bustamante L, Pyron RA, 

Peñafiel N, Morochz C, Hutter CR. 2015. Molecular phylogeny of stream treefrogs 

(Hylidae: Hyloscirtus bogotensis Group), with a new species from the Andes of 

Ecuador. Neotropical Biodiversity 1: 2−21.

Guerra V, Lingnau R, Bastos RP. 2017. Vocalizations and bioacoustic analysis of Boana 

jaguariaivensis (Caramaschi, Cruz, and Segalla, 2010) (Anura: Hylidae). South 

American Journal of Herpetology 12: 34–41.

Guimarães LD, Lima LP, Juliano RF, Bastos RP. 2001. Vocalizações de espécies de 

anuros (Amphibia) no Brasil Central. Boletim do Museu Nacional, Nova Série, 

Zoologia 474: 1–14.

Haas A, Richards SJ. 1998. Correlations of cranial morphology, ecology, and evolution in 

Australian suctorial tadpoles of the genera Litoria and Nyctimystes (Amphibia: Anura: 

Hylidae: Pelodryadinae). Journal of Morphology 238: 109−141.

Habel JC, Husemann M, Finger A, Danley, PD, Zachos FE. 2014. The relevance of time 

series in molecular ecology and conservation biology. Biological Reviews 89: 484–

492. doi:10.1111/ brv.12068.

Haddad CFB, Andrade GV, Cardoso AJ. 1988. Anfibios anuros no Parque Nacional da 

Serra da Canastra, estado de Minas Gerais. Brasil Forestal 6: 9–20.

Haddad CFB, Sawaya RJ. 2000. Reproductive modes of Atlantic forest hylid frogs: a 

general overview and the description of a new mode. Biotropica 32: 862–871.

Haddad CFB, Faivovich J, Garcia PCA. 2005. The specialized reproductive mode of the 

treefrog Aplastodiscus perviridis (Anura: Hylidae). Amphibia-Reptilia 26: 87–92.

Page 43 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Hahn C, Bachmann L, Chevreux B. 2013. Reconstructing mitochondrial genomes directly 

from genomic next-generation sequencing reads—a baiting and iterative mapping 

approach. Nucleic Acids Research 41: e129 

Hall TA. 1999. BioEdit: A User-Friendly Biological Sequence Alignment Editor and 

Analysis Program for Windows 95/98/NT. Nucleic Acids Symposium Series 41: 95–

98.

Henneberger K, Barlow A, Paijmans JLA. 2019. Double-stranded library preparation for 

ancient and other degraded samples. In Ancient DNA: methods and protocols. Second 

Edition. New York: Humana Press. https://doi.org/10.1007/978-1-4939-9176-1_8

Heyer WR, Rand AS, Cruz CAG, Peixoto OL, Nelson CE. 1990. Frogs of 

Boracéia. Arquivos de Zoologia 31: 231–410.

Hoogmoed MS. 1979. Resurrection of Hyla ornatissima Noble (Amphibia, Hylidae) and 

remarks on related species of green tree frogs from the Guiana area. Notes on the 

herpetofauna of Surinam VI. Zoologische Verhandelingen 172: 1−46.

Hofreiter M, Paijmans JL, Goodchild H, Speller CF, Barlow A, Fortes GG, Thomas JA, 

Ludwig A, Collins MJ. 2014. The future of ancient DNA: Technical advances and 

conceptual shifts. BioEssays 37: 284–293. doi:10.1002/bies.201400160

Jim J, Caramaschi U. 1979. Uma nova espécie da região de Botucatu, São Paulo, Brasil 

(Amphibia, Anura). Revista Brasileira de Biologia 39: 717−719.

Katoh K, Standley DM. 2013. MAFFT multiple sequence alignment software Version 7: 

improvements in performance and usability. Molecular Biolology and Evolution 30: 

772–780.

Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S, Buxton S,Cooper 

A, Markowitz S, Duran C, Thierer T, Ashton B, Meintjes P, Drummond A. 2012. 

Geneious Basic: an integrated and extendable desktop software platform for the 

Page 44 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

organization and analysis of sequence data. Bioinformatics 28: 1647–1649.

Kizirian D, Coloma LA, Paredes-Recalde A. 2003. A new treefrog (Hylidae: Hyla) from 

southern Ecuador and a description of its antipredator behavior. Herpetologica 59: 

339−349.

Kluge AG. 1981. The life history, social organization, and parental behavior of Hyla 

rosenbergi Boulenger, a nest-building gladiator frog. Miscellaneous 

Publications Museum of Zoology, University of Michigan 160: 1–170.

Kluge AG, Grant T. 2006. From conviction to anti-superfluity: old and new 

justifications for parsimony in phylogenetic inference. Cladistics 22: 276–288.

Köhler J, Koscinski D, Padial JM, Chaparro JC, Handford P, Lougheed SC, De 

la Riva I. 2010. Systematics of the Andean gladiator frogs of the Hypsiboas 

pulchellus species group (Anura, Hylidae). Zoologica Scripta 39: 572–590.

Kolenc F, Borteiro C, Alcalde L, Baldo JD, Cardozo D, Faivovich J. 2008. Comparative 

larval morphology of eight species of Hypsiboas Wagler (Amphibia, Anura, Hylidae) 

from Argentina and Uruguay, with a review of the larvae of this genus. Zootaxa 1927: 

1–66.

Korlević P, Gerber T, Gansauge M-T, Hajdinjak M, Nagel S, Aximu-Petri A, Meyer M. 

2014. Reducing microbial and human contamination in DNA extractions from ancient 

bones and teeth. Biotechniques 59: 87–93.

Kwet A. 2008. New species of Hypsiboas (Anura: Hylidae) in the pulchellus group from 

southern Brazil. Salamandra 44: 1–14.

La Marca E. 1985. Systematic and ecological observations on the Neotropical frogs Hyla 

jahni and Hyla platydactyla. Journal of Herpetology 19: 227–237.

Landestoy MAT. 2013. Observations on the breeding behavior of the Hispaniolan Green 

Treefrog, Hypsiboas heilprini. IRCF Reptiles & Amphibians 20: 160–165.

Page 45 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Lanfear R, Calcott B, Ho SYW, Guindon S, 2012. PartitionFinder: combined 

selection of partitioning schemes and substitution models for phylogenetic 

analyses. Molecular Biology and Evolution 29: 1695–1701.

Lanfear R, Frandsen PB, Wright AM, Senfeld T, Calcott B. 2016. PartitionFinder 

2: new methods for selecting partitioned models of evolution for molecular and 

morphological phylogenetic analyses. Molecular Biology and Evolution 34: 

772–773.

Lehr E, Faivovich J, Jungfer K-H. 2010. A new andean species of the Hypsiboas 

pulchellus group: adults, calls and phylogenetic relationships. Herpetologica 

66: 296–307.

Leite FSF, Eterovick PC. 2010. Description of the tadpole of Bokermannohyla martinsi 

(Anura: Hylidae), morphological and ecological comparison with related 

Bokermannohyla tadpoles. Journal of Herpetology 44: 431–440.

Li H, Durbin R. 2009. Fast and accurate short read alignment with Burrows-Wheeler 

transform. Bioinformatics, 25, 1754–1760.

Lins, ACR, De Magalhães RF, Costa RN, Brandão RA, Py-Daniel TR, Miranda NEO, 

Maciel NM, Nomura F, Pezzuti TL. 2018. The larvae of two species of 

Bokermannohyla (Anura, Hylidae, Cophomantini) endemic to the highlands of central 

Brazil. Zootaxa 4527: 501–520.

Loebmann D, Zina J, Araújo OGS, Toledo LF, Haddad CFB. 2008. Acoustic repertory of 

Hypsiboas exastis (Caramaschi and Rodrigues, 2003) (Amphibia, Hylidae). South 

American Journal of Herpetology 3: 96–100.

Lötters S, Reichle S, Faivovich J, Bain RH. 2005. The stream-dwelling tadpole of 

Hyloscirtus charazani (Anura: Hylidae) from Andean Bolivia. Studies on Neotropical 

Fauna and Environment 40: 181–185.

Page 46 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Luna MC, McDiarmid RW, Faivovich J. 2018. From erotic excrescences to pheromone 

shots: structure and diversity of nuptial pads in anurans. Biological Journal of the 

Linnean Society 124: 403−446.

Lutz A. 1925. Batraciens du Brésil. Comptes Rendus et Mémomoires Hebdomaires des 

Scéances de la Société de Biologie et de ses Filiales. Paris 93: 211−214.

Lutz A., Lutz B. 1939. New Hylidae from Brazil. Annais da Academia Brasileira de 

Ciências 11: 67−89.

Lutz B. 1949a “1948”. Anfíbios anuros da coleção Adolpho Lutz. III - Hyla claresignata 

Lutz & B. Lutz, 1939. Memórias do Instituto Oswaldo Cruz 46: 747−757.

Lutz B. 1949b “1948”. Anfibios anuros da coleção Adolpho Lutz II. Espécies verdes do 

gênero Hyla do leste-meridional do Brasil. Memórias do Instituto Oswaldo Cruz 46: 

551−577.

Lutz B. 1973. Brazilian Species of Hyla. University of Texas Press, Austin.

Lutz B, Orton GL. 1946. Hyla claresignata Lutz & B. Lutz, 1939. Aspects of the life 

history and description of the rhyacophilous tadpole. Boletim do Museu Nacional, N. 

S. 70: 1−20.

MacCulloch RD, Lathrop A. 2005. Hylid frogs from Mount Ayanganna, Guyana: new 

species, redescriptions, and distributional records. Phyllomedusa 4: 17–37.

Martin M. 2011. Cutadapt removes adapter sequences from high-throughput sequencing 

reads. EMBnetjournal 17: 10–11.

Martins LB, Silva WR, Giaretta AA. 2009. Distribution and calls of two South 

American frogs (Anura). Salamandra 45: 106–109.

McGuire JA, Cotoras DD, O’Connell B, Lawalata SZS, Wang-Claypool CY, Stubbs A, 

Huang X., Wogan GOU, Hykin SM, Reilly SB, Bi K, Riyanto A, Arida E, Smith 

LL, Milne H, Streicher JW, Iskandar DT. 2018. Squeezing water from a stone: 

Page 47 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

high-throughput sequencing from a 145-year old holotype resolves (barely) a cryptic 

species problem in flying lizards. PeerJ 6:e4470. doi.org/10.7717/peerj.

Mercês EA, Juncá FA. 2010. Girinos de três espécies de Aplastodiscus Lutz, 1950 (Anura - 

Hylidae) ocorrentes no Estado de Bahia, Brasil. Biota Neotropical 10: 167–172.

Meyer M, Kircher M. 2010 Illumina sequencing library preparation for highly 

multiplexed target capture and sequencing. Cold Spring Harb. Protoc. 2010, 

pdb.prot5448. (doi:10.1101/ pdb.prot5448)

Miller W, Drautz DI, Ratan A, Pusey B, Qi J, Lesk AM, Tomsho LP, Packard MD, 

Zhao F, Sher A, Tikhonov A, Raney B, Patterson N, Lindblad-Toh K, Lander 

ES, Knight JR, Irzyk GP, Fredrikson KM, Harkins TT, Sheridan S, Pringle T, 

Schuster SC. 2008. Sequencing the nuclear genome of the extinct woolly mammoth. 

Nature 456: 387–390.

Miller MA, Pfeiffer W, Schwartz T. 2010. Creating the CIPRES Science Gateway 

for inference of large phylogenetic trees, in: Proceedings of the Gateway 

Computing Environments Workshop (GCE), New Orleans, pp. 1–8.

Myers CW, Donnelly MA. 1997. A Tepui Herpetofauna on a granitic mountain (Tamacuari) 

in the borderland between Venezuela and Brazil: report from the Phipps Tapirapeco 

Expedition. American Museum Novitates 3213: 1–71.

Myers CW, Donnelly MA. 2008. The summit herpetofauna of Auyantepui, Venezuela: 

report from the Robert G. Goelet American Museum-Terramar Expedition. Bulletin of 

the American Museum of Natural History 308: 1–147.

Nali RC, Faivovich J, Prado CPA. 2014. The occurrence of unpigmented mature oocytes in 

Hypsiboas (Anura: Hylidae). Salamandra 50: 53−56.

Noble GK. 1927. The value of life history data in the study of evolution of the Amphibia. 

Annals of the New York Academy of Sciences 30: 31–128.

Page 48 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Orrico VGD, Nunes I, Mattedi C, Fouquet A, Lemos AW, Rivera-Correa M., 

Lyra ML, Loebmann D, Pimenta BVS, Caramaschi U, Rodrigues MT, 

Haddad CFB. 2017. Integrative taxonomy supports the existence of two 

distinct species within Hypsiboas crepitans (Anura: Hylidae). Salamandra 53: 

99–113.

Paijmans JLA, Baleka S, Henneberger K, Taron UH, Trinks A, Westbury MV, Barlow 

A (2017) Sequencing single-stranded libraries on the Illumina NextSeq 500 platform. 

arXiv 1711.11004. http://arxiv.org/abs/1711.11004

Peloso PLV, Oliveira RMD, Sturaro MJ, Rodrigues MT, Lima-Filho GR, Bitar YOC, 

Wheeler WC, Aleixo A. 2018. Phylogeny of Map Tree Frogs, Boana semilineata 

Species Group, with a new Amazonian species (Anura: Hylidae). South American 

Journal of Herpetology 13: 150–169.

Pinheiro PDP, Pezzuti TL, Garcia PCA. 2012. The tadpole and vocalizations of Hypsiboas 

polytaenius (Cope, 1870) (Anura, Hylidae, Hylinae). South American Journal of 

Herpetology 7: 123–133.

Pinheiro PDP, Pezzuti TL, Leite FSF, Garcia PCA, Haddad CFB, Faivovich J. 

2016. A new species of the Hypsiboas pulchellus group from the Serra da 

Mantiqueira, Southeastern Brazil (Amphibia: Anura: Hylidae). Herpetologica 

72: 256–270.

Pinheiro PDP, Cintra CED, Valdujo PH, Silva HLR, Martins IA, Silva Jr. NJ, 

Garcia PCA. 2018. A new species of the Boana albopunctata Group (Anura: 

Hylidae) from the Cerrado of Brazil. South American Journal of Herpetology 

13:170–182.

Pinheiro PDP, Kok PJR, Noonan BP, Means DB, Haddad CFB, Faivovich J. 2019. A 

new genus of Cophomantini, with comments on the taxonomic status of Boana liliae 

Page 49 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

(Anura: Hylidae). Zoological Journal of the Linnean Society 185: 226–245.

Pombal Jr. JP, Haddad CFB. 1993. Hyla luctuosa, a new treefrog from southeastern Brazil 

(Amphibia: Hylidae). Herpetologica 49: 16−21.

Pyburn WF, Hall DH. 1984. A new stream-inhabiting treefrog (Anura: Hylidae) from 

southeastern Colombia. Herpetologica 40: 366–372.

Pyron RA. 2014. Biogeographic analysis reveals ancient continental vicariance and 

recent oceanic dispersal in amphibians. Systematic Biology 63: 779–797.

Rambaut A. 2016. FigTree, tree figure drawing tool, Version 1.4.3. Available from: 

http://tree.bio.ed.ac.uk/software/figtree.

Rojas-Runjaic FJM, Infante-Rivero EE, Salerno PE, Meza-Joya FL. 2018. A new 

species of Hyloscirtus (Anura, Hylidae) from the Colombian and Venezuelan slopes 

of Sierra de Perijá, and the phylogenetic position of Hyloscirtus jahni (Rivero, 1961). 

Zootaxa 4382: 121−146.

Rohland N, Siedel H, Hofreiter M. 2004. Nondestructive DNA extraction method for 

mitochondrial DNA analyses of museum specimens. Biotechniques 36: 814–821.

Ron, SR, Caminer MA, Varela-Jaramillo A, Almeida-Reinoso D. 2018. A new treefrog 

from Cordillera del Cóndor with comments on the biogeographic affinity between 

Cordillera del Cóndor and the Guianan Tepuis (Anura, Hylidae, Hyloscirtus). 

ZooKeys 809: 97–124.

Ruane S, Austin C. 2017. Phylogenomics using formalin-fixed and 100+ year old intractable 

natural history specimens. Molecular Ecology Resources 17: 1003–1008.

Sánchez DA. 2010. Larval development and synapomorphies for species groups of 

Hyloscirtus Peters, 1882 (Anura: Hylidae: Cophomantini). Copeia 2010: 351–363.

Schmitt CJ, Cook JA, Zamudio KR, Edwards SV. 2018 Museum specimens of 

terrestrial vertebrates are sensitive indicators of environmental change in the 

Page 50 of 56Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Anthropocene. Philosophical Transactions of the Royal Society B 374: 

20170387.

Stamatakis A. 2014. RAxML version 8: a tool for phylogenetic analysis and post-

analysis of large phylogenies. Bioinformatics 30: 1312–1313.

Stamatakis A, Blagojevic F, Nikolopoulos DS, Antonopoulos CD. 2007. Exploring 

new search algorithms and hardware for phylogenetics: RAxML meets the 

IBM Cell. J. VLSI Signal Process. Syst. Signal Image 48: 271–286.

Stuart SN, Chanson JS, Cox NA, Young BE, Rodrigues ASL, Fischman DL, 

Waller RW. 2004. Status and trends of amphibian declines and extinctions 

worldwide. Science 306: 1783–1786.

Taylor WR, Van Dyke GC. 1985. Revised procedures for staining and clearing small fishes 

and other vertebrates for bone and cartilage study. Cybium 9: 107–119.

Trueb L. 1973. Bones, frogs, and evolution. In: Vial, J. L. (Ed.) Evolutionary biology of the 

anurans: contemporary research on major problems. University of Missouri Press, 

Columbia, pp. 65−132.

Trueb L. 1993. Patterns of cranial diversity among the Lissamphibia. In: Hanken, J., Hall, B. 

K. (Eds.), Patterns of Structural and Systematic Diversity. University of Chicago 

Press, Chicago, pp. 255−343.

Vaidya G, Lohman DJ, Meier R. 2011. SequenceMatrix: concatenation software for 

the fast assembly of multi-gene datasets with character set and codon 

information. Cladistics 27: 171–180.

Wandeler P, Hoeck PEA, Keller LF. 2007. Back to the future: museum specimens 

in population genetics. Trends in Ecology & Evolution 22: 634–642 

doi.org/10.1016/j.tree.2007.08.017.

Widholzer RL, Castroviejo-Fisher S. 2018. The tadpole of Boana stellae (Anura: Hylidae). 

Zootaxa 4508: 582–586.

Page 51 of 56 Zoological Journal of the Linnean Society

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



For Review Only

Wiens JJ, Kuczynski CA, Hua X, Moen DS. 2010. An expanded phylogeny of treefrogs 

(Hylidae) based on nuclear and mitochondrial sequence data. Molecular 

Phylogenetics and Evolution 55: 871−882.

Wingett SW, Andrews S. 2018. FastQ screen: a tool for multi-genome mapping and quality 

control. F1000Research 7: 1338.

Yeates DK, Zwick A, Mikheyev AS. 2016. Museums are biobanks: unlocking the 

genetic potential of the three billion specimens in the world’s biological 

collections. Current Opinion in Insect Science 18: 83–88.

Zina J, Haddad CFB. 2006. Ecology and reproductive biology of two species of 

Aplastodiscus (Anura: Hylidae) in the Atlantic Forest, Brazil. Journal of Natural 

History 40: 1831−1840.

SUPPORTING INFORMATION
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- Appendix S2: Laboratory data and results of sequencing analyses.

- Appendix S3: GenBank accession numbers for the sequences employed in this study.

- Appendix S4: Complete maximum parsimony tree.
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- Appendix S6: Some characters and specimens of the Boana claresignata group referred in 

the main text.

FIGURE LEGENDS

Fig. 1. The strict consensus of the 96 most parsimonious trees (29455 steps), treating 

gaps as fifth state. Most genera of Cophomantini and species groups of Boana are 

condensed. See Appendix S4 for a complete topology. Numbers below nodes are 
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jackknife frequencies with gaps treated as fifth state or a missing data. The asterisk 

(*) indicates 100% jackknife. Nodes without values have jackknife < 50%. The 

photograph of Boana claresignata is taken from Lutz (1948). The watercolor depicts 

the living holotype of this species and is part of the collection of the Departamento de 

Vertebrados, Museu Nacional, Rio de Janeiro, Brazil. Author unidentified. Undated.

Fig. 2. Advertisement call of an unvouchered male of Boana clespsydra. This 

recording was made by W.C.A. Bokermann, described by Bokermann (1972), and 

now housed in Fonoteca Neotropical Jacques Vielliard (accession number 31798). A. 

Audiospectrogram of a sequence of five calls. Waveform below. B. Detail of the 

second note from A; waveform below. C. Power spectrum of note shown in B. Black 

arrows point the dominant frequency (bottom) and additional, harmonic-like bands 

(see text). Recording made by Werner C. Bokermann on the margin of the Ponte Alta 

River, at Campo de Fruticultura, Serra da Bocaina, São Paulo, Brazil; Nov. 6, 1968, 

21 hs, 17º C, a male calling from 1.5 m above the ground.

Fig. 3. Ancestral character state reconstruction of animal pole pigmentation in mature 

oocytes/eggs of Cophomantini in the strict consensus of the 96 most parsimonious 

trees (29455 steps), treating gaps as fifth state. Most genera of Cophomantini and 

species groups of Boana are condensed. See Appendix S7 for the optimization in the 

complete topology.
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Fig. 1. The strict consensus of the 96 most parsimonious trees (29455 steps), treating gaps as fifth state. 
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Fig. 2. Advertisement call of an unvouchered male of Boana clespsydra. 
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