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A reflection on the significant findings published in 
Zoological Research over the past 35 years 
 
 
Since its founding in 1980 by a group of first generation 
biologists after the reform and opening of China, Zoological 
Research (ZR) has followed a rather long and difficult 35-year 
journey. However, through the excellent guidance of our former 
and current editors-in-chief, the extraordinary members of the 
editorial board and reviewers, and most importantly, with the 
strong support of our diligent and enthusiastic authors and 
readers, we have never deviated from our original goals, 
despite setbacks and frustrations, such as financial difficulties. 
Through all the trials and tribulations, we have retained our 
leading position as a respectable and quality academic journal. 

During the past 35 years, ZR has steadfastly placed a 
premium on the academic values and quality of the manuscripts 
it publishes. The many significant findings reported in ZR have 
not only aroused extensive discussions from both the academic 
and industrial fields, but also brought profound social effects.  

Hosted by the Kunming Institute of Zoology of the Chinese 
Academy of Sciences and the China Zoological Society, ZR has 
provided an avenue for significant studies on animal biodiversity 
and taxonomy, including newly discovered species, which is 
imperative given the unique geography of the Yunnan Province, 
one of the world’s 25 featured biodiversity regions. For example, 
the discovery and naming (Ma et al, 1990), as well as karyotype 
detection, of the Gongshan muntjac (Muntiacus gongshanensis) 
(Shi & Ma, 1988), an endangered species inhabiting the 
Gongshan Mountains in northwestern Yunnan, southeast Tibet 
and northern Myanmar, were originally published in ZR.  

Another major area of coverage in ZR has been the study of 
non-human primates. From 1981-2010, many high quality 
articles were published regarding various aspects of 
primatology, including taxonomy, distribution, ecology, 
conservation, behavior and physiology in diversified primate 
species, such as the rhesus monkey (Macaca mulatta), Assam 
macaque (Macaca assamensis), Tibetan macaque (Macaca 
thibetana), Yunnan black-and-white snub-nosed monkey 
(Rhinopithecus bieti), black-crested gibbon (Hylobates concolor 
jingdongensis), hoolock gibbon (Hoolock hoolock), western 
black crested gibbon (Nomascus concolor), Francois' leaf 
monkey (Trachypithecus francoisi) and Phayre's leaf monkey 
(Trachypithecus phayrei). Publication of these important studies 
plays a crucial role in directing and promoting the development 
of primate research. Today, we continue to publish some of the 
very best research on primates, including the fields of primate 
conservation, behavior and brain sciences and their 
applications in the biomedical field, as featured by our special 

issues in recent years. 
Moreover, ZR is also recognized by its featured publications 

on genetics and evolution and utilization of rich bioresources, 
i.e., studies on DNA polymorphism, Bombina maxima skin 
secretion proteomes and trefoil factors. The special issues 
released on November 1981 (Volume 2) and December 1987 
(Volume 8) on the biochemical characteristics and physiological 
effects of snake venom represented pioneering studies of this 
field in China, and promoted transitions of these academic 
findings into clinical and industrial applications. Numerous 
relevant studies were later awarded with provincial and national 
honors. 

Attributed to the outstanding work of our authors and readers, 
ZR has earned its position and shown its influence as a 
prosperous journal. Citations of ZR publications are impressive, 
and have been increasing since 2002. Up to April 30, 2015, a 
total of 1 384 articles have been cited 5 051 times, with the 
average citation per item being 3.65 (statistical data from 
January 1, 2002, to April 30, 2015, were obtained from Web of 
Science). 

Due to the limited space here, we are unable to list all the 
many wonderful and deserved papers previously published in 
ZR. We hope this brief reflection can help our young readers 
and authors to better know the outstanding contributions of the 
earlier scientists and the path they paved. The dedication and 
endless support of our predecessors, by contributing their 
best research to ZR, has helped shape our reputation. We 
believe that following the strategies of our predecessors, we 
will have an enduring and substantial impact on ZR into the 
future. By working together, ZR will continue to publish the 
best research. 

 
Sincerely yours,  

  
Yong-Gang YAO, Editor-in-Chief 

Kunming Institute of Zoology, Chinese Academy of Sciences 
Kunming 650223, China 

 

Yun ZHANG, Executive Editor-in-Chief 
Kunming Institute of Zoology, Chinese Academy of Sciences 

Kunming 650223, China 
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New observations - with older ones reviewed - on 
mass migrations in millipedes based on a recent 
outbreak on Hachijojima (Izu Islands) of the 
polydesmid diplopod (Chamberlinius hualienensis, 
Wang 1956): Nothing appears to make much sense 

 
Victor Benno MEYER-ROCHOW1,2,* 
1 Research Institute of Luminous Organisms, Hachijo, 2749 Nakanogo (Hachijojima), Tokyo, 100-1623, Japan 
2 Department of Biology (Eläinmuseo), University of Oulu, SF-90014 Oulu, P.O. Box 3000, Finland 

 
 
ABSTRACT 

 
Mass aggregations and migrations of millipedes 
despite numerous attempts to find causes for their 
occurrences are still an enigma. They have been 
reported from both southern and northern 
hemisphere countries, from highlands and lowlands 
of both tropical and temperate regions and they can 
involve species belonging to the orders Julida and 
Spirobolida, Polydesmida and Glomerida. According 
to the main suggestions put forward in the past,  
mass occurrences in Diplopoda occur: (1) because 
of a lack of food and a population increase beyond 
sustainable levels; (2) for the purpose of 
reproduction and in order to locate suitable 
oviposition sites; (3) to find overwintering or 
aestivation sites; (4) because of habitat disruption 
and changes in the local environment; (5) as a 
consequence of weather conditions the year (or 
winter and spring) before. A recent outbreak 
(November 2014) of a mass migration of the 
polydesmid Chamberlinius hualienensis Wang 1956 
on the Japanese Izu Island of Hachijojima 300 km to 
the south of Tokyo gave this author an opportunity to 
review the existing literature on millipede mass 
migrations and to carry out additional observations 
on the phenomenon in the field as well as the 
laboratory. Hitherto unreported heavy infestations 
with phoretic deutonymphs of the mite Histiostoma 
sp. as well as dense populations of internal rhabditid 
nematodes (Oscheius cf. necromena and an 
unidentified species of the genus Fictor), suggest 
that infestations of this kind could be necromenic 
and either have been a contributing factor for the 
mass migration or been a consequence of so many 

individuals occurring together at close proximity. It is 
concluded that mass migrations and aggregations in 
millipedes do not have one common cause, but 
represent phenomena that often are seasonally 
recurring events and appear identical in their 
outcome, but which have evolved as responses to 
different causes in different millipede taxa and 
therefore need to be examined on a case-to-case 
basis. 

Keywords: Myriapoda; Spawning migration; Aggregation 
behaviour; Diplopod commensals and parasites1 

 
INTRODUCTION 
 
Mass aggregations of millipedes are not a recent phenomenon 
(Hopkin & Read, 1992). They have in fact been reported as far 
back as 1878 (Tömösváry, 1878 cited in Voigtländer, 2005; 
Paszlavszky 1879) and possibly even earlier (Verhulst, 1845 
cited in Zimmermann, 2013). They are known from countries of 
the southern hemisphere (Australia: Baker, 1978; Anonymous, 
2013; Brazil: Boccardo et al, 1997, 2002; Fontanetti et al, 2010; 
South Africa: Lawrence, 1952; Robinson, 2005; Madagascar: 
Wesener & Schütte, 2010) and have been reported from 
numerous countries in the northern hemisphere, e.g., the USA 
(Brooks, 1919; Cook, 1924; Morse, 1903;  Viosca, 1925), the 
UK (Chater, 2004; Ormerod, 1890; Scott, 1958a, b), France 
(Sahli, 1996;Verhoeff, 1900), Germany (reviewed by Voigtländer, 
2005), Poland (reviewed by Kania & Tracz, 2005), Austria 
(Anonymous, 2006; Thaler, 1989; Zimmermann, 2013), 
Hungary (Korsós, 1998; Paszlavszky, 1879), Romania 
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(Tömösváry, 1878; Ceuca, 1984, cited in Voigtländer, 2005),  
Northern Yugoslavia (Ćurić & Makarov, 1995), Latvia (Becker, 
1929), Norway (Meidell & Simonsen, 1985), Sweden (Lindgren, 
1942) and Japan (Esaki, 1934; Niijima, 1998; Niijima & 
Shinohara, 1988). 

Outbreaks have occurred in tropical climates like those of 
India (Mitra, 1976) and Brazil (Fontanetti et al, 2010), as well 
as in temperate and even Nordic climes, e.g. Norway 
(Meidell & Simonsen, 1985) and Sweden (Lindgren, 1942). 
Millipede mass aggregations are known from low altitude 
regions (Ehrnsberger, 2002), but equally so from 
mountainous or hilly areas, e.g., Japan (Hagiwara & 
Kuwabara, 2008; Niijima & Shinohara, 1988), Switzerland 
(Anonymous, 2011) and Austria (see first paragraph). 
Although in most of the above-mentioned cases certain 
species, e.g., Ommatoiulus sabulosus in Europe and the 
Parafontaria laminata group in Japan were over-represented, 
numerous other species were sometimes found to be 
involved and a list of millipedes in relation to their 
geographic distribution demonstrates the spread of taxa in 
connection with the phenomenon of mass migrations.   

Juliformia and spirobolid species are the most important and 
common ones in connection with millipede mass aggregations. 
Voigtländer (2005) lists Ommatoiulus sabulosus (L), 
Cylindroiulus caeruleocinctus (Wood), Julus scandinavius 
(Latzel), J. scanicus (Lohmander) and Ophyiulus pilosus 
(Newport) as species known from mass occurrences in 
Germany and in addition Megaphyllum projectum kochi 
(Verhoeff), M. unilineatum (C.L. Koch), J. terrestris (Porat), 
Tachypodoiulus niger (Leach), Unciger foetidus (C.L. Koch) and 
Cylindroiulus londinensis (Leach) as species elsewhere in 
Europe linked to mass aggregations.   

The spirobolid Strongylosoma stigmatosum (Eichwald) has 
been reported by Ceuca (1984) from Romania, while Parajulus 
pennsylvanicus was reported from New England by Morse 
(1903). Streptogonopus phipsoni (Pockcok) and Gymnostreptus 
pyrrhocephalus (C.L. Koch) are mentioned by Bellairs et al 
(1967) and Lawrence (1952) in connection with mass 
aggregations in India and South Africa, respectively. The Iberian 
species Ommatoiulus moreleti (Lucas) has been known to 
swarm in South and West Australia (Anonymous, 2013; 
McKillup et al, 1988), while Urostreptus atrobrunneus (Pierozzi 
& Fontanetti) is known from Brazilian aggregations (Fontanetti 
et al, 2010), Spirostreptus sp. from outbreaks in New Mexico 
(Cook, 1924; Thuringer, 1924) and Spirobolus marginatus (Say) 
from a mass occurrence in the New Orleans area near Lake 
Ponchartrain (Viosca, 1925).  

Certain species belonging to the polydesmid group of 
millipedes are also known to swarm and to form mass 
aggregations, e.g., according to Esaki (1934) Brachydesmus 
superus (Latzel) in England, Fontaria virginiensis (Gray) and F. 
brunnea (Bollman) in the USA. Robinson (2005) furthermore 
mentions Pseudopolydesmus serratus (Say) from Ohio and 
Bellairs et al (1967) report swarming in Streptogonopus 
phipsoni (Pocock), while in Central Japan according to Niijima 
and Shinohara (1988) various subspecies of the Parafontaria 
laminata group have repeatedly been involved. The Taiwanese 

polydesmid Chamberlinius hualienensis (Wang, 1956) is not 
known to swarm in Taiwan, but in some places of Japan, 
notably the island of Hachijojima (Fujiyama et al, 2012 and this 
paper) this invasive species does and it then forms huge 
clusters of several thousands of individuals. 

Glomerids are the last group of the Diplopoda known to 
possess species with a propensity to migrate and to form mass 
aggregations. From Poland mass occurrences of Glomeris 
hexasticha (Brandt) and from Madagascar those of 
Zoosphaerium neptunus (Butler) have been reported by Kania 
& Tracz (2005) and Wesener & Schütte (2010), respectively. 
One Australian bristle millipede, the polyxenid Unixenus 
mjoebergi (Verhoeff) is credited by Robinson (2005), who, 
however, uses the incorrect name U. nijobergi, to migrate after 
rainfall according to Koch (1985).  

Numerous attempts have been made to find an explanation, 
i.e., causes and reasons, for the various mass migrations and 
aggregations amongst millipedes. And the most common 
suggestions, here briefly summarized on the basis of the works 
of Brade-Birks (1922), Cloudsley-Thompson (1949) and the 
publications mentioned above, are (a) population increases that 
lead to a lack of and consequently search for food; (b) 
migrations linked to reproduction and attempts to find 
oviposition sites; (c) the search of animals to locate suitable 
places to spend the winter or to aestivate during the summer; (d) 
a need to find wetter or drier habitats, in other words responses 
to adverse environmental conditions; (e) past weather 
conditions like mild previous winters in combination with warm 
springs. Attempts to correlate mass migrations with habitat 
changes, communal protection against predation, soil 
conditions and dominating plant communities have also been 
made. 

However, as will be shown point by point in the Discussion, 
there is not a single suggestion, which is applicable to all of the 
observed mass migrations and aggregations amongst 
millipedes. In some instances the phenomenon occurs in 
predictable cycles and at identical seasons year after year, but 
in others there is no apparent repetitiveness at all and the 
phenomenon may occur in areas it has never been seen before 
and is never seen thereafter again. Given this state of affairs, 
the recent mass migration of the polydesmid Chamberlinius 
hualienensis on the island of Hachijojima provided an 
opportunity to test some of the suggestions that had earlier 
been offered as likely explanations for millipede mass 
occurrences. 

The polydesmid Chamberlinius hualinenensis is a 
herbivorous species native to Taiwan (Wang, 1956). In 
Japan it was first noticed in the autumn of 1983 on the 
island of Okinawa. From there it reached the major 
Japanese island of Kyushu in 1999 and soon thereafter 
Honshu, causing minor outbreaks of mass swarming in the 
years 2009 and 2012 (Fujiyama et al, 2012). The exact date 
that the species arrived on the small Izu Island of 
Hachijojima, 300 km to the south of Tokyo, is not known, but 
the year 2002 is often mentioned by the locals as the first 
time they noticed this millipede.  

As an invasive and alien species on the subtropical island of 
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Hachijojima with its lack of predators, populations of the species 
increased rapidly and the locals noticed year after year greater 
and greater numbers of this millipede and increasingly more 
substantial mass migrations principally between the months of 
October to early December. In the autumn of 2014 the largest 
mass occurrence of Chamberlinius hualienensis to date was 
seen on the island. It is that event which formed the basis for 
the investigations reported in this paper. 
 
MATERIAL AND METHODS 

 
On two sites, located at approx. N33°05’ and E139°47’ on 
the West Coast of the southern half of the Izu island 
Hachijojima 300 km to the South of Tokyo in the Pacific 
(Figure 1), mass aggregations of the introduced herbivorous 
Taiwanese polydesmid millipede Chamberlinius hualienensis 
Wang 1956 were observed and studied between 15-11-2014 
and 24-12-2014. 

Facing west to southwest, Site I consisted of a curved approx. 
4 m high vertical wall made of concrete with rough surface 
texture and some parts painted dark brownred and others left 
cream-colored. The wall marked the entrance to a covered 
freeway viaduct. Parts of the viaduct support structure facing 
north and east and painted entirely brownred were also 
monitored, but not designated as separate sites on account of 
their close proximities to one another. 

Site II, ca. 800 m to the south of Site I and facing north, 
consisted of an approx. 8 m high vertical cream-coloured 
concrete, 5.5 m×4.5 m wide support pylon with rough surface 
texture, on which the motorway rested. The two sites were 
accessible on foot via an old disused and overgrown narrow 
road that ran in a north-south direction more or less parallel to 
the freeway which was opened to traffic in the year 2000. 
Alongside the small road, there was a steep drop towards the 
oceanside to the West and a steep rise towards the island’s 
interior mountains on the East. The slopes on either side of the 
road were thickly covered by green vegetation that consisted of 
a rich variety of mixed shrubs, bamboo, native and introduced 
trees, vines and weeds. Decaying leaf and other plant matter 
was plentiful and present all over the ground, the latter being 
basically volcanic in origin.  

Daily climatic conditions for the period of observation 
with information on precipitation, temperatures and 
humidity were available from the website of the Japanese 
Meteorological Agency (2014, http: //www.data.jma.go.jp). 
To check the genders of the individuals in the 
aggregations or in the migrating swarms, specimens were 
collected in the field during the day (ca. 1400h) and at 
night (ca. 2000h) and examined under a binocular 
microscope at ×20 magnification in the lab. Mites and 
nematodes, collected from male as well as female 
specimens, were preserved in 70% ethanol and sent to 
labs outside Hachijojima (see acknowledgments) for 
further processing. Observations on biorhythmicity and 
photoreception were carried out in temperature and 
humidity controlled climate chambers of the institute set 
at 20 °C and 75% relative humidity.  

RESULTS 
 

Weather conditions immediately prior to and during the 
outbreak 
The weather pattern for the month of November prior to when 
the mass occurrence of Chamberlinius hualienensis was first 
noticed on November 15th did not exhibit any unusual or 
extreme feature except for a very heavy downpour on the 5th 
with 104 mm recorded for that day alone. However, heavy 
showers are not rare on Hachijojima, which has an annual 
precipitation in access of 3 000 mm. On the 11th of November 
rainfall also exceeded 35 mm, but did not reach the level of 
November 5th.  Nighttime temperature on the two days before 
the November 5th downpour had dropped from the more usual 
18 °C to 15.8 °C on November 3rd and 13.8 °C on November 4th. 
Thereafter nighttime temperatures averaged again 17.8 °C until 
November 13th, when they dropped to 13.4 °C and remained 
around 12-13 °C for the next 10 days after which they climbed 
again to an average of 15 °C until December 1st. Then, however, 
day and nighttime temperatures fell rapidly reaching a minimum 
of 6.2 °C and 4.1 °C on December 18th. Towards December 24th, 
however, the day all observations ended, temperatures rose 
again by 3-5 °C.  Heavy rainfall in December occurred only on 
days 1, 4 and 11. 

Average relative humidity throughout the 2-week period prior 
to the start of the recognition of the outbreak on November 15th 
was always at least 70% and following rainy days even higher 
than 90%. A sudden drop to 58% occurred during the sunny 
spell from November 13th to November 16th. The remainder of 
November exhibited no unusual features with an average 
relative humidity of 80%, plenty of scattered rain, some sunny 
periods and gradually lower day and nighttime temperatures, 
which by early December reached 12 °C and 7 °C, respectively. 
The weather remained like this until virtually all millipedes, 
except for a handful of five or six isolated, but still living, 
stragglers had disappeared from the walls by December 24th. 

Prior to November 13th between November 4th - 6th and 11th -
13th there had been very strong winds from the north, east and 
south with gusts in excess of 10 m/sec. The two weeks 
thereafter winds eased and, averaging 4 m/sec over this period, 
first changed to blow from the west for a week and thereafter 
mostly from the southeast and occasionally from the northern 
but not western directions. Westerly winds occurred again on 
December 1st and continued to be dominant for the entire 
month of December. 

 
Migratory activities and densities of Chamberlinius 
hualienensis individuals 
Irrespective as to whether they were exposed to bright 
sunshine (Site I) or were in the shade almost all day (Site II), 
dense clusters of individuals were present on all of the walls 
monitored (Figure 2-4). It made apparently not much of a 
difference whether the walls were facing the west, southwest, 
east or north and whether they were lighter or darker in colour. 
At the height of the mass occurrence between November 15th–
18th it was estimated that at Site I, there would be up to approx. 
15 000 individuals/m2 (on the basis of counts of 400-600 
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individuals/20 cm2) on the cream-coloured wall facing west as 
well as the brownred wall facing east. The area occupied by 
clusters of millipedes on these walls reached from the ground to 
more than 3 m above and horizontally to between 3 and 4 m.  

A rough estimate of the total number of millipedes gathered 
together just on the walls alone was 100 000. An equal or even 
larger number is thought to have perished, forming a layer on 
the ground several cm thick (Figure 5) and emitting a smell 
described by some pedestrians as that of burning plastic. 
Adding the number of individuals of Site II (see next paragraph) 
and considering the new daily arrivals at both sites, the total 
number of millipedes that had come together at both sites could 
easily have been a million or more.  

Site II, covered by the bridge overhead and mostly shadowed, 
also possessed an appreciable number of individuals, but 
distributed over a larger area they did not quite reach the 
densities seen at Site I. During the week in which winds from 
the west were absent (November 17th-25th) densities on the wall 
of Site I facing north increased significantly at the expense of 
the areas facing east, west and southwest. At the same time 
clusters at Site II thinned, but had re-grouped about 6 m above 
the ground. The snails present on these walls prior to the arrival 
of the millipedes stayed and apparently neither disturbed the 
millipedes nor suffered any harm from them. 

It was obvious that the millipedes were able to ascend the 
vertical walls at any place, but that they preferentially used 
cracks or lines were slabs of concrete had been joined together. 
Small depressions, holes and crevices in the concrete seemed 
particularly attractive to them. Although many individuals in 
these clusters of animals that were moving around and climbed 
over others that were resting, were frequently paired (Figure 6) 
or even occurring as triplets with three individuals on top of 
each other (Figure 7), the majority were seemingly intent on 
being passive. At night, however, the situation was different. 
Approximately 15 minutes after sunset almost all of the animals, 
whether paired or not, became active. The huge aggregations 
broke up with smaller ones remaining, but the majority of the 
animals crawling around on the vertical wall did so apparently in 
no particular direction. At dawn the familiar aggregations of 
thousands of individuals were present again. 

What was noticeable almost exclusively at night, were 
individuals that crawled from the surrounding bush along the old 
disused and overgrown road towards the aggregation Sites I 
and II. As if pulled by a magnet those as far away as approx. 
400 m to the south of Site I approached that latter site and 
migrated upward in a northerly direction, but those further away 
and within 400 m of Site II migrated southward and down the 
sloping road toward their specific aggregation site. At night the 
road was teeming with crawling millipedes, seemingly single-
mindedly heading into one direction only (either north or south) 
and following a route leading them to their respective 
aggregation sites.  

Mechanically removed from their path by a metre or so, the 
displaced millipede returned to where their conspecifics were 
crawling. Using only one side of the road they did not swerve or 
take a detour when they encountered an obstacle in the form of 
a shallow puddle left over from a recent shower, but proceeded 

to crawl across it, even if in the process some drowned. In 
times of heavy rain, however, no migrations at all occurred. 
Illumination at night did not stop them, but some individuals did 
sometimes hesitate before continuing to crawl and some even 
tried to go around an approx 15 cm wide patch illuminated by 
the bright white light of a handheld torch. 

The path to Site II was particularly intriguing, because in 
order to reach that site the millipedes first had to crawl 
downward for about 100 m from the somewhat brighter area 
into the darkness of the underside of the freeway viaduct and 
then upward again for the remaining 50 m in order to reach the 
concrete support pylon which they ascended to form clusters, 
even at a height of 6 m. Following the road to the pylon, the 
millipedes first had to head south, then for a few metres turn 
west and then approach their goal in a southwesterly to 
southern direction.   

Speeds of around 1.6 cm/sec were recorded, which suggests 
that these millipedes can travel approx. 1 km per night. In case 
they hadn’t reached their destination by dawn, they sought 
shelter under stones along the roadside. When there were 
cockroaches under the stones, the millipedes frequently caused 
the latter to abandon their shelter or to aggregate in corners the 
millipedes could not or did not want to reach. 

An unexpected “two-way-traffic”, resembling that which is 
often seen in ants, with slightly more millipedes heading 
downward and away from the aggregation Site I than towards it 
and thereby passing the new arrivals, was observed after a 
small rise in nighttime temperatures from an earlier 12 °C to 
around 15 °C on the nights of November 23rd – 26th (Figure 8).  
On which day these “return migrations” ceased was not 
recorded, but on November 27th only a small number of animals 
were still arriving, and both Sites I and II were far less 
populated with few individuals still clinging to the wall and its 
crevices. None were seen any longer heading in the opposite 
direction despite a relatively warm nighttime temperature of 14 °C. 
Given the huge number of animals that over at least 2 weeks 
had formed the massive aggregations described above, the 
total number of individuals that had headed back can only have 
been a trickle. The vast majority of the millipedes that had come 
together at Sites I and II perished there.  And yet, that over 
several nights some animals returned at all is remarkable and 
so far has not been reported from any other millipede species.  

From November 29th and during the first week of December 
with prevailing westerly winds of approx 7 m/sec streams of 
millipedes, mostly from the northern wall of Site I, where there 
was still a very substantial cluster, were heading to the opposite 
side of the freeway. They got there by first crawling up to the 
ceiling of the covered viaduct and then, upside down, crossing 
the freeway along 4 m above the traffic with some falling down 
onto the road, but most reaching the other side. On the other 
side of the freeway they again formed aggregations, but 
preferentially on the northern side of a pylon (Figure 9). 

In early December furthermore smaller clusters of around 
600-1 000 individuals became established approximately 500 m 
to the North of Site I along the banister on the opposite side of 
the freeway above concrete support pylons 14 m off the ground. 
On December 6th walls of Site I facing west, southwest and east 
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were nearly deserted with just a few isolated clusters of around 
50 or so individuals hanging on, but a considerable number still 
present on the northern side and its flat horizontal top. Wall 
areas vacated by the millipedes once again became a habitat 
for geckos that hadn’t been seen there during the times of 
millipede mass aggregation, but were present there on 
December 11th and 18th. 

Since hardly any millipedes were seen to migrate from Site I 
to the new clusters that had formed along the freeway’s 
banister ca. 400 m away and since the new clusters developed 
only on the banister above support pylons and inside holes and 
depressions nearby (Figures 10,11), the most likely way the 
millipedes could have got there was by ascending the 14 m 
high concrete support pylons on which the freeway rested at 
that point. A height like this climbed by millipedes would 
represent a new record. 

 
Sizes and gender distributions 
A total of 1, 645 adult C. hualienensis were sexed on 6 separate 
days in November. When samples taken during the day from 
Site I aggregations above 1 m were compared with those taken 
below 1 m the ratios between females and males were 240:205 
and 148:137 on November 16th.  For Site II the corresponding 
figures obtained on November 20th were 158:135 and 171:107. 
Under wet and drizzly conditions on November 22nd the 
female/male ratio at night of animals approaching Site II was 20: 
4 with many individuals (not sexed) lying immobile and 
presumed dead in puddles. 

The ratio between females and males migrating at night on 
November 26th to Sites I and II were 59:46 and 63:58, respectively. 
On the same day in bright sunshine at a temperature of 23 °C and 
moderately strong southerly wind (4.3 m/sec) some millipedes 
were seen to migrate towards the northern wall of Site I. The 
female/male ratio in these individuals was 17 : 18.  

On November 23rd when millipedes at night were moving 
away from their aggregation sites passing others that were still 
arriving, female/male ratios of the departing and arriving 
animals at Site I were 14:10 and 9:4, respectively.  At Site II 
only individuals still arriving and none leaving were seen and 
their female/male ratio was 11:11. 

Total length measurements were carried out on 20 adult 
males and females pooled from both sites and killed by freezing. 
Length measurements on individuals preserved in this way are 
likely to deviate slightly from measurements of live and crawling 
individuals, which is why statistical analyses with standard 
deviations were considered meaningless in connection with the 
data. Unrolling the thawed and curled up corpses yielded 
average lengths of males and females of 35.6 mm (range 34-41 
mm) and 36 mm (range 35-41 mm). Males were found to be 
slimmer, often softer and more frequently less opaque due to an 
empty digestive tube than the females. 
 
Biorhythmicity and responses to light 
There were always some individual C. hualienensis that were 
not at rest, but moving around on the aggregations that had 
formed on the walls of Sites I and II, even if exposed to bright 
midday sunshine. However, individuals migrating to or away 

from the aggregation sites were almost exclusively seen at 
night. Individuals hiding motionlessly under a stone or log 
during the day immediately became active as their shelters 
were taken away, while those that were on the move at night 
would sometimes stop or even deviate from the direction they 
were heading into when struck by the beam of some bright 
white torchlight. 

When 40 individuals collected during the day at 1430h were 
divided into two groups of 20 and at 1500h individuals of one 
were put into a rectangular transparent plastic terrarium 
measuring 13 cm×15 cm×20 cm that contained shelters for 
the millipedes, while those of the other group were put into 
an identical terrarium at the same time, but in a darkroom 
with temperature and humidity as in the first group, 
individuals of the first group immediately found and rested 
in the hiding places, not appearing again until 15 minutes 
after sunset. They were then dispersing and freely crawling 
around the terrarium until dawn. 

The animals that were placed into the darkroom, however, 
were active and moving around when briefly checked at 1600h 
and 1700h.  The next morning at 0900h some 5 or 6 were still 
out in the open and crawling around, while the remainder were 
resting. Over the next three days the darkroom group settled to 
a biorhythm that saw them resting for most of the day, but 
starting their activity earlier than group one, which waited until 
sunset and it was getting dark. When they were then 
illuminated during the night they speedily sought shelters and 
waited in them motionlessly until the light was switched off 
again. Ten minutes later they were then crawling around again 
in the open as before. 
 
Observations on interactions with other species of 
animals 
When live C. hualienensis male as well as female individuals 
were placed in mild soapy water, hundreds of tiny nematodes, 
no longer than maximally 0.75 mm long and 0.01 mm thick 
appeared. Almost certainly residing inside (and not on) the 
millipedes, the nematodes were identified as members of the 
Rhabditida group. Light (Figure 12) and scanning electron 
micrographs (Figure 13) were taken of individuals that were 
sent in 70% ethanol to Prof. T. Hariyama’s lab of Hamamatsu 
Medical University and then further processed by Dr. Takaku 
according to a method recently described (Takaku et al, 2013). 
Specimens were also sent to Dr. Lynn Carta of the USDA-ARS 
Nematology Laboratory in the U.S., who confirmed that the 
nematodes were rhabditids and on the basis of ribosomal DNA 
markers could be identified as two species, namely Oscheius cf. 
necromena and a member of the genus Fictor. Their presence 
suggests that infestations of this kind could be necromenic and 
either have been an additional cause for the mass migration or 
been a consequence of so many individuals occurring together 
at close proximity. When and how they could have colonized 
individuals of C. hualienensis and to what extent they affected 
their host’s behaviour is not known, but members of the 
Rhabditida are known from other arthropods and also occur in 
decaying matter, where they feed on bacteria and other 
microorganisms. 
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Figure 1 Area of mass outbreak (Seen from the west with freeway viaduct in the centre and mountains on the far side (to the east) of the road; 

the tunnel entrance is to the left) 

Figure 2 Masses of the polydesmid millipede C. hualienensis on their way to aggregation Site 1 

Figure 3 Clusters of C. hualienensis indiviuduals on the north-facing side of a wall, apparently making use of cracks and slight depres-

sions between the blocks of concrete 

Figure 4 Up to approximately 15 000 individuals/m2 were assembled at the aggregation sites 

Figure 5 Thousands more on the ground are forming many centimetre-thick layers of exhausted and dying individuals  

Figure 6 Paired individuals were a common sight during the aggregation phase  

Figure 7 Sometimes triplet individuals were seen amongst the clustered animals 
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Figure 8 Two-way traffic with individuals from the right (arriving) and left (departing) passing each other 

Figure 9   With winds predominantly from the west, dense aggregations began to form on the northern side and on top of the wall  

Figure 10   Cracks and depressions gave the millipedes some protection against the wind and rain (here the word ‘yoko’ in the wall fac-

ing east)  

Figure 11   Any hole or depression in the concrete serves the millipedes to hang on (here the word ‘ma’)  

Figure 12   Light micrograph of rhabditid nematode from C. hualienensis (taken by Y. Takaku)  

Figure 13   Scanning electron micrograph of rhabditid nematode from C. hualienensis (taken by Y.Takaku)  

Figure 14   Light micrograph of deutonymph of Histiostoma sp. from the body of migratory C. hualienensis (prepared by H. Schikora) 

Figure 15   During mild rain unidentified terrestrial snails were feeding on corpses of C. hualienensis. 
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On the outer surfaces of C. hualienensis numerous 
individuals of loosely attached tiny mites, no bigger than 
0.3.mm, were present (Figure 14). They were identified by Dr. 
M. Farfan of the University of Illinois at Chicago as 
deutonymphs most likely belonging to the genus Histiostoma 
and almost certainly phoretic rather than parasitic. As with the 
nematodes when and how the mites ‘boarded’ the millipedes 
and what effect, if any, they had on their host is still unknown. 

Macroscopically no animals other than some inactive, 
presumably hibernating snails were observed amongst the 
mass aggregations. Once a bright green approximately 5 mm 
long caterpillar was seen crawling on a cluster of C. 
hualienensis, but an attempt to capture it failed as it dropped 
and disappeared amongst multiple layers of dead millipedes on 
the ground. Nearby on the wall, but obviously not at all 
interested in the millipedes were occasionally some geckos 
(Gekko hokouensis Pope) and praying mantises. Under stones 
in close proximity with the millipedes were cockroaches 
(Opisthoplatia orientalis Burmeister) of both genders and at 
various stages in their life cycle. It was obvious, however, that 
cockroaches and sheltering millipedes avoided each other. 
No animal was ever seen to feed on this readily available prey, 
but millipedes drowned in the rain were approached by large 
terrestrial snails and partially consumed by them (Figure 15). 
 
DISCUSSION 

 
The polydesmid Chamberlinius hualienensis is not the only 
species of millipede in Japan involved in swarming and forming 
mass aggregations. Various subspecies of the polydesmid 
Parafontaria laminata in the mountainous regions of Honshu at 
altitudes of around 1 000 m have had numerous outbreaks, 
listed by year, place and dominant local flora by Niijima & 
Shinohara (1988). Apart from the nuisance that so many 
animals create by invading dwellings and because of their 
unpleasant odour, they can also disrupt road and rail traffic as 
was first reported for Japan by Esaki (1934) after Verhoeff 
(1900) had already described a similar occurrence for France, 
albeit not of a migrating polydesmid but a iulid species of 
millipede. Members of the Julidae, so prominent in European 
outbreaks, do not feature in Japanese millipede mass 
aggregations, but apart from the polydesmid taxa mentioned 
above one other polydesmid family, namely the 
Strongylosomatidae may contain species in Japan that 
sometimes swarm (Esaki, 1934). 

 
Possible reasons for swarming and mass aggregations 
Comparison between Parafontaria laminata and Chamberlinius 
hualienensis  

Clues as to why and when the two main migratory species 
groups in Japan swarm could possibly be gleaned from a 
comparison of  the biologies of P. laminata and C. hualienensis, 
in the local vernacular known as ‘kishayasude and 
‘yangbarutosakayasude’, respectively. According to Fujiyama et 
al (2012) the temperate and sub-Arctic P. laminata  has an 8-
year cycle with single age groups per year and moults occurring 
once every 12 months. The tropical C. hualienensis, however, 

develops much faster and its immature individuals moult 
monthly. While P. laminata with an optimal temperature range of 
10-20 ºC and able to survive subzero temperatures has a 
narrow food spectrum and occurs predominantly in the forests 
of hilly or mountainous areas, C. hualienensis dies below 0 °C, 
is most active between 20-30 °C, has a wide food spectrum and 
inhabits a range of habitats including forests and cultivated 
fields of both hilly and lowland areas. 

What the two taxa have in common in addition to their rather 
similar size and appearance are their dietary requirements of 
decaying plant matter and the number of eggs per cluster. 
However, while in their lifetime P. laminata females lay their 
300-600 eggs within one month, which then enter a period of 
dormancy, C. hualienensis females mate numerous times over 
a period of four months and lay their eggs not all at once. 
Moreover, neither their eggs nor any of their larval stages enter 
a dormancy period. Higa et al (1992) have counted 70 clusters 
of 300-600 eggs laid by 100 C. hualienensis pairs over a period 
of 4 months, but how many eggs one female lays over its 
lifetime is not known. In P. laminata adults and a small number 
of sub-adults make up the migratory swarms, which occur 
mostly in September and October and occasionally even earlier 
(Niijima & Shinohara 1988), but in C. hualienensis the 
swarming period lasts mostly from early October to early 
December and overwhelmingly consists of adult individuals 
(Fujiyama et al, 2012). 

 
Population pressure and lack of food  
The question as to what triggers the migrations, not only of 
polydesmids in Japan, but millipedes in general, has led to a 
number of suggestions that will be examined one by one. Lack 
of food and a population increase beyond sustainable levels 
have frequently been mentioned and given the often 
staggeringly large numbers of millipedes involved in the 
aggregations seems a reasonable suggestion and could 
perhaps be a contributing factor in some species and situations, 
e.g., the enormous initial population increases affecting non-
native, i.e., invasive species during the first few years after their 
arrival at a new location as witnessed by the Portuguese O. 
moreleti in Australia. The species C. hualienensis on 
Hachijojima island may still be in that initial unchecked 
population growth phase given that (a) natural predators like 
toads and some millipede-consuming birds are absent from the 
island and (b) millipedes generally excrete defensive cyanide 
derivatives, one of which in C. hualienensis has been identified 
as the toxic substance mandelonitrite (Noguchi et al, 1997).  

However, visual inspection of the areas in which the outbreak 
of C. hualienensis occurred showed an abundance of rotting 
and decaying plant matter providing ample food to millipede 
populations far greater than those seemingly occurring in the 
area. Although correlations between millipede mass outbreaks 
have been sought with dominant plant species of the areas in 
which outbreaks occurred (Niijima & Shinohara 1988; Kania & 
Tracz, 2005; Voigtländer, 2005), or soil types and habitat 
characteristics (Barlow, 1957; Helb, 1975; Tajovský, 1993; 
Voigtländer, 2011; Zimmermann, 2013) or co-inhabiting soil 
invertebrates (Niijima, 1998), such correlations did not turn out 
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very convincing and certainly do not apply to the euryoecious C. 
hualienensis and its mass outbreaks on Hachijojima island. 
Incidentally, a correlation between outbreaks and soil pH 
changes was rejected by Haacker (1968). 

It was suggested by Shintaro Yamashita (pers. comm..) that 
millipedes choose concrete roads and walls to crawl on, 
because they could obtain calcium from there. Although the 
cuticle of millipedes is indeed calcium-rich (Enghoff et al, 2014), 
it is unlikely that they gather together for the purpose of calcium 
uptake, for aggregations have also been reported from tree 
trunks and other surfaces that contain no or little calcium.  
Moreover, millipedes frequently move along the rails of railway 
tracks (Verhoeff, 1900; Esaki, 1934), which contain no calcium 
at all, but allow millipedes to move along unimpededly. 

A study of thermal preferences by Boccardo & Penteado 
(1995a) has led to the speculation that concrete and asphalt 
roads are preferred as migratory paths, because they retain 
heat. However, it is unlikely that this could be the main reason 
for the millipedes’ choice of their migratory route. However, 
once a route has become established, an olfactory trail may 
well guide additional individuals along. 

 
Reproduction and search for oviposition sites  
Reproduction and a search for suitable oviposition sites by 
females has frequently been suggested to explain swarming in 
millipedes, but it does not explain why non-reproductive sub-
adults, although in considerably smaller numbers, frequently 
participate in the mass migrations. Although a high proportion of 
C. hualienensis individuals were paired at the aggregation sites, 
pairing and copulations could also be observed at other times of 
the year and locations far away from the aggregation sites, 
which suggests that pairing may not be a cause of the mass 
migration, but the latter can provide individuals with an 
opportunity to mate, because of the proximity of so many 
individuals at one place at the same time. As with C. hualienensis, 
a skewed sex ratio favouring females has also been reported 
from many other migratory species of millipedes (Kania & Tracz, 
2005), but according to Stojałowska (1968, cited in Kania & Tracz, 
2005) the ratio between male and females can vary over a period 
of several months, adding support to the notion of male 
periodomorphosis (Fairhurst, 1969; Sahli, 1985). 

Given the fact that males as well as females of all migratory 
millipedes appear to have a tendency of climbing upward and 
ascending walls as well as trees, it does not make much sense 
if they were in search of suitable oviposition sites, for eggs are 
usually laid into the soil and other humid habitats (Perttunen, 
1953). Therefore, we may have to reject the idea that millipedes 
primarily swarm in order to mate and that the females then 
search for places to lay their eggs in. 
 
Weather conditions and climatic factors 
The suggestion that the migrations are related to a search for 
overwintering niches stems from the fact that some species like, 
for instance, Parafontaria laminata and C. hualienensis migrate 
in autumn, but in Europe with its more severe winters most of 
the mass migrations have been reported from late spring and 
early summer, i.e., many months before the advent of winter. In 

addition, as with the hypothesized search for oviposition sites, 
climbing upwards and exposing themselves to the elements 
can hardly be interpreted as an optimal strategy to find 
hibernation shelters or, for that matter, to avoid desiccation and 
enter a state of aestivation during the summer months.  

Given that mass migratory outbreaks are not involving all 
populations of a given species, but are restricted to some, it 
seems that local weather conditions disrupting the habitat and 
environment in a particular area may play a role. Temperature 
extremes and heavy rains, for example, have frequently been 
noticed to precede an outbreak in both European spring 
migrations and Japanese autumn migrations. In the case of the 
Hachijojima outbreak of the C. hualienensis a very heavy 
downpour with 104 mm of rain in one day occurred on 
November 6th and could possibly have washed down from the 
hills huge numbers of millipedes that after cessation of the rains 
needed to climb to where they had been dislodged from. 
However, even that cannot be the full explanation, because 
swarms wandering towards Site II (the concrete support pylon 
of the viaduct) followed the path of a road that was leading 
down and not upward. Fleeing excessively wet areas so as not 
to be drowned and trying to reach drier ground has been 
suggested and could well be one reason, but seeing at least 
some C. hualienensis individuals wandering into shallow 
puddles and getting drowned does not tally with that idea. 
Neither does the fact that at least some species search for 
humid areas to lay their eggs in (Perttunen, 1953). 

It has also sometimes been suggested that the weather 
during the previous year and in particular a mild winter and a 
warm spring before an outbreak year could have been influential 
in leading to the outbreak.  However, for the outbreak of C. 
hualienensis reported in this paper it is an unlikely explanation, 
since the weather records of the previous winter and spring did 
not exhibit any unusual features. Moreover, locals assert that C. 
hualienensis outbreaks appear to follow roughly a 4-year cycle. 
Other than the locals’ opinion, however, no hard evidence in 
support of a 4-year cycle of millipede outbreak on Hachijojima 
exist and in view of the monthly moults of immature individuals 
(Fujiyama et al, 2012) actually seems unlikely. 

Their extremely well developed clawed tarsi and obviously 
strong thigmotaxis allows many millipedes generally and C. 
hualienensis in particular to crawl upside down along rough 
surfaces even during strong wind. Strong wind, however, is 
likely to affect the place on the aggregation site where 
millipedes come to rest, but as the observations on C. 
hualienensis have shown, while the initially preferred walls were 
facing west and east at Site 1, the preferred side individuals 
chose at Site II at the same time was north. The only clear 
evidence of a preferred side emerged towards late November 
and early December when winds blew mostly from the west and 
the remaining aggregation clusters had moved to vertical 
surfaces of concrete walls all facing north, away from the light, 
but surprisingly also away from the midday warmth.  

 
Behavioural reactions in particular in relation to light and 
darkness  
All species of millipedes, with few exceptions, avoid bright light 
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and usually occur in dark areas under the bark of trees, in the 
soil, under stones, amongst leaf litter and rotting vegetation, but 
there is some evidence that mass aggregations occur 
preferentially on lighter surfaces. Since aggregations of 
millipedes were indeed frequently reported to occur on white or 
at least not very dark surfaces (Voigtländer, 2005) and the fact 
that some migrations involving O. sabulosus occurred in bright 
sunlight (Dziadosz, 1966; Fairhurst, 1970; Verhoeff, 1900), has 
led some researchers to conclude that during their migrations 
millipedes became positively phototactic. However, 
contradictory observations, namely that migrating millipedes, 
including O. sabulosus, sought shelter during the day from the 
light and became active only at night also exist (Demange, 
1960).  One question we therefore have to examine is whether 
millipedes can see at all. 

Iulid and spirobolid species, as has been known for over a 
hundred years, (Graber, 1880; Grenacher, 1880) as well as 
spirostreptids (Blanke & Wesener, 2014), glomerids (Bedini, 
1970) and penicillate millipedes (Müller et al, 2007) possess 
eyes and undoubtedly can perceive differences in light intensity 
and perhaps even crude shapes (Nilsson & Kelber, 2007). An 
endogenous activity rhythm was reported in Gymnostreptus 
olivaceus (Schubart), but light as an exogenous synchronizer of 
the millipede’s nocturnal activity seemed insufficient to block the 
start of the biological clock (Boccardo & Penteado, 1995b). 
Observations on C. hualienesis gave a different result in that 
light clearly inhibited the animals (this paper); yet, polydesmids 
are all eyeless, in fact they are often called “blind” (e.g., 
Mesibov, 2014). Although that is clearly wrong, as already v. 
Rath (1890) has shown in Polydesmus complanatus (Latzel) 
and observations on C. hualienensis (this paper) have 
confirmed, the question arises how an eyeless polydesmid can 
detect light and use it as an exogenous synchronizer of its 
activities.  

The fact that individuals active at night almost immediately 
became immobile and sought shelters when light was shone on 
them and the fact that individuals continued to crawl around 
during the day when placed into a totally dark room 
demonstrates that eyeless polydesmids are not blind. Most 
likely intracerebral photoreceptors are responsible for the 
observed dark/light reactions, but candidates for receptors of 
this kind amongst Myriapoda have to date only been reported 
from the chilopod Lithobius forficatus L. by Jamault-Navarro 
(1992), various species of glomerids by Juberthie-Jupeau (1967) 
and the iulid millipede Cylindroiulus truncorum by Heithier & 
Melzer (2005). Polydesmid species have apparently not yet 
been studied with regard to intracerebral photoreceptors, but 
are expected to have them too, since these internal 
photoreceptive structures are also present in crustaceans 
(Bobkova et al, 2003), insects (Hariyama, 2000) and 
chelicerates (Spreitzer & Melzer, 2003) and, thus, seem an 
arthropod-wide trait. 

Female C. hualienensis outnumbered males by on average 
1.24: 1.0 when data were pooled. Under very wet conditions at 
night, however, females reached an even higher proportion. 
Since females individuals appear to be stronger than males and 
are also slightly larger, they are likely to be able to cope with 

adverse weather conditions better than males. Given the long 
march that presumably both males and females have behind 
them when they arrive at the aggregation sites, some weaker 
males may have perished on the way and this could explain the 
preponderance of females. 

 
Commensals and parasites  
The large numbers of internal nematodes that were collected 
from males and females of C. hualienensis presumably resided 
in the posterior intestine as is the case in other diplopodes (e.g., 
Travassos & Kloss, 1961) or in the haemolymph as with spiders 
(Lewbart, 2006). The worms most likely belonged to the 
Diplogastridae (Fictor sp.) and Rhabditidae (Oscheius cf. 
necromena) line of the Rhabditida. Nematodes are frequent 
associates as commensals or parasites of arthropods (Kaya & 
Gaugler, 1993) and have been reported from numerous species 
of temperate (e.g., Bowie, 1985), tropical (Malysheva & Van Luc, 
2012; Malysheva & Spiridonov, 2013) and even desert 
millipedes (Upton et al, 1983). Some rhabditids like, for 
example, panagrolaimid nematodes in spiders are considered 
to be fatal to the infected individuals (Lewbart, 2006).  In bark 
beetles of the family Ipidae it was shown by Yatsenkowsky 
(1924), cited in Grucmanova & Holusa (2013) that the worms 
can cause sterility, but an effect, if any, that these worms may 
have on the health and/or behaviour of C. hualienensis 
millipedes has yet to be demonstrated. It has, however, been 
reported by Schulte (1989) that the nematode Rhabditis 
necromena (=Oscheius necromena) negatively affects the 
invasive millipede Ommatoiulus moreleti in Australia and Kania 
& Tracz (2005) have reported 90% and 100% lethality of the 
millipede O. sabulosus when infected with nematodes of the 
species Heterorhabditis bacteriophora and Steinernema 
carpocapsae, respectively.  

Equally unknown is the effect another species associated 
with C. hualienensis might have, namely the deutonymphs of a 
mite representing a species of the genus Histiostoma. Phoretic 
mites, collectively known as myriapodophile Acari (Rosenberg, 
2009, p357) have been reported from various species of 
millipedes before (Farfan & Klompen, 2012), including 
polydesmids, but not from C. hualienensis. The question arises 
as to whether the nematodes and mites were introduced 
together with C. hualienensis from Taiwan to Japan or were 
acquired locally. If the latter is the case, one has to ask if all the 
millipedes at a time when their swarming phase commenced 
were already infected by nematodes and mites or whether the 
close proximity and bodily contacts between individuals in the 
aggregation clusters caused nematode and mite infestations to 
spread. A necromenic lifestyle in which an organism ascends a 
carrier and completes its development on the carrier’s cadavers 
is a possible scenario and known from some Histiostomatidae 
(Wirth, 2009). 

Parasites or commensals other than those mentioned above 
were not encountered, although millipedes generally possess a 
propensity towards internal microorganisms (Hopkin & Read, 
1992) and certain microorganisms like bacteria and yeasts 
actually assist the millipedes in the task of digesting cellulose 
and also themselves serve as food (Byzov, 2006). However, in 
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another invasive species (the Portuguese Ommatoiulus 
moreleti), the native Australian  nematode Rhabditis necromena 
Sudhaus and Schulte has been shown to be lethal to the 
invader because it introduces bacteria to which the millipede is 
not immune (Schulte, 1989). In Portugal itself, nematomorph 
worms of the genus Gordius are known to alter the behaviour of 
their hosts and were shown by Baker (1985) and Sahli (1986) 
to castrate males and to inhibit maturation of eggs in female O. 
moreleti individuals.   

Since parasites can cause behavioural changes in their hosts 
we can not totally rule out the possibility that parasite 
infestations are a factor in millipede outbreaks. According to 
Dobson (1988) it is in the interest of the parasite to have a high 
density of host individuals and therefore manipulations by 
parasites are greatest under conditions of low host 
population densities and smallest at high host population 
densities. Moreover, it is known that some parasites that 
cause infections often alter a natural negative phototaxis 
“such that infected individuals become indifferent or 
attracted to light, whereas uninfected ones are strongly 
repulsed by it” (Cézally et al, 2014).  

 
Reasons and means to control millipede outbreaks 
Often described as beneficial on account of their habits to 
recycle dead and decaying plant matter (Schmidt, 1952; 
Anonymous, 2010), millipedes can also damage healthy plants  
and crops (Hopkin & Read, 1992). More importantly they can 
contain various vectors of plant and animal diseases. For 
example, in the migratory European species O. sabulosus 
Kania & Klapeć (2012) found Citrobacter species, known to 
cause a wide spectrum of infections in humans and being 
associated with neonatal meningitis and brain abscesses. Other 
pathogenic bacteria from millipedes were Pantoea agglomerans 
that “can cause infections in children that involve the 
bloodstream”, Enterobacter that are “associated with wound, 
intra-abdominal, respiratory, urinary and blood stream infections 
representing an increasingly important nosocomial pathogen” 
and Raoultella planticola as well as Salmonella arizonae, two 
further species impacting on human health negatively (Kania & 
Klapeć, 2012).  It is therefore important to understand the 
causes of the outbreaks of millipede mass migrations and to 
learn how such outbreaks can be controlled. However, what do 
we know so far? 

Millipedes, because of their defensive secretions of 
benzaldehyde and hydrogen cyanide derivatives, are preyed 
upon by only very few insect species (e.g., assassin bugs of the 
subfamily Ectrichodiinae and some firefly larvae: Ohba, 1997) 
and hardly any mammals, birds, reptiles, and amphibians; 
control by vertebrate animals is thus not an option. Therefore, a 
variety of methods (reviewed by, to name but a few, Hopkin & 
Read, 1992; Kania & Tracz, 2005; Zimmermann, 2013) and 
categorizable as chemical (e.g., pesticides and poisons), 
physical (e.g., mechanical barriers, traps, glue-strips and other 
obstacles) and biological (e.g., parasitoids, parasites and 
pathogens) have been tried with variable rates of success. 
Pyrethroid insecticides have been effective, but since these 
chemicals are toxic not only for millipedes, but also for most 

other animals, including beneficial species like honeybees, 
biological control methods have been looked into as 
alternatives (Kania & Tracz, 2005). Baker (1985) and Sahli 
(1986) recommended the nematomorph worm Gordius sp. and 
Baker (1985), additionally, listed the parasitoid fly Egina sp. as 
agents in the control of the invasive species O. moreleti in 
Australia. Promising results were also obtained with the native 
Australian nematode Rhabditis necromena (Schulte, 1989), 
which carries bacteria to which O. moreleti is not resistant.  
Kania & Tracz (2005) reported 90% and 100% lethality of the 
millipede O. sabulosus when infected with the nematodes of the 
species Heterorhabditis bacteriophora and Steinernema 
carpocapsae, respectively. 

 
CONCLUSION 
While the search for biological control agents seems to result in 
promising advances, the search for common causes of mass 
migrations and aggregations in millipedes as well as an answer 
to the question how these animals orientate and locate their 
aggregation sites has so far been less successful. For some 
species in which outbreaks occur at regular intervals related to 
the species’ life cycle, predictions of outbreak years and 
seasons are possible and alien, invasive species like O. 
moreleti in Australia and C. hualienensis on the island of 
Hachijojima, may exhibit population explosions in their new 
environment for some years following their arrival until a more 
balanced situation develops.  

Amongst insects numerous species are known, which 
possess sedentary and migratory morphs that may or may not 
alternate on a regular basis; the dominance or the prediction 
of one or the other morph’s occurrence is therefore often not 
at all possible (Roff & Fairbairn, 2007). What has come under 
scrutiny recently, however, is the genetic background for this 
form of polymorphism (Yang et al, 2014). It is thus at least 
thinkable that also in millipedes we could have two perhaps 
morphologically hard to distinguish but genetically non-
identical morphs, one prone to migrate and the other to 
remain sedentary. It would certainly seem worthwhile to 
examine whether  those specimens of C. hualienensis that 
migrate and those that stay behind differ in their gene 
expression profiles. 

There is, however, as this review has shown, not a single 
suggestion amongst those that have been made to explain the 
cause or causes of an outbreak and mass migration in the past, 
which does not have its counter argument. Echoing Morse 
(1903) more than a hundred years ago, who concluded that 
each migration seemed to have its own cause, we are left with 
the possibility that mass migrations and aggregations in 
millipedes do not have a common cause at all, but represent 
phenomena that in some locations occur on a seasonal basis 
and in others not and that are identical in their outcomes of 
bringing together masses of conspecifics, but which have 
evolved for different purposes in different millipede taxa and 
therefore need to be examined not in their entirety (unless the 
emphasis is on a bio-mathematical treatment or has a 
modelling perspective, e.g., David, 2012), but on a case-to-case 
basis. 
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ABSTRACT 

 
Interleukin 1β (IL-1β), the first interleukin to be 
characterized, plays a key role in regulating the 
immune response. In this study, we determined the 
cDNA and genomic DNA sequences of the IL-1β 
gene from the large yellow croaker, Larimichthys 
crocea. Phylogenetic analysis indicated that the IL-
1β (LcIL-1β) gene was most closely related to that of 
European seabass (Dicentrarchus labrax), sharing 
67.8% amino acid identity. In healthy large yellow 
croaker, LcIL-1β transcription was detected in all 
tested tissues, with the highest level found in the 
head kidney. Upon Vibrio alginolyticus infection, 
LcIL-1β transcription in all tested tissues was 
significantly upregulated. Intraperitoneal injection of 
recombinant LcIL-1β (rLcIL-1β) improved the 
survival rate and reduced the tissue bacterial load 
after V. alginolyticus infection. In addition, rLcIL-1β 
induced monocytes/macrophages (MO/MΦ) 
chemotaxis and increased phagocytosis and 
bactericidal activity in vitro. These results suggest 
that LcIL-1β plays an important role in the large 
yellow croaker immune response against V. 
alginolyticus. 

Keywords: Interleukin 1β; Large yellow croaker; 
Survival rate; Vibrio alginolyticus; Monocytes/ 
macrophages 

 
INTRODUCTION 
 
Large yellow croaker (Larimichthys crocea) is one of the most 
abundant species in the Northwest Pacific basin, and is also an 
economically important aquaculture fish species in China. In 
recent years, farmed production of large yellow croaker has 
become intensive. However, the farming industry is now 

threatened with infectious disease outbreaks, with Vibrio 
alginolyticus regarded as the major bacterial pathogen (Chen et 
al, 2003; Li et al, 2009). Antibiotics have been used extensively 
for controlling large yellow croaker diseases, but drug residues 
in aquatic products and environments have become an 
increasing threat to human health (Mu et al, 2013). Thus, 
controlling diseases by understanding immune response 
modulation in fish species is critical. 1 

The cytokine interleukin-1β (IL-1β) exerts a plethora of 
systemic and localized biological effects, and is central to the 
initiation and regulation of immune and inflammatory responses 
in animals (Hong et al, 2003). Many economically important 
teleost IL-1β sequences have been studied previously (Fujiki et 
al, 2000; Lu et al, 2013; Scapigliati et al, 2001; Zou et al, 1999). 
Some reports have shown that teleost IL-1β is tightly associated 
with the defense reaction of the host to pathogen infection. For 
example, IL-1β gene expression increased significantly in ayu 
(Plecoglossus altivelis) upon Vibrio anguillarum infection (Lu et 
al, 2013). Recombinant rainbow trout (Oncorhynchus mykiss) 
IL-1β enhanced their resistance to Aeromonas salmonicida, 
and increased the migration and phagocytic activity of its head 
kidney-derived leucocytes in vitro (Hong et al, 2003). An IL-1β 
derived peptide, P3, which corresponds to fragment 197-206 
(YRRNTGVDIS) of the rainbow trout sequence, enhanced the 
phagocytic and bactericidal activity of rainbow trout head kidney 
leucocytes (Peddie et al, 2002). Recombinant European 
seabass (Dicentrarchus labrax) IL-1β stimulated the 
proliferation of thymocytes (Scapigliati et al, 2001). However, 
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the function of IL-1β in large yellow croaker remains unclear. 
In the present study, we determined the cDNA and genomic 

DNA sequences of the IL-1β gene (LcIL-1β) from the large 
yellow croaker. LcIL-1β transcription was investigated in healthy 
fish and in V. alginolyticus-infected fish. The effect of 
intraperitoneal (i.p.) administration of recombinant LcIL-1β 
(rLcIL-1β) on the survival rate and tissue bacterial load in large 
yellow croaker following V. alginolyticus infection was 
investigated. We also studied the effect of rLcIL-1β on 
monocytes/macrophages (MO/MΦ) chemotaxis, phagocytosis 
and bactericidal activity in vitro. 

 
MATERIALS AND METHODS 

 
Fish 
Healthy large yellow croaker (15.5±1.3 cm in length, weighing 
76.2±5.8 g) were obtained from the Ningbo Hai-Wan Marine 
Breeding Center, Xiangshan county, Ningbo city, China. Fish 
without any pathological signs were kept in tanks maintained at 
25-27 °C with regular feeding for at least one week prior to 
experimental use. All experiments were performed according to 
the Experimental Animal Management Law of China and 
approved by the Animal Ethics Committee of Ningbo University. 
 
Bacterial challenge 
The V. alginolyticus challenge was performed as reported 
previously (Li et al, 2014). Briefly, overnight cultured V. 
alginolyticus isolate ATCC 17749 was diluted 1:100 in fresh 
Tryptic Soy Broth Medium (TSB) and cultured at 28 °C. Cells 
were harvested in the logarithmic phase of growth, and diluted 
to the appropriate concentration in PBS. Four groups of fish 

were infected by i.p. injection of V. alginolyticus (6.5×104 CFU/g 
in 200 μL PBS), with PBS used in the control group. Each 
group contained at least three fish. The liver, spleen, heart, 
head kidney, trunk kidney, brain, intestine and gill were 
collected at 4, 8, 12, and 24 hours post injection (hpi), frozen in 
liquid nitrogen and stored at -80 °C until RNA extraction. 
 
Determination of cDNA and genomic DNA sequences of 
LcIL-1β 
The cDNA sequence of LcIL-1β was obtained from transcriptome 
analysis of large yellow croaker, and the correct sequence was 
confirmed using PCR amplification combined with sequencing 
on an ABI 3730 automated sequencer (Invitrogen, Shanghai, 
China). Genomic DNA of large yellow croaker was isolated from 
liver tissue using a DNA Extraction Kit (TaKaRa, Dalian, China). 
Primers gLcIL-1βF: 5'- ATGGAATCTGAGATGAAATGC -3' and 
gLcIL-1βR: 5'- TCAGGCCTGACCCTCAGT -3' were designed 
to amplify the genomic sequence. The PCR product was cloned 
and sequenced. The BLAST program (http://blast.ncbi.nlm.nih. 
gov/Blast.cgi) was used for sequence similarity searching. 
Protein analysis was performed using online software on the 
ExPASy Server (http://www.expasy.org/tools/). The ClustalW 
program (http://clustalw.ddbj.nig.ac.jp/) was used for multiple 
sequence alignment. MEGA version 5 was used for 
phylogenetic tree analysis (Tamura et al, 2011). Accession 
numbers of sequences used are provided in Table 1. 
 
Real-time quantitative PCR (qPCR) analysis of LcIL-1β 
mRNA expression 
QPCR was carried out as described previously (Chen et al, 
2014; Lu et al, 2013). Briefly, total RNA was extracted from the 

Table 1 IL-1β sequences used for multiple sequence alignment and phylogenetic tree analysis 

Species 
GenBank accession no. 

Latin name English name 
Gene 

NM_001280090 Takifugu rubripes Tiger pufferfish IL-1β 

AB720983 Paralichthys olivaceus Japanese flounder IL-1β 

AY257219 Pagrus major Red sea bream  IL-1β 

HF543937 Plecoglossus altivelis Ayu  IL-1β 

AJ535730 Gadus morhua Atlantic cod IL-1β 

AJ245925 Oncorhynchus mykiss Rainbow trout IL-1β 

AY617117 Salmo salar Atlantic salmon  IL-1β 

AJ550166 Melanogrammus aeglefinus Haddock IL-1β 

AJ277166 Sparus aurata Gilthead sea bream IL-1β 

AJ311925 Dicentrarchus labrax European seabass IL-1β 

EF513753 Lateolabrax japonicus Japanese seabass IL-1β 

AJ295836 Scophthalmus maximus  Turbot IL-1β 

EF582837 Epinephelus coioides  Orange-spotted grouper IL-1β 

FJ816103 Cynoglossus semilaevis Half smooth tongue sole IL-1β 

AJ574910 Tetraodon nigroviridis Spotted green pufferfish IL-1β 

FM210810 Danio rerio  Zebrafish  IL-1β 

BT007213 Homo sapiens Human  IL-1β 
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large yellow croaker liver, spleen, heart, head kidney, trunk 
kidney, brain, intestine and gill using the RNeasy® Mini Kit 
(Qiagen, Maryland, USA). First-strand cDNA was synthesized 
using AMV Reverse Transcriptase (TaKaRa). Primers LcIL-1βF: 
5'- TGGGAATGTGCCTGGAGAAC -3' and LcIL-1βR: 5'- 
CTTCCGTCTTAAGAGGATCA -3' were designed to amplify a 
100-base pair (bp) fragment of the LcIL-1β cDNA. As an 
internal control, primers Lcβ-actinF: 5'-GATGTGGATCAGCA 
AGCAGG-3' and Lcβ-actinR: 5'-GAGCTGAAGTTGTTGGGT 
GT-3' were designed to amplify a 120-bp fragment of β-actin 
cDNA (EU443733). QPCR was performed using SYBR premix 
Ex Taq (Perfect Real Time) (TaKaRa). The reaction mixture 
was incubated for 5 min at 95 °C, followed by 35 amplification 
cycles of 30 s at 95 °C, 30 s at 60 °C and 30 s at 72 °C in an 
RT-Cycler™ Realtime Fluorescence Quantitative PCR 
thermocycler (CapitalBio, Beijing, China). The LcIL-1β transcript 
was normalized relative to β-actin. Amplifications were 
performed in triplicate for each sample. The relative mRNA 
expression of LcIL-1β was calculated by the comparative Ct 
method (2-ΔΔCt method).  
 
Prokaryotic expression, purification and refolding of 
rLcIL-1β 
The ORF sequence of the LcIL-1β gene was amplified from a 
liver cDNA template with the following primers: LcIL-1βpF: 5'-
CCATATGGAATCTGAGATGAAATGC-3' and LcIL-1βpR: 5'-
GGGATCCTCAGGCCTGACCCTCAGT-3' (underlined bases 
are Nde I and BamH I sites, respectively). After restriction 
enzyme digestion, the amplicon was orientedly inserted into the 
pET28a vector. The recombinant pET28a-LcIL-1β plasmid was 
then transformed into Escherichia coli BL21(DE3) pLysS, and 
its expression was induced with IPTG. The purification and 
refolding of rLcIL-1β were carried out as described previously 
(Zhang et al, 2011), with some modifications. Briefly, a His 
TrapTM FF Crude chelating column (GE Healthcare, Shanghai, 
China) and 120-mL XK 16/100 column packed with Superdex 
75 gel media (GE Healthcare) were used to purify and refold 
the recombinant protein. The eluted fraction containing refolded 
rLcIL-1β was then desalted on a Bio-Gel P-6 column (Bio-Rad, 
Shanghai, China). The size and purity of the peak fractions 
were monitored by 12% SDS-PAGE followed by Coomassie 
brilliant blue staining. The purified protein was lyophilized for 
further study. 
 
Survival rate and bacterial load assays 
Four groups of 20 fish were used in the survival rate assay. 
Thirty minutes after the large yellow croakers were 
intraperitoneally infected with 6.5×104 CFU/g V. alginolyticus, 
refolded rLcIL-1β in 200 μL PBS (0, 0.001, 0.01 or 0.1 µg/g 
body weight) were i.p. injected into the fish. The dose was in 
line with previous research on rainbow trout (Hong et al, 2003). 
Morbidity was monitored for nine days, and dead fish were 
collected daily. The same concentrations of refolded rLcIL-1β 
were i.p. injected into healthy fish and no impairment was found. 
Death was considered to be caused by the injected isolate only 
if the same isolate could be re-isolated as single colonies in 
pure culture from the head and liver of the moribund or dead 

fish. The Log-rank test was used to analyze survival rate.  
Bacterial load was measured as colony-forming units per mg 

tissue as per prior study (Li et al, 2014). At 72 h post 
administration of rLcIL-1β, four groups of six fish were sacrificed, 
and the tissue samples (liver, spleen, kidney and blood) were 
collected. The samples from each fish were weighed and 
homogenized in 1 mL of sterile PBS (pH 7.2). Homogenates 
and blood were serially diluted in sterile PBS and then plated 
onto Thiosulfate Citrate Bile Salt (TCBS) agar plates for 12 h at 
28 °C. Results were normalized as colonies/weight tissue (0.1 g) 
or colonies/blood volume (0.1 mL).  
 
Primary culture of large yellow croaker head kidney-
derived MO/MΦ 
Large yellow croaker MO/MΦ were isolated as perviously 
described (Lu et al, 2013). Briefly, head kidney leucocyte-
enriched fractions were obtained using a Ficoll density gradient 
(Invitrogen, Shanghai, China). Non-adherent cells were washed 
off and the attached cells were incubated with RPMI 1640 
medium containing 10% FCS and 1% P/S throughout the 
experiment after overnight incubation at 24 °C. Over 95% of 
adherent cells were MO/MΦ according to morphological 
characteristics observed after Giemsa staining. 
 
MO/MΦ chemotaxis, phagocytosis and bactericidal 
activity assays 
The chemotaxis assay was carried out in a Chemotaxicell 
(Corning, Shanghai, China) following a modified Boyden 
chamber method (Zhang et al, 2011). Briefly, wells in the lower 
compartment were loaded with five concentrations (0.001, 0.01, 
0.1, 1 and 10 μg/mL) of refolded rLcIL-1β, denatured rLcIL-1β 
and BSA dissolved in RPMI 1640. A polyvinylpyrrolidone (PVP)-
free polycarbonate membrane with a pore size of 5 μm was 
placed in the lower compartment. Large yellow croaker MO/MΦ 
were added to the upper compartment. The chamber was 
sealed and incubated at 24 °C for 4 h. Cells that completely 
migrated to the lower compartment were counted in five 
random fields using a light microscope at 400 magnification. 
Each test was run in triplicate. The chemotactic index was 
calculated from the number of cells that migrated to the test 
samples divided by the number of cells that migrated to the 
medium only. 

The phagocytosis assay was carried out following a modified 
method (Chen et al, 2014). Briefly, E. coli strain DH5 cells 
were labeled with FITC (FITC-DH5). Large yellow croaker 
MO/MΦ were incubated with PBS, 0.001, 0.01 and 0.1 μg/mL 
rLcIL-1β for 4 h and subsequently incubated with FITC-DH5 at 
24 °C for 0.5 h. The uptake of bacteria into cells was captured 
by a microscope and quantified by measuring fluorescence 
intensity using ImageJ software (http://rsb.info.nih.gov/ij/). 

The bactericidal assay was carried out following a modified 
method (Chen et al, 2014). Briefly, large yellow croaker MO/MΦ 
were incubated with PBS, 0.001, 0.01 and 0.1 μg/mL rLcIL-1β 
at 24 °C for 24 h, and the cells were then washed twice to 
remove all traces of P/S. The cells were incubated with V. 
alginolyticus at an MOI of 20 for 0.5 h and subsequently 
washed in PBS to remove extracellular bacteria. The uptake 
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group cells were lysed with 0.05% Triton X-100 and the killing 
group wells were incubated for 2 h and then lysed with 0.05% 
Triton X-100. The cell lysates were plated on TCBS plates, and 
bacterial counts were enumerated after 12 h. Bacterial survival 
was determined by dividing the number of colonies in the killing 
group by those in the uptake group. 

 
Statistical analysis 
All data are described as means±SEM. Statistical analysis of 
the results was conducted by one-way ANOVA with SPSS 
version 13.0 (SPSS Inc, Chicago, USA), and P<0.05 was 
considered statistically significant. 
 
RESULTS 

 
Sequence comparison and phylogenetic analysis of the 
LcIL-1β gene  
The LcIL-1β cDNA was deposited in GenBank under accession 
number KJ459927. The sequence consisted of 1274 
nucleotides (nt), with a 768-nt ORF that encoded a 255-amino 
acid (aa) protein with an estimated molecular weight (MW) of 
2.86×104 and a theoretical isoelectric point (pI) of 5.6. LcIL-1β 
contained two conserved cysteine residues (Cys162 and Cys232), 
which were identified by Husain et al (2012). The IL-1 family 
signature motif [FCL]-X-S-[ASLV]-X2-[PSR]-X2-[FYLIV]-[LIV]-
[SCAT]-T-X7-[LIVMK] was reasonably well conserved in the fish 
IL-1β, and was identified as L209VSVPYNNWYISTAKENNK 
PL229 in LcIL-1β (Figure 1). The cleavage site of IL-1β 
converting enzyme (ICE) (also known as Caspase-1), which is 
highly conserved in mammalian IL-1β, has not been found in 
fish IL-1β (Buonocore et al, 2005). Sequence comparisons 
showed that LcIL-1β shared the highest amino acid identity 
(67.8%) with that of European seabass. Large yellow croaker 
IL-1β was most closely related to that of European seabass, 
gilthead sea bream and red sea bream (Figure 2). 

The genomic DNA sequence of LcIL-1β was amplified, 
sequenced and deposited in GenBank under accession number 
KP057877. The exons and introns of the LcIL-1β gene were 
identified by comparison with the cDNA sequence. The 
genomic DNA sequence of LcIL-1β was comprised of three 
introns and four exons that spanned approximately 1.8 kb, 
which is the same gene structure as European seabass, 
Atlantic halibut and spotted green pufferfish. 

 
Alteration of LcIL-1β mRNA expression upon V. 
alginolyticus infection 
The LcIL-1β transcript exhibited constitutive expression in all 
tested tissues of healthy large yellow croaker, including the liver, 
spleen, heart, head kidney, trunk kidney, brain, intestine and gill. 
The highest LcIL-1β transcription level was in the head kidney, 
followed by the gill (Figure 3A). When fish were infected with V. 
alginolyticus, LcIL-1β transcription significantly increased in 
almost all tested tissues at 4 or 8 hpi compared with that of the 
control group (Figures 3B-I). The most significant LcIL-1β 
transcription upregulation was observed in the head kidney 
(14.1-fold) at 12 hpi, followed by the gill (12.3-fold) at 24 hpi 
(Figure 3). 

Prokaryotic expression, purification and refolding of 
rLcIL-1β 
After IPTG induction, a protein band of expected MW 
(approximately 3.10×104: including intact LcIL-1β and an N-
terminal histidine-tag) was observed by SDS-PAGE (Figure 4A). 
The purifying (Figure 4B) and refolding (Figure 4C) peaks were 
analyzed by SDS-PAGE (Figure 4D). 

 
Effect of rLcIL-1β on survival rate of V. alginolyticus-
infected fish 
Under pathogen challenge, the 0.01 μg/g rLcIL-1β-treated 
group showed the highest survival rate out of all treatment 
groups. The survival rate of rLcIL-1β-treated fish was 30% in 
the group given 0.01 μg/g rLcIL-1β. However, at 0.1 μg/g rLcIL-
1β, the survival rate appeared to be marginally inhibited. This 
mirrors the pattern previously described in rainbow trout in vitro, 
where IL-1 receptor saturation and/or receptor sensitization 
were suggested as possible mechanisms for post-optimal 
inhibition (Hong et al, 2003; Peddie et al, 2001). The 0.001 μg/g 
rLcIL-1β-treated group showed no significant increase in 
survival rate compared with the PBS-treated group, in which all 
fish were dead by day 6 (Figure 5). 

 
Effect of rLcIL-1β on bacterial load in V. alginolyticus-
infected fish 
The plate count method was employed to assay bacterial load 
(Li et al, 2014). Vibrio alginolyticus was undetectable in the liver, 
spleen, kidney and blood of healthy fish. The number of CFU 
per 0.1 g of tissue or per 0.1 mL of blood in V. alginolyticus-
infected fish is shown in Figure 6. Compared with the PBS-
treated group, the 0.01 and 0.1 μg/g rLcIL-1β-treated groups 
both showed significant reductions in bacterial load in the liver, 
spleen, kidney and blood, while the 0.001 μg/g rLcIL-1β-treated 
group showed only a small amount of variation (Figure 6). The 
0.01 μg/g rLcIL-1β-treated group achieved the best capacity for 
bacterial clearance in tissues. The bacterial loads in the liver, 
spleen, kidney and blood from the 0.01μg/g rLcIL-1β-treated 
group were 47±7, 17±2 and 126±23 CFU/0.1 g and 214±49 
CFU/0.1 mL, respectively. For the control, the bacterial loads in 
the liver, spleen, kidney and blood from the PBS-treated group 
were 457±104, 1 202±198 and 1 862±289 CFU/0.1 g and 4 898 
±691 CFU/0.1 mL, respectively. 

 
Effect of rLcIL-1β on MO/MΦ chemotaxis, phagocytosis 
and bactericidal activity 
The refolded rLcIL-1β showed a dose-dependent chemotaxis 
activity to attract large yellow croaker MO/MΦ. The chemotactic 
index increased with increasing concentrations of refolded 
rLcIL-1β, showing a chemotactic index peak and reaching a 
maximum of 2.1 at 0.01 μg/mL (Figure 7A). In contrast, the 
denatured rLcIL-1β and BSA did not show evident chemotaxis 
activity. The phagocytosis ability of large yellow croaker MO/MΦ 
was significantly enhanced to approximately 1.6-fold after 
treatment with 0.01 μg/mL rLcIL-1β relative to that of treatment 
with PBS (Figure 7B). Moreover, a 0.001 or 0.1 μg/mL dose 
of rLcIL-1β also increased phagocytosis ability. Bacterial 
survival was determined by the CFU counting method to 
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assess the bacterial killing of large yellow croaker MO/MΦ 
(Figure 7C). Incubation with rLcIL-1β at 0.01 μg/mL significantly 
decreased bacterial survival to approximately 61% of 
treatment with PBS. 
 
DISCUSSION 

 
IL-1β, which is the first characterized interleukin, plays a key 
role in regulating the fish immune response. In the present 

study, we determined the cDNA and genomic DNA sequences 
of an IL-1β gene from large yellow croaker. LcIL-1β had typical 
sequence characteristics of the animal IL-1 family (Angosto et 
al, 2013). Sequence comparisons and phylogenetic tree 
analysis both confirmed LcIL-1β to be a distinct member of the 
fish IL-1β family (Husain et al, 2012). In mammals, ICE 
specifically cleaves IL-1β after residue Asp (Asp116 in humans 
and Asp117 in mice, respectively), yielding a C-terminal secreted 
active form (Reis et al, 2012). However, this ICE cleavage site  

 

Figure 1 Multiple alignment of the LcIL-1β amino acid sequence with that of other related animal IL-1β sequences 

Similar residues are marked with gray shading and identical residues with black shading. The ICE site in humans is indicated with an arrow. Two conserved 

cysteine residues are marked by “▼”, and the IL-1 family signature is lined above the alignment. Accession numbers of sequences are provided in Table 1. 
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Figure 2 Phylogenetic tree analysis of IL-1β amino acid se-

quences of large yellow croaker and some related fish using the 

neighbor-joining method 

The values at the forks indicate the percentage of trees in which this grouping 

occurred after bootstrapping the data (1 000 replicates; shown only when 

>60%). Scale bar shows number of substitutions per base. Accession 

numbers of sequences are provided in Table 1. 

is not found in any known fish IL-1β, suggesting that fish Il-1β is 
possibly activated by another mechanism. 

In teleosts, the tissue expression profile of IL-1β in healthy 
fish varies greatly in different species. For example, in half 
smooth tongue sole (Cynoglossus semilaevis) and ayu, high 
expression of IL-1β was observed in the head kidney, spleen 
and gill (Yu et al, 2012; Lu et al, 2013), but was not detected at 
all in haddock (Melanogrammus aeglefinus) (Corripio-Miyar et 
al, 2007). In this study, strong expression of LcIL-1β was 
observed in the head kidney and gill, similar to that reported in 
half smooth tongue sole and ayu. Previous studies have also 
revealed that IL-1β mRNA expression can be dramatically 
induced in fish upon bacterial infection (Cai et al, 2004; Lu et al, 
2013). For example, Yersinia ruckeri infection significantly 
increased (thousand-fold) IL-1β transcription in the spleen of 
rainbow trout (Wang et al, 2009). The present study showed 
that V. alginolyticus infection induced the mRNA expression of 
LcIL-1β in all tested tissues of large yellow croaker, consistent 
with previous reports. This suggests that LcIL-1β was involved 
in the acute inflammatory response of these fish. 

Recently, recombinant IL-1β (rIL-1β) was proven effective in 
promoting disease resistance in some fish (Hong et al, 2003; 
Buonocore et al, 2005). In rIL-1β-injected common carp, an 
increase in resistance to Aeromonas hydrophila infection was 
found compared with that of the control group (Kono et al, 2002).  

 

Figure 3 QPCR analysis of the relative mRNA expression of LcIL-1β in different tissues of healthy (A) and V. alginolyticus-challenged 

large yellow croaker (B-I) 

A: tissue expression profile of LcIL-1β in healthy fish. L: liver; HK: head kidney; S: spleen; TK: trunk kidney; B: brain; H: heart; G: gill; I: intestine. Results 

from three fish are expressed as means±SEM. *: P<0.05 versus PBS group. 
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Figure 4 Prokaryotic expression, purification and refolding of rLcIL-1β 

A:  Bacterial lysates were electrophoresed on 12% SDS-PAGE gels. Lane M: protein marker; 1: E. coli BL21 (DE3) transformed with pET28a after IPTG induction; 

2: E. coli BL21 (DE3) transformed with pET28a-LcIL-1β before IPTG induction; 3: E. coli BL21 (DE3) transformed with pET28a-LcIL-1β after IPTG induction. B: His 

affinity chromatography purification of rLcIL-1β using His TrapTM FF Crude column. C: Refolding of rLcIL-1β using urea gradient gel filtration on a Superdex 75 

column. D: SDS-PAGE analysis of peaks in B and C. Lane M: protein marker; Lane 1: peak 1; 2: peak 2; 3: peak 3. 
 

 
Figure 5 Effect of different doses of rLcIL-1β on the survival rate 

of V. alginolyticus-infected large yellow croaker 

Fish (20 in each group) were i.p.injected with V. alginolyticus (6.5×104 

CFU/g). At 0.5 hpi, 0.001, 0.01 or 0.1 µg/g rLcIL-1β was i.p.injected into 

fish, respectively. The control group received an equal volume of PBS. 

Fish were monitored for signs of sickness and mortality every 24 h for 9 

days. Group survival rates for each treatment were analyzed by the Log-

rank test. *: P<0.05 versus PBS-treated group. 

 
In rainbow trout, i.p. injection of rIL-1β (starting at Ala95) prior to 
infection with A. salmonicida significantly reduced fish mortality 
(Hong et al, 2003). In this study, V. alginolyticus-infected large 
yellow croaker i.p. injected with a dose of 0.01 µg/g  

 
Figure 6 Effect of different doses of rLcIL-1β on bacterial loads 

in immune tissues and blood of large yellow croaker 

Fish (6 in each group) were i.p.-injected with V. alginolyticus (6.5×104 CFU/g) 

and received 0.001, 0.01 or 0.1 µg/g of rLcIL-1β at 0.5 hpi, respectively. The 

control group received an equal volume of PBS. Fish were euthanized at 72 h 

post treatment of rLcIL-1β. Liver, spleen, kidney, and blood samples were 

collected. Homogenates and blood were cultured on TCBS agar plates. Colony 

numbers were normalized to volume (0.1 mL for blood) and tissue weight (0.1 g 

for liver, spleen and kidney). *: P<0.05 versus PBS-treated group. 
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Figure 7 Effect of rLcIL-1β on MO/MΦ chemotaxis, phagocytosis and bactericidal activity 

A: Dose-response relationship of refolded rLcIL-1β to attract large yellow croaker MO/MΦ. Denatured rLcIL-1β and BSA were used as controls. B: Fluorescence 

images of phagocytosis of FITC-DH5 in MO/MΦ treated with rLcIL-1. Histogram represents mean fluorescence intensity (MFI) percentage of bacteria engulfed 

by cells. Magnification ratio: 400X. C: Plates display survival V. alginolyticus from MO/MΦ treated with rLcIL-1. Histogram demonstrates effects of rLcIL-1 on 

bacterial killing. Data are representative of at least three independent experiments. *: P<0.05 versus PBS-treated group. 

 
intact rLcIL-1β at 0.5 h following bacterial infection exhibited a 
survival rate of 30%, while all control fish died. The tissue 
bacterial load of rLcIL-1β-treated fish decreased significantly. 

Research has shown that rIL-1β can induce cell migration 
(Ebisawa et al, 1992; Carrero et al, 2012) as well as increase 
phagocytosis and the bactericidal activity of leucocytes (Hong 
et al, 2003; Peddie et al, 2002). In humans, rIL-1β treatment 
induced significant migration of eosinophils (4 h, 5 ng/mL) 
(Ebisawa et al, 1992) and macrophages (4 h, 25 ng/mL) 
(Carrero et al, 2012). A rainbow trout IL-1β derived peptide, P3 
(0.25 mM), enhanced phagocytosis and bactericidal activity of 
head kidney leucocytes in vitro (Peddie et al, 2001; Peddie et al, 
2002). In the present study, the refolded rLcIL-1β showed 
chemotaxis activity to attract large yellow croaker MO/MΦ. The 
higher doses used (0.1, 1 and 10 μg/mL) were significantly less 
stimulatory, potentially attributable to rLcIL-1β toxicity for cells at 
this concentration or to receptor saturation (Buonocore et al, 
2005). Incubation with 0.01 μg/mL rLcIL-1β demonstrated 
significant phagocytosis and bactericidal activity. This dose-
response is consistent with that noted in humans (Ebisawa et al, 
1992), rainbow trout (Hong et al, 2001) and European seabass 
(Buonocore et al, 2005).  

IL-1β can induce the expression of macrophage-derived 
chemokine (MDC), which is involved in regulating leucocyte 
migration (Rodenburg et al, 1998) and enhancing phagocytosis 
and bactericidal activity of peritoneal macrophages (Matsukawa 

et al, 2000). IL-1β can also reduce pH and lead to acidification 
in alveolar macrophage endosomes, which is critical for the 
activation of cysteine proteases involved in bacterial 
degradation (Bird et al, 2009; Descamps et al, 2012). These 
results indicate that LcIL-1β[0] could play an important role in 
phagocytosis and bactericidal activity of large yellow croaker 
MO/MΦ. 

In conclusion, we characterized an IL-1β gene in large yellow 
croaker, which was tightly involved in the fish innate immune 
response. Animal experiments showed that even full length 
rLcIL-1β treatment could increase the survival rate and 
decrease bacterial load in fish following bacterial infection. It 
could also induce cell migration and increase phagocytosis and 
bactericidal activity of MO/MΦ in vitro. 
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ABSTRACT 

 
Herpes simplex virus type 1 (HSV-1) enters 
productive infection after infecting epithelial cells, 
where it controls the host nucleus to make viral 
proteins, starts viral DNA synthesis and 
assembles infectious virions. In this process, 
replicating viral genomes are organized into 
replication centers to facilitate viral growth. HSV-1 
is known to use host factors, including host 
chromatin and host transcription regulators, to 
transcribe its genes; however, the invading virus 
also encounters host defense and stress 
responses to inhibit viral growth. Recently, we 
found that HSV-1 replication centers recruit host 
factor CTCF but exclude γH2A.X. Thus, HSV-1 
replication centers may selectively recruit cellular 
factors needed for viral growth, while excluding 
host factors that are deleterious for viral 
transcription or replication. Here we report that the 
viral replication centers selectively excluded 
modified histone H3, including heterochromatin 
mark H3K9me3, H3S10P and active chromatin 
mark H3K4me3, but not unmodified H3. We found a 
dynamic association between the viral replication 
centers and host RNA polymerase II. The centers 
also recruited components of the DNA damage 
response pathway, including 53BP1, BRCA1 and 
host antiviral protein SP100. Importantly, we found 
that ATM kinase was needed for the recruitment of 
CTCF to the viral centers. These results suggest 
that the HSV-1 replication centers took advantage 
of host signaling pathways to actively recruit or 
exclude host factors to benefit viral growth. 

Keywords: HSV-1; CTCF; γH2AX; Viral replication 
cente; RNA Pol II 

INTRODUCTION 
 
Herpes simplex virus type I (HSV-1) belongs to the herpes 
family of DNA viruses, and infects numerous cell types during 
the productive phase of infection, but enters latency in neuronal 
cells. HSV-1 infects more than 80% of the population (Roizman 
& Whitley, 2013), and when activated from latency, it is 
responsible for oral and genital herpes, keratitis and in rare but 
often fatal cases, herpes encephalitis (Knipe & Howley, 2007). 
HSV-2 is similar to HSV-1 in genome and there is common co-
infection in HIV-1 infected people (Lai et al, 2003; Zhou et al, 
2014). 1 

The outcome of HSV-1 infection is determined by complex 
interactions between the virus and the host cell and immune 
system. At a cellular level, the incoming virus first releases its 
linear DNA into the nucleus, which quickly circularizes and 
becomes chromatinized (Conn & Schang, 2013). With the help 
of tegument proteins ICP0 and VP16 (Wysocka & Herr, 2003) 
and host transcription machinery, HSV-1 starts transcribing the 
viral genome, first the immediate early genes (IE) and then the 
early genes (E), to prepare viral DNA synthesis and modify host 
responses. With the onset of viral DNA replication, the virus 
also makes late genes and finally assembles viral particles 
(Everett, 2014; Knipe & Howley, 2007). Viral replication usually 
occurs about 6 hours post infection (hpi). Replicating viral 
genomes first appear at pre-replication centers marked by viral 
protein ICP8 (Knipe et al, 1982), a single strand DNA binding 
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protein, and then gradually form distinct replication centers or 
compartments. These centers grow quickly in size and finally 
merge into larger regions occupying much of the cellular 
nucleus. Unlike the viral genome during the pre-replication 
stage, the rapidly replicating HSV-1 genome is only partially 
chromatinized (Lacasse & Schang, 2010, 2012). 

The incoming virus triggers a number of host responses, 
including activation of the interferon pathway (Griffiths et al, 
2013; Lafaille et al, 2012; Shen et al, 2014), DNA damage 
response (Lilley et al, 2011; Smith et al, 2014; Volcy & Fraser, 
2013), apoptosis (Prasad et al, 2013; Wang et al, 2011) and 
other host defense mechanisms that limit viral growth. Many 
viral genes are designed to deal with these host responses to 
ensure viral transcription, genome synthesis and assembly. For 
example, the viral protein ICP34.5 is a key viral factor that 
interferes with the interferon γ pathway (Pasieka et al, 2006; 
Rasmussen et al, 2011; Wang et al, 2014). Likewise, the viral IE 
protein ICP0 can quickly counter host transcription silencing of 
PML, SP100, RNF8 and RNF168 activity by degrading these 
proteins, and prevent host silencing complex CoREST from 
inhibiting viral genes (Ferenczy et al, 2011; Roizman, 2011; Wang 
et al, 2012). HSV-1 can also produce viral-host shutoff (VHS) 
factor to degrade host mRNAs (Barzilai et al, 2006; Esclatine et al, 
2004; Taddeo et al, 2006, 2013), while viral protein ICP27 can 
inhibit host mRNA splicing (Nojima et al, 2009; Sedlackova et al, 
2008), thus reducing cellular protein synthesis. 

During lytic infection, the interactions between the incoming 
virus and the host are dynamic and complex, with well-
organized viral replication centers. Indeed several proteins have 
been implicated in the organization of the replication centers. 
Nuclear lamin A, a structure protein playing an essential role in 
the organization of the host nucleus, is important for HSV-1 
replication center organization (Silva et al, 2008) and host 
transcription regulator HCF-1 is needed for proper replication 
center formation (Peng et al, 2010). The host DNA damage 
response (DDR), in particular, has an intriguing interaction with 
replicating HSV-1. The incoming virus firstly activates the host 
DDR, probably due to the linear ends of its genome, and then 
reactivates the host DDR during viral genome replication, which 
exhausts host DNA replication factors (Burke et al, 2005). The 
DDR recruits a number of factors to the viral replication centers, 
some of which are beneficiary to viral growth, including RAD51 
(Wilkinson & Weller, 2004), Fanconi Anemia factor FANCD2 
(Karttunen et al, 2014) and ATM (Weitzman & Weitzman, 2014), 
and some of which inhibit viral transcription and are harmful to 
viral growth (Everett & Murray, 2005; Lilley et al, 2011; 
Parkinson et al, 1999; Song et al, 2000; Weitzman et al, 2004), 
including RNF8, RNF168 and host silenced chromatin. Recent 
research has shown that the host chromatin mark of DNA 
damage sites, γH2A.X, is recruited towards the replication 
centers but is prevented from entering, instead forming a cage-
like structure surrounding the ICP4 or ICP8 marked viral 
genomes (Wilkinson & Weller, 2006). This finding strongly 
suggests that replicating viral genomes selectively recruit or 
exclude host factors. Thus, examination of the selective 
recruitment or exclusion of host factors by the HSV-1 replication 
center can help illuminate new regulatory mechanisms of viral-

host interactions. 
Although many important details of viral-host interaction are 

known, how the quickly replicating virus interacts with host 
chromatin and host DDR is still not well understood. Thus, we 
analyzed the interaction of HSV-1 replication centers with host 
chromatin and host DDR factors. We found that host modified 
histones H3K9me3 and H3K4me3 were excluded from the 
replication centers and host RNA polymerase II (RNA Pol II) 
was recruited, though dynamic changes in phosphorylated RNA 
Pol II recruitment were observed as small replication centers 
began to merge. Host DDR factors 53BP1 and BRCA1 were 
recruited but host RNF8 was excluded. Importantly, the 
recruitment of host organizer CTCF was enhanced by the ATM 
kinase pathway. Taken together, these findings provide further 
evidence that viral replication centers are highly organized and 
actively recruit or exclude host factors to facilitate viral growth. 

 
MATERIAL AND METHODS 

 
Cells and virus 
The BJ, HeLa, 293T and Vero cells were obtained from 
American Type Culture Collection. ATM+/+ and ATM-/- cells 
were kindly provided by Matthew Weitzman from University of 
Pennsylvania Perelman School of Medicine, Philadelphia. Cells 
were grown in Dulbecco’s modified Eagle’s medium (DMEM; 
Gibco, USA) supplemented with 10% fetal bovine serum (FBS), 
penicillin (100 U/mL), and streptomycin (100 μg/mL) in a 
humidified 5% CO2 atmosphere at 37 °C. The HSV-1 was gifted 
by Professor Qi-Han LI from the Institute of Medical Biology, 
Chinese Academy of Medicine Science. The virus was grown 
and titrated on Vero cells. Viral infections were done according 
to standard protocols. Briefly, cultured cells were replaced with 
serum free DMEM, followed by adding the virus and incubating 
for 1 hour with occasional rotation to get an even spread. The 
culture medium was then replaced by regular DMEM with 10% 
FBS and 1% antibiotics. Cell treatment was with ATM inhibitor 
KU55933, with cells treated with 20 uM KU55933 for 1 hour 
before HSV-1 infection. During the HSV-1 infection process, 
KU55933 was not removed from the medium. 

 
Antibodies 
CTCF polyclonal antibodies, H3K4me3 and SP100 were made 
by GLS Biochem (Shanghai, China), CTCF monocle antibodies 
were from Millipore, Germany. Antibodies against γH2A.X, RNA 
Pol II Ser2P, RNA Pol II Ser5P, H3, H3K9me3, 53BP1, BRCA1, 
RNF8 and RNF168 were obtained from Abcam Cambridge, 
UK. Monoclonal antibody against ICP4 was a gift from Gerd 
Maul’s laboratory at the Wistar Institute (Everett et al, 2004; 
Showalter et al, 1981). The H3S10p antibody was presented 
from Ping ZHENG’s laboratory at the Kunming Institute of 
Zoology, Chinese Academy of Sciences. Alexa Fluor® 594 
Goat Anti-Mouse IgG (H+L) Antibody and Alexa Fluor® 488 
Goat Anti-Rabbit IgG (H+L) Antibody were from Life 
Technologies, USA. 
 
Immunofluorescence 
The BJ, HeLa, ATM+/+ and ATM-/- cells were seeded on glass 
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coverslips in 24-well plates one day before infection and used 
for infections at a multiplicity of infection (MOI) of 5 PFU/cell. At 
5 or 6 hpi, cells were fixed with 4% paraformaldehyde at 4 °C 
for 60 min and extracted with 0.2% Triton X-100 in PBS for 10 
min. Nuclei were visualized by staining with Hoechst 33342. 
Images were acquired using a Nikon 80i, Japan. 

 
RESULTS 

 
HSV-1 replication centers excluded modified histones 
To determine how the replicating HSV-1 genomes interacted 
with the host chromatin, we conducted double immunostaining 
using an antibody against the viral protein ICP4 to label the viral 
replication centers and antibodies against histones in infected 
cells. In human primary fibroblast BJ cells, we infected with the 
17+ strain of HSV-1 at an MOI of 5 and let the infection go for 6 
hours, a time point when HSV-1 replication centers are well 
organized and recruitment or exclusion of host proteins is 
obvious. Due to the heterogeneity of cells and variation in the 
number of incoming viruses in each cell, we saw viral 
replication at various stages in different cells, from early small 
but distinct replication centers to large fused replication centers 
occupying most of the cellular nucleus.  

We tested the localization of unmodified histone H3, modified 

histones H3 lysine 4 trimethylation (H3K4me3), H3 lysine 9 
trimethylation (H3K9me3) and H3 serine 10 phosphorylation 
(H3S10p). Representative staining results are shown in Figures 
1A-1D. Histone H3 did not show particular recruitment or 
exclusion in HSV-1 replication centers (Figure 1A). We 
highlighted a large replication center by dashed lines based on 
ICP4 staining, and the corresponding area on the H3 staining 
showed no difference in intensity from the surrounding areas 
outside the replication center (arrows). However, active 
chromatin mark H3K4me3 was clearly excluded from these 
centers (Figure 1B). We highlighted two centers with dashed 
circles (arrows), which indicated that the circled H3K4me3 (red) 
signal areas were obviously weaker than the surrounding area. 
In the merged image, ICP4 positive areas had little H3K4me3, 
confirming its exclusion. Likewise, H3K9me3, a mark of 
heterochromatin, was also excluded by replicating HSV-1 
genomes. In Figure 1C, the dashed circle of the fused 
replication center (arrow) shows a reduction in the H3K9me3 
signal, and the merged image shows mostly ICP4. Finally, we 
tested the serine10 phosphorylated form of histone H3, and 
found that in infected cells, H3S10p appeared to form clusters 
of staining signals and did not usually overlap with the ICP4 
signals, although they appeared in close proximity in many 
cases, as shown in Figure 1D (arrows). 

 

Figure 1 Recruitment or exclusion of histone and modified histone with HSV-1 replication centers  

All cells were infected with HSV-1 at MOI=5 or 6 hours before fixing for immunofluorescent staining. In each row, cells were stained with two different antibodies, 

and images were merged to examine how the staining signals related to viral replication centers. A: Double staining with histone H3 (green) and ICP4 (red) 

antibodies. B: Double staining using ICP4 (red) and modified histone H3K4me3 (green). White arrows point to two of the viral replication centers, where H3K4me3 

is very weak compared with the surrounding area. Merged images show green viral foci areas, suggesting a lack of red signal in the same area. C: Double staining 

with modified histone H3K9me3 (green) and ICP4 (red). Dashed circle shows part of a large fused replication center, where H3K9me3 is excluded. D: Cells double 

stained by modified histone H3S10P (green) and ICP4 (red). Arrows point to two distinct replication centers. H3S10P shows large clustered staining, which does 

not overlap with ICP4. Magnification ratio: 400X. 
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RNA polymerase II showed dynamic interaction with 
replicating viral genome 
RNA Pol II is known to interact with replicating viruses and is 
highly phosphorylated in virally infected cells (Egloff & Murphy, 
2008; Jenkins & Spencer, 2001). However, how dynamic RNA 
Pol II interacts with the HSV-1 genome as the virus transits from 
transcription to replication at 6 hpi is not known. To understand 
this dynamic interaction, we conducted double staining of ICP4 
and RNA Pol II (Figure 2A). The ICP4 labeled early replication 
centers were colocalized with the RNA Pol II signal (orange 
arrows), with merged staining showing colocalization. We then 
stained antibodies specifically recognizing the serine 2 
phosphorylated (Ser2P) form of RNA Pol II, which marks the 
elongating form of RNA polymerase (Kwak & Lis, 2013; Zhou et 
al, 2012). Figure 2B shows two infected cells, the left cell 
contains several distinct replication centers and the right cell 
contains large well-developed centers. Ser2P was recruited by 
smaller to intermediate sized replication centers (orange 
arrows), but not by large, well-developed centers (white arrows). 
This demonstrated that the elongating form of RNA Pol II 
associated more with early replicating viral genomes, but less 

with genomes in fully developed replication centers. We next 
examined the recruitment of serine 5 phosphorylated RNA Pol II. 
Similar to RNA Pol II Ser2P, the RNA Pol II Ser5P signal was 
also recruited to viral centers, but much more strongly 
(comparing orange arrows in Figures 2B and 2C), an 
observation consistent with reports that viral factor ICP22 
degrades RNA Pol II Ser2P (Fraser & Rice, 2007; Zaborowska 
et al, 2014). In the present study, RNA Pol II Ser5P was 
recruited into viral centers in both early individual foci and late 
fused foci, although there was a drop in intensity in the RNA Pol 
II Ser5P signal in later fused replication centers. This could be 
seen by comparing orange arrows (marking individual viral 
center) with white arrows (well-developed, fused center), and 
the merged images in Figure 2C. The merged image shows 
that the smaller individual replication centers were mostly green 
and the large fused foci were orange, suggesting that the 
former had more RNA Pol II Ser5P than the latter. This result 
showed a reduction in RNA Pol II recruitment in fully developed 
replicating centers. Taken together, these findings suggest that 
active transcription occurred in smaller replication centers, but 
not in large fused ones. 

 

Figure 2 Recruitment of RNA Pol II by replicating HSV-1  

BJ cells were infected with HSV-1 for 6 hours at MOI=5 and fixed for immunostaining. A. Double staining using ICP4 (red) and RNA Pol II (green) antibodies 

showing recruitment of total RNA Pol II to ICP4 labeled HSV-1 replication centers. B: Double staining using ICP4 (red) and Ser2 phosphorylated RNA Pol II (green) 

antibodies. Orange arrows show a well-defined replication center. White arrows show large fused replication centers. C: Immunostaining with ICP4 antibody (red) 

highlighting viral replication centers and Ser5 phosphorylated RNA Pol II antibody (green) showing paused RNA polymerase. Orange arrows indicate a cluster of 

well-defined replication centers, white arrows indicate late stage fused replication centers. Magnification ratio: 400X. 

 
Interaction between HSV-1 replication centers and DDR 
factors 
To determine the potential interaction of DDR factors with the 
replicating viral genome, we surveyed four DDR factors, 53BP1, 
BRCA1, RNF8 and RNF168, using immunofluorescent staining. 
53BP1 is a key DNA damage repair factor involved in 
nonhomologous end joining (NHEJ) double strand break (DSB) 
repair (Taylor & Knipe, 2004; Weitzman & Weitzman, 2014). 
Only a few studies have explored whether 53BP1 plays a role 
in DNA virus infection (Bailey et al, 2009; Salsman et al, 2012). 
BRCA1 is another key regulator of host DDR and mediates a 
homologous recombination type of DSB repair (Yun & Hiom, 

2009), though its role in HSV-1 infection has not yet been 
established. RNF8 and RNF168 are two essential ubiquitin 
ligases needed to modify histones and other DDR factors 
during DNA damage repair (Lilley et al, 2010; Mattiroli et al, 
2012). They are reported to restrict HSV-1 infection (Mattiroli et 
al, 2012), however, how RNF8 and RNF168 relate to HSV-1 
replication centers is not known. To characterize the 
relationship between viral replication centers and these DDR 
factors, we double stained using CTCF or ICP4 to label the viral 
replication centers.  

CTCF can be recruited to the HSV-1 replication compartment 
and colocalized with ICP4 (Figures 4C and 4E). However, 
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because some commercial antibodies are not compatible with 
ICP4 (for example, mouse derived 53BP1 antibody and ICP4), 
we used rabbit derived CTCF antibody to label HSV-1 
replication centers in certain experiments. As shown in Figure 
3A, the 53BP1 and CTCF signals colocalized quite well, 
suggesting that 53BP1 was recruited by the viral centers. 
Similarly, BRCA1 was also recruited by these centers (Figure 
3B, arrows), although the staining signals were weaker. 
Conversely, RNF8 was excluded by the HSV-1 replication 
centers. We circled two well-defined replication centers with 
dashed lines (Figure 3C, white arrows), which shows much 

weaker RNF8 signals compared with ICP4. RNF168 staining 
was too weak to determine recruitment or exclusion. The weak 
RNF168 signal was probably due to degradation by the viral 
ICP0 protein (Chaurushiya et al, 2012; Lilley et al, 2010). In 
contrast to the results of Lilley et al (2010), RNF8 showed less 
degradation than RNF168, as seen in Figures 3C and 3D. This 
may be due to differences between the cell line, antibody and 
infection period. Taken together, our results demonstrated that 
HSV-1 replication centers selectively recruited two DDR factors, 
53BP1 and BRCA1, and excluded RNF8, which suggests that 
53BP1 and BRCA1 may be beneficial to viral growth. 

 

Figure 3 Recruitment or exclusion between HSV-1 replication centers and cellular DDR factors 

Each row of panels was double stained using two antibodies. Red and green signals were merged to show how the two signals relate to each other (overlap or 

mutual exclusion). Nucleus was stained with Hoechst33342 to show nucleus outline. A: Double staining using 53BP1 (green) and CTCF antibodies (red). White 

arrows show a viral replication center, highlighting overlap between two proteins. B: Double staining using CTCF (red) and BRCA1 (green) antibodies. Arrows show 

a viral replication center. Merged signals show overlap of these two proteins in the replication center. C: Double staining using ICP4 (red) and RNF8 (green). 

Dashed circles show two HSV-1 replication centers highlighting apparent exclusion of RNF8 by replication centers. Orange arrows show a large replication center 

and the absence of RNF8 staining. D: Double staining of CTCF (green) and RNF168 proteins (red). E: Double staining of SP100 (green) and ICP4 (red). White 

arrows show a cluster of three replication centers and co-localization of SP100 with these centers. Orange arrow show an uninfected cell where SP100 shows 

punctate staining. Magnification ratio: 400X. 

 
Cellular antiviral defense factor SP100 interacted with 
HSV-1 replication centers 
SP100 is a key cellular antiviral defense protein normally stored 
in the promyelocytic leukemia protein (PML) bodies. HSV-1 
protein ICP0 specifically targets the PML bodies and degrades 
their components (Everett & Murray, 2005; Gu et al, 2013; 

Negorev et al, 2009). This can be seen in the uninfected cell in 
Figure 3E (orange arrow), where SP100 staining exhibited a 
strong, punctate pattern. In infected cells, however, this pattern 
disappeared in Figure 3E (white arrow). To determine if SP100 
was recruited by the viral replication centers, we increased the 
amount of exposure to offset the effect of degradation of SP100 
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by ICP0. The staining results clearly showed that SP100 was 
recruited by the viral replication centers (Figure 3E, white 
arrows), which suggests a possible direct interaction of SP100 
with the HSV-1 genome to inhibit viral gene transcription. 

 
CTCF recruitment was facilitated by the ATM kinase 
pathway 
HSV-1 lytic infection activates the host DDR, as marked by the 
activation of ATM kinase, a key signaling kinase (Lilley et al, 
2005). In the present study, several members of the host DDR 
were recruited to or towards the HSV-1 replication foci, 
including ATM, γH2A.X, 53BP1 (Figure 3A) and BRCA1 (Figure 
3B). ATM kinase has been shown to affect HSV-1 replication 

(Lilley et al, 2011). To investigate whether CTCF recruitment 
was affected by the host DDR, we tested the effect of ATM 
inhibitor (ATMi) KU55933 on CTCF recruitment by the 
replicating viral foci (Hickson et al, 2004). As a control 
experiment, we monitored the behavior of γH2A.X. As shown in 
Figures 4A-4B, ATMi slightly inhibited the recruitment of γH2A.X 
to the HSV-1 replication center. Before adding ATMi, more 
γH2A.X was recruited to the ICP4 foci and it was distributed in 
a broad area around the foci, while in ATMi-treated cells, less 
γH2A.X was recruited and it was located in a much tighter area, 
which overlapped almost exactly with the ICP4 foci. The 
reduction in γH2A.X recruitment indicated that ATMi indeed 
inh ib i ted  the  hos t  DDR.  S imi lar ly,  recru i tment  o f  

 
Figure 4 CTCF recruitment into HSV-1 replication centers facilitated by ATM pathway 

To investigate whether CTCF recruitment was affected by the ATM pathway, we tested the effect of ATM inhibitor (ATMi) KU55933. A: BJ cells infected with HSV-1 

17+ and fixed for immunostaining with either polyclonal antibodies against γH2A.X (red) or monoclonal antibody against viral protein ICP4 (green). Merged image 

shows γH2A.X recruitment to the viral replication centers and occupation of large areas around the viral foci. B: Reduced recruitment of γH2A.X, and colocalization 

with ICP4 when ATM inhibitor was added 1 hour prior to infection. C: CTCF (red) and ICP4 (green) showing clear colocalization at 6 hpi. D: Significant inhibition of 

CTCF recruitment after addition of ATMi. E: CTCF (red) and ICP4 (green) colocalization in mouse MEF cells. F: Less prominent CTCF recruitment and less defined 

staining in MEF cells deficient of ATM. Magnification ratio: 400X. 
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CTCF by the viral foci was also noticeably reduced by ATMi, as 
the inhibitor led to only slight thickening of the CTCF signal 
around viral replication centers, while the control showed a well-
defined CTCF staining pattern (Figures 4C and 4D). 

We quantified the effect of ATMi on overall HSV-1 foci 
appearance as well as the degree of CTCF recruitment by 
counting the HSV-1 infected cells that exhibited different types 
ICP4 staining: that is, forming foci, no foci but with high levels of 
diffused staining, and low levels of diffused ICP4 staining 

(Figure 5A). Ku55933 treatment of cells reduced the number of 
ICP4 positive cells by a third, or increased uninfected cells by a 
half, indicating inhibition of HSV-1 infection by the ATMi (Figure 
5B). Consistent with this, the percentage of ICP4 cells with 
ICP4 foci was also reduced by about a third, while the 
proportion of diffused ICP4 staining increased. In ICP4 foci 
positive cells, about 90% of cells also recruited CTCF; however, 
in Ku55933-treated cells, only about 40% of cells recruited 
CTCF (Figure 5B). 

 

Figure 5 Inhibition of HSV-1 foci formation and CTCF recruitment into viral replication centers by ATMi 

BJ cells were infected with HSV-1 17+ at 1 MOI and were fixed and stained with ICP4 antibody at 6 hpi. A: ICP4 staining is classified as "ICP4 foci" to represent 

clearly formed, defined viral foci; "ICP4 diffused, bright" to designate high levels of ICP4 staining but no foci formation; "ICP4 diffused, weak" to denote detectable 

ICP4 staining without foci formation. B: In control DMSO treated cells, a majority of infected cells display ICP4 foci while a smaller portion contain diffused staining. 

In cells treated with ATM inhibitor KU55933, the portion of foci forming cells is much smaller, about 20% of infected cells, while about half the infected cells show 

weak diffused staining and a third show strong diffused staining. At 1 MOI, ATMi also inhibited the number of cells infected by HSV-1, about a third drop percentage 

wise. At the same time, γH2A.X and CTCF recruitment into ICP4 foci were reduced by the inhibitor. Magnification ratio: 400X. 

 
 

We also tested the effect of mouse MEF cells deficient of 
ATM (Lilley et al, 2011). The control MEF cells (Figure 4E) 
displayed a similar pattern of HSV-1 foci and CTCF recruitment 
to that of human BJ cells (Figures 4C and 4E). In the mutant 
cells, recruitment was significantly reduced (Figure 4F) 
compared with that observed in Figure 4E. These results 
strongly suggest that the ATM pathway facilitated CTCF 
recruitment into the HSV-1 replication centers.  

 
DISCUSSION 

 
We surveyed the interactions between HSV-1 replication 

centers and host chromatin, host RNA Pol II and host DDR 
factors. We found that viral replication centers selectively 
excluded modified histone H3, but not unmodified H3 (Figure 1). 
RNA Pol II was highly recruited to the centers, but there was a 
dynamic shift in the amount of recruitment as viral replication 
centers transited from small distinct foci to large fused centers 
(Figure 2). The host DDR factors also exhibited selective 
recruitment or exclusion from viral centers. BRCA1 and 53BP1 
were recruited, but RNF8 was excluded (Figure 3). We found 
that the recruitment of host epigenetic regulator CTCF was 
regulated by ATM kinase (Figure 4 and 5), suggesting that 
recruiting host factors was an active process. 
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Interaction of host chromatin with HSV-1 replication 
centers 

 
Immunostaining of histone H3 and modified histone H3 
(H3K9me3, H3K4me3 and H3S10p) showed differential 
staining results. H3 interacted with the viral replication centers, 
but was not enriched in these centers (Figure 1A), while 
H3K9me3, H3K4me3 and H3S10p were all excluded by the 
replication centers (Figures 1B-D). H3K9me3 is a 
heterochromatin mark, and its exclusion was expected as 
the replicating virus was poorly chromatinized and unlikely 
to form heterochromatin. In contrast, the exclusion of 
H3K4me3, an active chromatin mark interacting with highly 
transcribed gene promoters, was rather unexpected. The 
functional implication of this exclusion is interesting and 
merits further investigation. 

We also observed strong recruitment of RNA Pol II (Figure 
2A), consistent with a previous study (Dai et al, 2006). However, 
we found that as the viral replication centers grew in size, RNA 
Pol II Ser2P quickly disappeared from these centers (Figure 2B). 
Similarly, RNA Pol II Ser5P also became weaker as small viral 
foci merged into large ones (Figure 2C). This suggests that as 
the virus began genome replication, the transcription of the viral 
genes was gradually reduced. Since transcription and DNA 
replication are incompatible, it is possible that as more viral 
genomes started rapid DNA synthesis, transcription and thus 
RNA Pol II recruitment was inhibited. How this process is 
regulated is an interesting and important question. 

  
Replicating HSV-1 genome and host DDR 
HSV-1 has a complex interaction with host responses. HSV-1 
lytic infection activates the host DDR, either due to replicative 
stress resulting from depletion of host DNA replication factors, 
or from exposed double strand DNA ends from the linear 
genome (Smith et al, 2014). Host DDR will trigger apoptosis 
and transcription silencing, which are both deleterious to HSV-1 
growth. However, some DDR components are needed for viral 
replication (Karttunen et al, 2014). Clearly, HSV-1 has 
successfully dealt with host DDR, i.e., taking advantage of host 
DDR factors that are beneficial, such as ATM, and inhibiting or 
degrading host DDR factors that are harmful for viral growth. 
For example, RINF8 and RNF168 are destroyed by ICP0 
(Chaurushiya et al, 2012; Lilley et al, 2010). Although it is not 
clear how many DDR factors affect HSV-1 lytic infection, the 
recruitment or exclusion of certain DDR factors clearly 
indicates an active choice by the HSV-1 replication center. 
Previous research showed that  γH2A.X was recruited by 
HSV-1 replication centers, but it did not co-localize with the 
replication centers exactly (Wilkinson & Weller, 2006). In this 
study, we found that cellular 53BP1 and BRCA1 were 
recruited by the viral replication center, while RNF8 was 
excluded. This suggests that 53BP1 and BRCA1 may play 
positive roles in viral growth, while RNF8 (and RNF168) may 
play a restrictive one. Consistent with this analysis, the 
positive role of 53BP1 and the inhibitory roles of RNF8 and 
RNF168 have been reported earlier (Bailey et al, 2009; 
Salsman et al, 2012).  

Recruitment of CTCF and its implications 
CTCF interacts with a consensus sequence through its zinc 
finger DNA binding domain (Burke et al, 2005; Klenova et al, 
1993; Moon et al, 2005). Other than DNA methylation, which 
interrupts CTCF binding to its target, no other reported 
mechanism can regulate CTCF binding to DNA (Filippova et al, 
2001; Teif et al, 2014). However, various studies, especially 
whole genome ChIP-seq studies, have revealed that CTCF 
binding to genomic sites is dynamic and regulated in a tissue 
specific manner, not all of which can be explained by DNA 
methylation of its binding sites (Shukla et al, 2011). In an earlier 
study (submitted, results in “CTCF interacts with the lytic HSV-1 
genome to promote viral transcription and replication center 
organization”), we provided evidence that CTCF was recruited 
by HSV-1 replication centers and played a role in keeping 
γH2A.X from entering viral replication centers. In the present 
study, we showed that CTCF recruitment was facilitated by the 
ATM kinase pathway. The inhibition of ATM by Ku55933 also 
reduced γH2A.X aggregation around the HSV-1 foci, and 
inhibition may have caused infiltration of γH2A.X, a possibility 
consistent with the reduced recruitment of CTCF (Figure 4D). 
This ATM-assisted CTCF recruitment is reminiscent of the 
recruitment of host DDR factors to double strand DNA breaks 
(Matsuoka et al, 2007). Can CTCF participate in the host DDR? 
In a separate study, we found evidence that CTCF was 
recruited through the ATM pathway to double strand DNA 
breaks and participated in host DDR (unpublished). This new 
property of CTCF, if established, further suggests that HSV-1 
could take advantage of host DDR to quickly recruit CTCF to 
organize the viral genome and replication centers, and facilitate 
viral transcription. Indeed, our CTCF ChIP-seq data 
(unpublished) suggested that 6 hour after HSV-1 infection, even 
though the total HSV-1 DNA per cell was less than that of the 
host, the recruitment of CTCF by HSV-1 had led to the loss of 
approximately 90% of CTCF binding peaks in the host genome, 
underscoring dramatic host genome reorganization. 
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ABSTRACT 

 
Non-human primates often live in socially stable 
groups characterized by bonded relationships 
among individuals. Social organization can be used 
to evaluate living conditions and expansion potential. 
Bisexual group size, ratio of males to females and 
group composition are essential elements 
determining the type of social organization. Although 
the first report on Shortridge’s capped langurs 
(Trachypithecus shortridgei) was in the 1970s, until 
now, the species only inhabits forests of the 
Dulongjiang valley in northwest Yunnan, China, with 
c. 250-370 individuals in 19 populations. To 
understand its social organization, we collected data 
from five groups of Shortridge’s langurs at Silaluo in 
the Dulongjiang valley during August 2012-October 
2013. Family groups consist of one adult male, 2–3 
adult females and up to five young. Group size 
averaged 8 (7-9) individuals. The ratio of adult males 
to females (M/F) was 1:2.9, infants to adult females 
was (I/F) 1:2.2; and ratio of adults to immatures was 
1:1.2, indicating the potential of a population 
increasing. Birth season was during March-July and 
the inter-birth interval was two years. 

Keywords: Trachypithecus shortridgei; Social 
organization; One-male, multi-female group; Multi-
male, multi-female group; Group size 

 
INTRODUCTION 

 
Social organization, including group size, sexual composition and 
bonded relationships among individuals (Kappeler & van Schaik, 
2002), is the most basic characterization of non-human primate 
societies (Clutton-Brock & Harvey, 1977; Crook & Gartlan, 1966; 
Eisenberg et al, 1972). Three fundamental types of social 

organization can be categorized into solitary, pair-living and 
group-living speceis (Kappeler & van Schaik 2002). Solitary 
individuals typically forage alone (Boinski & Garber, 2000) and 
their activities are desynchronized with each other both spatially 
and temporally (Charles-Dominique, 1978). Except for orangutan, 
most solitary primate species are nocturnal (Kappeler & van 
Schaik, 2002). Pair-living species refer to couples of one adult 
male and one adult female (Kappeler, 1999), such as gibbons. 
Most primates live in bisexual groups (van Schaik & Kappeler, 
1997), which are much more stable compared with other 
mammals, and consist of more than two adults. Group living 
primates displayed a diversity with respect to the size, sex ratio 
and temporal stabitliy of compositioin. Accordingly, polyandrous, 
polygynous and multi-male, multi-female groups (MMGs) have 
been diistinguished  (Kappeler, 2000). Variation in the number of 
adult males is the most prominent feature of primate group 
composition (Hamilton & Bulger, 1992; Preuschoft & Paul, 2000; 
van Hooff, 2000), and can thus be categorized as one-male, 
multi-female groups (OMGs) or MMGs. The number of adult 
males in each bisexual group related to the predatory pressure 
(van Schaik & Hőrstermann, 1994), is positively associated with 
the number of adult females (Mitani et al, 1996) and temporal 
overlap of female receptive periods (Nunn, 1999). 1 
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Group size is another vital feature of the social organization 
of group living primates, and may be influenced by birth rate, 
morality rate and the transfer of individuals (Kappeler & van 
Schaik, 2002). Significant variations can be found in colobine 
species, e.g., group size in Mentawai langurs (Presbytis 
potenziani) is less than four, whereas, golden snub-nosed 
monkeys (Rhinopithecus roxellana) can include approximately 
400 individuals (Grueter, 2013; Newton & Dunbar, 1994). Social 
organization of langurs includes monogamy, such as found in 
Mentawai langurs (P. potenziani); matrilineal-harem, such as 
seen in Sumatran surilis (P. melalophos), maroon leaf monkeys 
(P. rubicunda), Nilgiri langurs (Trachypithecus johnii), Gee's 
golden langurs (T. geei), capped langurs (T. pileatus), dusky 
leaf monkeys (T. obscurus), proboscis monkeys (Nasalis 
larvatus), and Northern plains gray langurs (Semnopithecus 
entellus) at Abu and Jodhpur; matrilineal-multimale, such as 
observed in Northern plains gray langurs (S. entellus) at Orcha 
and Rajaji; and patrilineal-multimale, such as found in black-
and-white colobus (Colobus polykomos), olive colobus 
(Procolobus verus) and western red colobus (P. badius) 
monkeys. However, the most typical social organizaiton  is the 
one-male, multi-female unit (OMU). A large population can be 
composed of several OMUs, and one or several all-male units 
(AMUs) (Cui et al, 2008; Grueter, 2013; Kirkpatrick, 1996; Li et 
al, 2014; Newton & Dunbar, 1994; Qi et al, 2009, 2014). 

Group size of Trachypithecus species can range from a 
dozen to approximately 100, and their social organization 
includes OMGs and MMGs (Koenig & Borries, 2012; Fan et al, 
2014). Bisexual groups of white-headed langurs (T. 
leucocephalus) are composed dominantly of OMGs, 
occasionaly of MMGs (9.1%, n=11), with 3-30 individuals in 
each group. Non-breeding individuals can live solitarily or in 
groups (Jin et al, 2009; Li & Rogers, 2004). Non-breeding 
groups are either AMUs or include males (82.6%) and juvenile 
females (17.4%) (Jin et al, 2009). A bisexual group usually lives 
in an OMG with 6-12 individuals in François' langurs (T. 
francoisi) (Hu et al, 2011; Zhou et al, 2009). Bisexual groups of 
Delacour's langurs (T. delacouri) mostly live mostly in OMG,s, 
and occasionally in two-male, multi-female groups (TMGs), with 
5-30 individuals in each group (Harding, 2011). Golden langur 
(T. geei) groups, which inhabit the rubber forests of Assam in 
India, usually consist of 7-26 (17.3 on average) individuals. 
Among three observed groups, two were TMGs with 19 and 26 
individuals, respectively, and one was an OMGs with only seven 
individuals (Medhi et al, 2004). Silvered langur (T. cristatus) 
groups consist of 7-40 individuals (Timmins et al, 2013), one 
OMG includes seven individuals (Boonratana, 1998). Small 
OMGs and occasionally MMGs have been found in capped 
langurs (T. pileatus) (Green, 1981; Mukherjee, 1978; Mukherjee 
et al, 1995; Stanford, 1991). Most Phayre's leaf monkeys (T. 
phayrei) form bisexual groups (Bose, 2003; Koenig & Borries, 
2012; Mukherjee, 1982) or AMUs (Mukherjee, 1982). Each group 
consists of 6-33 (Koenig & Borries, 2012) up to 45 individuals 
(Zheng, 1993), including 1-5 adult males and 3-12 adult females. 
Large groups of Indochinese gray langurs (Trachypithecus 
crepusculus) (60-100 individuals, n=6) were observed at 
Wuliangshan Mountain (Fan et al, 2014). Bisexual groups of 

Phayre's leaf monkeys include OMGs (48.4%), TMGs (24.9%) 
and three-male, multi-female groups (15.9%) (Koenig & Borries, 
2012). The diverse social organization of Trachypithecus species 
are adaptations to diverse habitat environments (including natural 
and social environments) and are also the result of both 
environmental pressure and phylogeny. 

Shortridge's capped langurs (Trachypithecus shortridgei) 
(Wroughton, 1915) are now considered as a separate species 
from capped langurs (T. pileatus) (Groves, 2001) and to only 
distribute in the Dulongjiang valley, northwest Yunnan, China 
(Cui et al, 2015) and northeastern Myanmar (Groves, 2001; 
Htun et al, 2008; Pocock, 1939). T. shortridgei is categorized as 
Endangered on the IUCN Red List (Htun et al, 2008) and is listed 
in CITES Appendix I (CITES, 2014). In China it is a Category I 
protected species under Chinese animal conservation laws, and 
in Myanmar it is protected under the national Wildlife Protection 
Law (Htun et al, 2008).. In India, capped langur (Trachypithecus 
pileatus) groups usually consist of 8-11 individuals (Solanki, 2007, 
2008), usually forming OMGs and occasionally TMGs (Mukherjee, 
1978) or MMGs (Green, 1981; Mukherjee, 1978; Mukherje et al, 
1995; Solanki, 2007; Stanford, 1991, 1987, 1988). Non-breeding 
individuals live solitarily or in AMGs (Choudhury, 1988; Green, 
1981; Stanford, 1991, 1988). 

Although Shortridge's langurs were first found in China since 
1972, little is known about this species. Community interview 
indicated that they live in bisexual groups of 10-30 individuals, 
and only 19 groups with 250-370 individuals have been found in 
the Dulongjiang region of Yunnan, China (Cui et al, 2015). To 
date, knowledge on their social organization remains very little. 
In this study, we aim to clarify some basic information of T. 
shotridgei: (1) whether its bisexual  group size is 10-30 or 
approximately 10 indicdiuals similar to that of T. pileatus; (2) 
whether its social organization is OMG or MMG; (3) the number 
of adult females in bisexual group and (4) the age-sexal 
composition of bisexual group and its dynamic trends.  

 
MATERIALS AND METHODS 

 
Study area 
The study area is located in the Dulongjiang region, Gongshan 
County, northwest Yunnan, China, and neighbors with Chayu in 
Tibet to the north and with Kachin in Myanmar to the south and 
west. East and west of Dulongjiang River are the west side of 
Gaoligongshan Mountain and the east side of the Dandanglika 
Mountains, respectively. The Gaoligongshan Mountain and 
Dandanglika Mountains are south-north oriented, descending 
from north to south and are featured with significant altitudinal 
differences (4 000 m maximum) and steepness. Under the 
influence of southwest monsoon and topographic features, the 
climate of the Drung River Basin is quite mild. Average yearly 
temperature was 14.5 °C during 2010-2012; the difference in 
average monthly temperature was 15.0 °C; the highest and 
lowest average temperature occurred in August (21.6 °C) and 
January (6.6 °C). The rain season is from February to October; 
average yearly precipitation was 2 745.1 mm, with two peak 
periods of precipitation from March to April and from June to 
September, respectively. The Drung region is characterized by  
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Figure 1 Average monthly temperature and precipitation in the Dulongjiang valley from January 2010 to December 2012 

 
dense forests and obvious vertical zonality in vegetation. The 
vegetation type from low to high altitude is monsoonal 
evergreen broad-leaved forests (1 200–1 500 m), montane 
moist evergreen broad-leaved forests (1 500–2 400 m), mixed 
broadleaf-conifer forests (2 400–2 800 m), cold temperate 
coniferous forests (2 800–3 000 m), frigid-temperate coniferous 
forest (3 000–3 700 m) and alpine scrubs and meadows (>3 
700 m) (He & Li, 1996). 

 
Study subject  
The study subjects included five groups (group A, B, C, D, E) of 
Shortridge’s langurs inhabiting the Silaluo region (N27o47′, 
E98o19′) in the Dulongjiang valley. Age-sex composition of the 
species was distinguished according to body size, body color 
and other morphological features (Table 1). Except for one adult 
female with a chopped tail (its length is approximately 10 cm), 
others were not individually differentiated.  

 
Method 

Although an observing location (1 500 m a.s.l.) with open 
view was found on the mountain facing the activity areas of the 

langurs, the steep terrain and dense forests inhibited our 
observation. Therefore, all observations were conducted along 
the road opposite the activity areas of the monkey, so we only 
observed activities of the groups in areas between the riverside 
(approximately 1 420 m) and the elevation of 1 700 m. 

From August 2012 to September 2013 (except December 
2013), surveys were conducted daily during 0700–1830 in 
Silaluo-Pukawang region of the Dulongjiang valley. When 
monkeys were sighted, we observed them in the distance of  60-
800 m by binoculars (Olympus 10×42 EXWP I) or monoculars 
(Leica Televid 77, 8×42). Age–sex compositions of the groups 
were recorded when they were crossing areas with open view 
(such as naked rocks or forest gaps). A topographic map (1: 50 
000) of the study area was subdivided into small squares (250 
m×250 m) and the locations of groups were recorded on the map 
every 30 min.  

Due to the steep terrain and dense forests, it was not 
possible to continuously track groups or recognize individuals, 
so the birth season was only roughly estimated based on 
information acquired from group observations and the number 
and morphological chacteristics of infants.  

Table 1 Features of different age-sex classes  of Trachypithecus shortridgei 

Age/Gender  Features 

Adult males 

Largest (15-20%) and stronger than adult females; black face, hand and foot, and tip of tail; tail is long and strong, and light black 

except for white ventro-base; small black spots on top of head; color from center to peripheral of the back transits from black to 

gray-black; gray-black in lateral thigh; color from waist to base of tail is silvery white; other body parts is silver; whiskers long and 

obvious along both sides of face; penis occasionally shown.  

Adult females 
Larger than juveniles; body color close to males; whiskers less obvious than males; tail long and slim; nipples flesh-color or pink, 

long and downward; usually found around infants. 

Juveniles 
Larger than infants; face and extremities black; back and lateral limbs gray-black; abdomen and internal limbs silver; whiskers 

appears along both sides of face; tail slim and black; tip of tail white in juveniles 1-2 years old. 

Infants 

Under a year old; an orange body except flesh-colored face, limbs and ears, but with a black line in the center and lateral back; 

face and extremities black and base of tail silver in two-month-olds; silver body, tail silver to black from base to tip in eight-month-

olds; top of head white; long and white whiskers; usually accompanied by females or juveniles.  
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RESULTS 
 
Bisexual groups of Shortridge’s langur at the Dulongjiang valley 
were composed of one-male, multi-female and their immatures. 
Average group size was 8 (7-9) individuals, including one adult 
male, 2-3 adult females and up to five offspring. The ratio of 
adult males to females (M/F) was 1:2.9; infants (I/F) to females 
was 1:2.2 and adults to immature individuals (Ad/Im) was 1:1.2. 
Although a possible solitary male was observed at Qinlangdang 
south (30 km straight distance) of our study area and 12 single 
male individuals were previously surveyed at Pianma, Lushui; 
neither a all-male group  nor solitary males were observed  in 
our study area. The increasing size of group D was directly 
resulted from the birth of infants in the group. However, as we 
were unable to recognize individuals, it was not possible to 
determine the underlying mechanisms of variations in the 
number of individuals (Table 2). 

One infant in group D was born sometime between 9 March  
and 6 April 2013. According to its morphological characteristics, 
we assumed the infant to be two weeks old on 6 April. Another 
infant in group D was born sometime during 7 April-23 May, 
2013. One infant in group E was approximately 1-2 weeks old 
when it was first sighted and it was assumed born sometime 
during 22-31July 2013. Therefore, we concluded that the brith 
season of Shortridge’s langurs in the Dulongjiang valley was 
from March to July.   

In 2012, 11 females gave birth to six infants (birth rate=0.55), 
and three infants were produced by six females (birth rate=0.5) 
in 2013, which demonstrated an overall birth rate of 0.56 during 
the study period. From 2012 to 2013, three infants were 
produced by three females in group D. These results indicate 
that Shortridge’s langurs produce one infant every two years.  

This study ran for 299 days (2 343.9 h), of which 69 days was 
used for observation and 63 days for scanning record (273 h). 
Thirty-nine habitat squares, totaling 2.44 km2, were utilized by 
the five groups. Although habitat overlap among the different 
groups was 33%, no direct competition was observed. We 
therefore assumed that the monkeys might avoid competition 
through using habitats at different time periods.  

 
DISCUSSION 

 
Group size in colobine varies from three to several hundred, 
living in small families or larger group (Newton & Dunbar, 1994). 
Shortridge’s langurs at the Dulongjiang valley usually live in 
small groups of 7-9 (8 on average) individuals, which were 
much smaller than those estimated in community interviews 
(10-30 individuals, Cui et al, 2015), but were comparable with 
group sizes (approximately 10 individuals) of capped langur (T. 
pileatus) (Kumar & Solanki, 2008; Solanki et al, 2007), 
Delacour's langur (T. delacouri) (Workman, 2010), white-
headed langur (T. leucocephalus) (Jin et al, 2009), purple-faced 
langur (T. vetulus) (Vandercone et al, 2012), François' langur (T. 
francoisi) (Huang et al, 2006, 2007; Li & Wei, 2012) and Gee's 
golden langur (T. johnii) (Roy et al, 2012); whereas, smaller 
than those of other species, such as cantor’s dusky leaf 
monkey (T. obscurus halonifer) (Md-Zain & Ch’ng, 2011) and 

Javan lutung (T. auratus sondaicus) (Tsuji et al, 2013).  
Group size is affected by the spatial and temporal distribution 

of food resources, predator pressures and foraging strategies of 
individuals. When predator pressure is low and food patches 
are small and/or abundant, group sizes are usually small; when 
food patches are large and food is high in variety but low in 
abundance, group sizes are usually large. When population 
densities are high, populations are limited by habitat quality 
(Newton & Dunbar, 1994). Fan et al (2014) found that large 
groups of Indochinese gray langurs (Trachypithecus 
crepusculus) were dependent on the high variety of food 
resources. The high overlap (33%) of habitats observed in the 
Shortridge’s langurs at the Dulongjiang valley indicated that 
habitat limitations may have confined population expansion. 
During our study, no natural enemies of the Shortridge’s langurs 
were found, suggesting low predator pressure, whereas, human 
activities (such as illegal hunting) may have disturbed the 
populations. The small Shortridge’s langur populations may be 
the result of all these interactions. However, the specific factors 
underlying population size can only be determined by 
systematic research in gradient environments (various habitat 
qualities and human disturbance).  

Bisexual groups of many Trachypithecus species are OMGs, 
though MMGs are occasionally observed (Kirkpatrick, 2007; 
Newton & Dunbar, 1994). Bisexual groups in Shortridge’s langurs 
at the Dulongjiang valley usually included one male adult, 2-3 
female adults and up to five immature offspring, which is quite 
similar with that of T. vetulus (Vandercone et al, 2012), T. francoisi 
(Huang et al, 2006, 2007; Li & Wei, 2012), T. obscurus (Md-Zain 
& Ch’ng, 2011), T. phayrei (Koenig et al, 2004), T. johnii (Roy et al, 
2012) and T. auratus (Tsuji et al, 2013).  

The number of male adults in a breeding group is irrelevant to 
population density, weather conditions and male mortality rate 
(Newton & Dunbar, 1994), but is correlated with predator 
pressure, number of females and reproduction synchronicity 
(Kappeler & van Schaik, 2002; Mitani et al, 1996; Nunn, 1999; 
van Schaik & Hőrstermann, 1994). For example, predator 
pressure (such as eagles) increased the numbers of adult 
males from one to two in breeding groups of howler monkeys 
and colobus monkeys, whereas, breeding groups of langurs 
that inhabit the same environment, but without predator 
pressure, are composed of OMG (van Schaik & Hőrstermann, 
1994). The number of males is also affected by the number of 
females, which are restrained by food resources and population 
size (Andelman, 1986; Crockett & Eisenberg, 1987; Dunbar, 
1988; Terborgh, 1986). The reproduction strategy of males 
depends on the number of estrous females that can be 
monopolized by males, which is correlated with both the 
number of adult females and their reproduction synchronicity 
(Emlen & Oring, 1977, Wrangham, 1980). Moreover, the 
percentage of OMGs is also influenced by the number of adult 
females and their reproduction synchronicity (Srivastava & 
Dunbar, 1996). Theoretically, one male HanumanLangur 
(Semnopithecus entellus) can monopolize up to 12 adult 
females, but once the number of females has exceeded this 
limitation, more than one male would be expected in a breeding 
group (Newton, 1988). 
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Extreme reproductive synchronicity (either too high or too low) 
decreases the ability of males to monopolize females, and only 
moderate reproduction synchronicity can enhance the 
monopolization (Emlen & Oring, 1977). Monopolizaiton ability of 
the male can also be enhanced by the concentrated distribution 
of females and its more non-feeding time (van Schaik & van 
Van Hoof, 1983). On average, only five adult females were 
observed in OMGs of white-headed langur, which may result 
from low overall numbers of adult females (Jin et al, 2009). 
OMGs of Shortridge’s langur at the Dulongjiang valley had only 
three adult females, whereas, the number of adult females in 
OMGs of other species of Trachypithecus are usually 4-5 
(ranging from 2 to 14) (Table 3). Although the reproduction 
synchronicity of female Shortridge’s langurs cannot be precisely 
determined, the scattered birth pattern suggests low synchrony. 
According to our study, females basically moved within the view 
field of males and the feeding time of adult males was 5.9%. 
Therefore, the number of adult males was correlated with both 
low predator pressure and the small number of adult females. 

Although OMGs of Shortridge’s langurs at the Dulongjiang 
valley contained only a few adult females, the ratio of adults to 
immature individuals (1:1.2) indicated their increasing potential. 
The ratio of OMGs in genus of Trachypithecus is 0.5-2, but that 
of most of other species is less than 1:1 (Solanki et al, 2007; 
Workman, 2010; Jin et al, 2009; Vandercone et al, 2012; 
Koenig et al, 2004; Koenig & Borries 2012; Roy et al, 2012; 
Tsuji et al, 2013), suggesting a significant trend of decreasing 
population. In the future, factors influencing population increase, 
such as human disturbance, habitat quality and inter-specific 
competition, should be explored. 

Bisexual groups of genus of Trachypithecus are composed 
typically of OMGs and occasionally of MMGs. For example, 
MMGs in T. leucocephalus and T. pileatus account for 9-10% 
and 10-25%, respectively; and TMGs in T. delacouri and T. geei 
account for 29% and 67%, respectively (Table 3). The number 
of adult males in MMGs is mostly two and occasionally three 
(Koenig & Borries, 2012) and theri adult females are less than 
those in OMGs (T. Pileatus: Solanki et al, 2008; T. delacouri: 
Workman, 2010; T. leucocephalus: Li & Rogers, 2004; Jin et al, 
2009), but the number of adult females in MMGs and OMGs of 
white-headed langurs (T. Leucocephalus) exhibit no differences. 
These phenomena indicate that MMG is not a strategy of males 
to monopolize more females (Jin et al, 2009). The occurrence 
of MMGs in white-headed langurs is the result of male 
replacement (Jin et al, 2009; Li & Rogers, 2004), which finally 
changes into OMGs or non-breeding groups (Jin et al, 2009). 
So the formation of MMGs in species of colobus may be age-
graded or is only a temporary phenomenon during the process 
of male replacement (Jin et al, 2009; Sterck & Hooff, 2000).  

Other than bisexual groups, there are also non-breeding 
groups and solitary males. Non-breeding groups mainly consist of 
males and occasionally females, suggesting that males play vital 
roles in sex dispersal (Jin et al, 2009; Kirkpatrick, 2007; Newton & 
Dunbar, 1994). In our study, no all-male group or a solitary male 
were observed, although 12 solitary males were previously 
reported in Fugong and Lushui counties near Myanmar. A similar 
phenomenon was also reported in species of colobus (Jin et al, 

2009; Kirkpatrick et al, 1998; Newton & Dunbar, 1994). All-
male groups were reported in white-headed langurs, but no 
in Shortridge’s cpped langurs, which are important for 
promoting genetic communication among different 
populations and in avoiding inbreeding. However, the reason 
why all-male groups were not observed in our study is worth 
future exploration, for instance, wether they were poached 
or immigrated into other groups.  

Under the influence of the warm and humid current brought 
by the southeast monsoon, the Dulongjiang valley experiences 
high precipitation, and has small yearly temperature variations 
(≤15 °C), with an average yearly temperature of 14.5 °C. The 
vegetation consists predominately of monsoon evergreen 
broad-leaved forests, warm temperate evergreen broad-leaved 
forest and broad-leaved deciduous forest, which provides many 
kinds of plant speices and abundant food resources for wild 
animals. Shortridge’s langurs at the Dulongjiang valley have a 
long birth period (March to July) and scattered birth pattern. At 
the Pakhui Wildlife Sanctuary in India, the average highest 
and lowest yearly temperature is 28 °C and 19 °C, respectively, 
and the yearly average precipitation is 2 040 mm. Its optimal 
weather results in various vegetations, dominated by tropical 
ever-green and semi-evengreen broad-leaved forests and 
semitropical forest (Champion & Seth, 1968). Although local 
capped langur (T. pileatus) exhibits a birth peak, the birth 
pattern is very scattered (December to April next year) (Solanki 
et al, 2007). The scattered birth patterns in these two primates 
are likely adaptations to abundant food and mild seasonal 
changes in weather conditions and food resources. Conversely, 
blank-and-white snub-nosed monkeys inhabit temperate zones 
at high altitude with low temperatures, resulting in food shortage 
and severely seasonal changes in weather and food resources, 
and thus strict birth seasonality is found in their birth patterns. 
To ensure successful reproduction and increase fitness, these 
two primate species use different birth patterns to cope with 
specific environmental pressures. 

In summary, Shortridge’s langurs at the Dulongjiang valley 
are composed of one-male, multi-female groups without all-
male groups, but with solitary males, which usually keeped 
distances from the breeding groups. There were, on average, 
eight individuals in each group and large habitat overlap 
between groups. The number of adult females in bisexual group 
was usually 2-3, smaller than the number in most species of 
Trachypithecus, which suggests a possible correlation between 
small number of adult females and limited suitable habitat and 
illegal hunting. Age structure of Shortridge’s langurs indicated a 
trend of increasing potential. In the future, suitable habitat and 
threatening factors regarding Shortridge’s langurs should be 
explored, and their population densities should be more 
precisely evaluated, from which feasible protection suggestions 
can be established. 

 
ACKNOWLEDGEMENTS 
 
Special thanks are given to the Nujiang Administrative Bureau of Gaoligongshan 

Nature Reserve for their support, Ding SQ and Meng XJ for their field assistance, 

and two anonymous reviewers for their useful suggestions. 



 

 Zoological Research  36(1): 152-160, 2015 159

REFERENCES 
 

Andelman SJ. 1986. Ecological and social determinants of cercopithecine 

mating systems. In: Rubenstein DI, Wrangham RW. Ecological Aspects of 

Social Evolution: Birds and Mammals. Princeton: Princeton University 

Press, 201-216.  

Boinski S, Garber PA. 2000. On the Move: How and Why Animals Travel in 

Groups. Chicago: University of Chicago Press.  

Boonratana R. 1998. Wildlife survey training at Dong Hua Sao and Phou 

Xiang Thong National Biodiversity Conservation Areas, Lao RDR. 

IUCN/LSFP, Vientiane.  

Bose J. 2003. ‘Search for a Spectacle’: A conservation Survey of Phayre’s 

Leaf Monkey (Trachypithecus phayrei) in Assam and Mizoram. Wildlife 

Trust of India. 

Charles-Dominique P. 1978. Solitary and gregarious prosimians: evolution 

of social structures in primates. In: Chivers DJ, Joysey KA. Recent 

Advances in Primatology, vol. 3. Evolution. London: Academic, 139-149.  

Champion SHG, Seth SK. 1968. A Revised Survey of the Forest Types of 

India. Delhi: Manager of Publications.  

Choudhury A. 1988. Phayre’s leaf monkey (Trachypithecus phayrei) in 

Cachar. Journal of Bombay Natural History Society, 85: 485-492. 

Clutton-Brock TH, Harvey PH. 1977. Primate ecology and social 

organization. Journal of Zoology, 183(1): 1-39.  

CITES. 2014. Convention on International Trade in Endangered Species of 

Wild Fauna and Flora. Appendices I, II and III. Http://www.cites. 

org/eng/app/appendices.php [accessed 20 November 2014]. 

Crockett CM. Eisenberg JF. 1987. Howlers: variation in group size and 

demography. In: Smutes BB, Cheney DL, Seyfarth RM, Wrangham RW, 

Stuhsaker TT. Primate Societies. Chicago: University of Chicago Press, 54-68.  

Crook JH, Gartlan JS. 1966. Evolution of primate societies. Nature, 

210(5042): 1200-1203.  

Cui LW, Huo S, Zhong T, Xiang ZF, Xiao W, Quan RC. 2008. Social 

organization of black-and-white snub-nosed monkeys (Rhinopithecus bieti) 

at Deqin, China. American Journal of Primatology, 70(2): 169-174.  

Cui LW, Li YC, Li JF, He XY, Ma C, Scott MB, Li DH, Sun J, Sun WM, Xiao 

W. 2015. Distribution and conservation status of Shortridge’s capped 

langurs (Trachypithecus shortridgei) in Yunnan, China. Oryx, (in press). 

Dunbar RIM. 1988. Primate Social Systems. Beckenham: Croom Helm.  

Eisenberg JF, Muckenhirn NA, Rudran R. 1972. The relation between 

ecology and social structure in primates. Science, 176(4037): 863-874.  

Emlen ST, Oring, LW. 1977. Ecology, sexual selection, and the evolution of 

mating systems. Science, 197(4300): 215-223.  

Fan PF, Garber P, Ma C, Ren GP, Liu CM, Chen XY, Yang JX. 2014. High 

dietary diversity supports large group size in Indo-Chinese gray langurs in 

Wuliangshan, Yunnan, China. American Journal of Primatology, doi: 

10.1002/ajp.22361.  

Green KM. 1981. Preliminary observations on the ecology and behavior of 

the capped langur, Presbytis pileatus, in the Madhupur Forest of 

Bangladesh. International Journal of Primatology, 2(2): 131-151.  

Groves CP. 2001. Primate Taxonomy. Washington and London: 

Smithsonian Institution Press.  

Grueter CC. 2013. The Biology of the Snub-nosed Monkeys, Douc Langurs, 

Proboscis Monkeys, and Simakobus. New York: Nova Science Publishers, Inc.  

Hamilton W, Bulger J. 1992. Facultative expression of behavioral 

differences between one-male and multimale savanna baboon groups. 

American Journal of Primatology, 28(1): 61-71.  

Harding LE. 2011. Trachypithecus delacouvi (Primates: Cercopithecidae). 

Mammalian Species, 43(1): 118-128.  

He DM, Li H. 1996. The Synthetical reserch of  Dulong river and Dulong 

nationality. In: He DM, Li H. The Synthetical reserch of  Dulong river and 

Dulong nationality. Kunming. Kunming: Yunnan Science and Technology 

Press, 1-24.  

Htun S, Long YC, Richardson M. 2008. Trachypithecus shortridgei. In: 

IUCN 2014. The IUCN Red List of Threatened Species, Version 2014. 3 

[online]. Available: Http: www.iucnredlist.org [Accessed 4 May 2015].  

Hu G, Dong X, Luo HZ, Su XW, Li DY, Zhou CQ. 2011. The distribution and 

population dynamics of François’ langur over the past two decades in 

Guizhou, China and threats to its survival. Acta Theriologica Sinica, 31(3): 

306-311. (in Chinese) 

Huang CM, Zhou QH, Li YB, Cai XW, Wei FW. 2006. Activity rhythm and 

diurnal time budget of François langur (Trachypithecus françoisi) in 

Guangxi, China. Acta Theriologica Sinica, 26(4): 380-386. (in Chinese) 

Huang ZH, Zhou QH, Li YB, Wei SM, Wei H, Huang SM. 2007. Daily activity 

pattern and time budget of François langur Trachypithecus françoisi in Longgang 

Nature Reserve, China. Acta Zoologica Sinica, 53(4): 589-599. (in Chinese) 

Jin T, Wang DZ, Zhao Q, Yin LJ, Qin DG, Ren WZ, Pan WZ. 2009. Social 

organization of white-headed langurs (Trachypithecus leucocephalus) in the 

Nongguan Karst Hills, Guangxi, China. American Journal of Primatology, 

71(3): 206-213.  

Kappeler PM. 1999. Convergence and nonconvergence in primate social 

systems. In: Fleagle JG, Janson CH, Reed KA. Primate Communities. 

Cambridge: Cambridge University Press, 158-170.  

Kappeler PM. 2000. Primate males: History and theory. In: Kappeler PM. 

Primate Males. Cambridge: Cambridge University Press, 3-7.  

Kappeler PM, van Schaik CP. 2002. Evolution of primate social systems. 

International Journal of Primatology, 23(4): 707-740.  

Kirkpatrick RC. 1996. Ecology and Behavior of the Yunnan Snub-Nosed 

Langur Rhinopithecus bieti (Colobinae). Ph. D. dissertation. University of 

California, Davis.  

Kirkpatrick PC. 2007. The Asian colobines: diversity among leaf-eating 

monkeys. In: Campbell CJ, Fuentes A, MacKinnon KC, Panger M, Bearder 

SK. Primates in Perspective. New York: Oxford University Press, 186-200.  

Kirkpatrick RC, Long YC, Zhong T, Xiao L. 1998. Social organization and 

range use in the Yunnan snub-nosed monkey Rhinopithecus bieti. 

International Journal of Primatology,  19(1): 13-51.  

Koenig A, Borries C. 2012. Social organization and male residence pattern 

in Phayre’s leaf monkeys. In: Kappeler PM, Watts DP. Long-Term Field 

Studies of Primates. Berlin: Springer, 215-236.  

Koenig A, Larney E, Lu A, Borries C. 2004. Agonistic behavior and 

dominance relationships in female Phayre’s leaf monkeys: preliminary 

results. American Journal of Primatology, 64(3): 351-357.  

Kumar A, Solanki GS. 2008. Population status and conservation of capped 

langurs (Trachypithecus pileatus) in and around Pakke Wildlife Sanctuary, 

Arunachal Pradesh, India. Primate Conservation, 23: 97-105.  

Li GS, Chen YX, Sun WM, Wang XW, Huang ZP, Li YP, Xiang ZF, Ding W, 

Xiao W, Li M. 2014. Preliminary observation of population status and social 

organization of Rhinopithecus strykeri in Pianma Town, Nujiang County, 

China. Acta Theriologica Sinica, 34(4): 323-328. (in Chinese)  



 

www.zoores.ac.cn 160 

Li YB, Wei ZY. 2012. Survey on distdbufion and populafion of 

Trachypithecus francoisi in Nongdeng, Fusui of Guangxi. Journal of Anhui 

Agricultural Sciences, 40(26): 12952-12953, 12956. (in Chinese) 

Li ZY, Rogers E. 2004. Social organization of white-headed langurs 

Trachypithecus leucocephalus in Fusui, China. Folia Primatologica, 75(2): 

97-100.  

Md-Zain BM, Ch’ng CE. 2011. The activity patterns of a group of cantor’s 

dusky leaf monkeys (Trachypithecus obscurus halonifer). International 

Journal of Zoological Research, 7(1): 59-61.  

Medhi R, Chetry D, Bhattacharjee PC, Patiri BN. 2004. Status of 

Trachypithecus geei in a rubber plantation in Western Assam, India. 

International Journal of Primatology, 25(6): 1331-1337.  

Mitani JC, Gros-Louis J, Manson JH. 1996. Number of males in primate 

groups: Comparative tests of competing hypotheses. American Journal of 

Primatology, 38(4): 315-332.  

Mukherjee RP. 1978. Further observations on the golden langur (Presbytis 

geei KHAJURIA, 1956) with a note to capped langur (Presbytis pileatus 

BLYTH, 1843) of Assam. Primates, 19(4): 737-747.  

Mukherjee RP. 1982. Survey of non-human primates of Tripura. Zoological 

Journal of the Linnean Society, 34: 70-81.  

Mukherjee RP, Chaudhuri S, Murmu A. 1995. Population survey of South-

Asian non-human primates in and around Darjeeling. Primate Report, 41: 

23-32.  

Newton PN. 1988. The variable social organization of Hanuman langurs 

(Presbytis entellus), infanticide, and the monopolization of females. 

International Journal of Primatology, 9(1): 59-77.  

Newton PN, Dunbar RIM. 1994. Colobine monkey society. In: Davies AG, 

Oates JF. Colobine Monkeys: Their Ecology, Behaviour, and Evolution. 

Cambridge: Cambridge University Press, 311-346. Nunn CL. 1999. The 

number of males in primate social groups: A comparative test of the 

socioecological model. Behavioral Ecology and Sociobiology, 46(1): 1-13.  

Pocock RI. 1939. The Fauna of British India, Including Ceylon and Burma. 

Mammalia 1: Primates and Carnivora (in part), Families Felidae and 

Viverridae. London: Taylor & Francis. 

Preuschoft S, Paul A. 2000. Dominance, egalitarianism, and stalemate: An 

experimental approach to male-male competition in Barbary macaques. In: 

Kappeler PM. Primate Males: Causes and Consequences of Variation in 

Group Composition. Cambridge: Cambridge University Press, 205-216.  

Qi XG, Garber PA, Ji WH, Huang ZP, Huang H, Zhuang P, Guo ST, Wang 

XW, He G, Zhang P, Li BG. 2014. Satellite telemetry and social modeling 

offer new insights into the origin of primate multilevel societies. Nature 

Communications, 5: Article number: 5296 doi: 10.1038/ncomms6296.  

Qi XG, Li BG, Garber PA, Ji WH, Watanabe K. 2009. Social dynamics of the 

golden snub-nosed monkey (Rhinopithecus roxellana): female transfer and 

one-male unit succession. American Journal of Primatology, 71(8): 670-679.  

Roy D, Ashokkumar MA, Desai AA. 2012. Foraging ecology of Nilgiri 

Langur (Trachypithecus johnii) in Parimbikulam Tiger Reserve, Kerala, India. 

Asian Journal of Conservation Biology, 1(2): 92-102.  

Solanki GS, Kumar A, Sharma BK. 2007. Reproductive Strategies of 

Trachypithecus pileatus in Arunachal Pradesh, India. International Journal 

of Primatology, 28(5): 1075-1083.  

Solanki GS, Kumar A, Sharma BK. 2008. Winter food selection and diet 

composition of capped langur (Trachypithecus pileatus) in Arunachal 

Pradesh, India. Tropical Ecology, 49(2): 157-166.  

Srivastava A, Dunbar RIM. 1996. The mating system of Hanuman langurs: 

a problem in optimal foraging. Behavioral Ecology and Sociobiology, 39(4): 

219-226.  

Stanford, CB. 1987. Ecology of the capped langur (Presbytis pileata) in 

Bangladesh. American Journal of Primatology, 12(3): 373. 

Stanford, CB. 1988. Ecology of the capped langur and Phayre’s leaf 

monkey in Bangladesh. Primate conservation, (9): 125-128. 
Stanford CB. 1991. Social dynamics of intergroup encounters in the capped 

langur (Presbytis pileata). American Journal of Primatology, 25(1): 35-47.  

Sterck EHM, Hooff JARAM. 2000. The number of males in langur groups: 

monopolizability of females or demographic processes. In: Kappeler PM. 

Primate Males: Causes and Consequences of Variation in Group 

Composition. Cambridge: Cambridge University Press, 120-129.  

Terborgh J. 1986. The social systems of new world primates: adaptionist’s 

view. In: Else JG, Lee PC. Primate Ecology and Conservation. Cambridge 

University Press, 199-211.  

Timmins RJ, Steinmetz R, Poulsen MK, Evans TD, Duckworth JW, 

Boonratana R. 2013. The Indochinese silvered leaf monkey Trachypithecus 

germaini (Sensu lato) in Lao PDR. Primate Conservation, 26: 75-87.  

Tsuji A, Widayati KM, Hadi I, Suryobroto B, Watanabe K. 2013. 

Identification of individual adult female Javan lutungs (Trachypithecus 

auratus sondaicus) by using patterns of dark pigmentation in the pubic area. 

Primates, 54(1): 27-31.  

Vandercone RP, Dinadh C, Wijethunga G, Ranawana K, Rasmussen DT. 

2012. Dietary Diversity and Food Selection in Hanuman Langurs 

(Semnopithecus entellus) and Purple-Faced Langurs (Trachypithecus 

vetulus) in the Kaludiyapokuna Forest Reserve in the Dry Zone of Sri 

Lanka. International Journal of Primatology, 33(6): 1382-1405.  

van Hooff JARAM. 2000. Relationships among non-human primate males: 

A deductive framework. In: Kappeler PM. Primate Males: Causes and 

Consequences of Variation in Group Composition. Cambridge: Cambridge 

University Press, 183-191.  

van Schaik CP, van Hooff JARAM. 1983. On the ultimate causes of primate 

social systems. Behaviour, 85(1): 91-117.  

van Schaik CP, Hőrstermann M. 1994. Predation risk and the number of 

adult males in a primate group: a comparative test. Behavioral Ecology and 

Sociobiology, 35(4): 261-272.  

van Schaik CP, Kappeler PM. 1997. Infanticide risk and the evolution of 

male–female association in primates. Proceedings of the Royal Society of 

London. Series B: Biological Sciences, 264(1388): 1687-1694.  

Workman C. 2010. The Foraging Ecology of the Delacour’s Langur 

(Trachypithecus delacouri) in Van Long Nature Reserve, Vietnam. Ph. D. 

Dissertation, Duke University.  

Wrangham RW. 1980. An ecological model of female-bonded primate 

groups. Behaviour, 75(3): 262-300.  

Wroughton RC. 1915.  Bombay Natural History Society’s Mammal Survey 

of India, Burma and Ceylon. Report No. 16. Dry Zone, central Burma and 

Mt. Popa. Journal of the Bombay Natural History Society. 23: 460-480 

 Zheng XJ. 1993. A primary study on the ecology of Presbytis phayrei 

shanicus. In: Ye ZZ. Langur Biology. Kunming: Yunnan Science and 

Technology Press, 52-69. (in Chinese)  

Zhou QH, Huang CM, Li M, Wei FW. 2009. Sleeping site use by 

Trachypithecus francoisi at Nonggang Nature Reserve, China. International 

Journal of Primatology, 30(2): 353-365. 



ZOOLOGICAL RESEARCH  
 

 

 

Science Press Zoological Research  36(1): 161-166, 2015 161

Establishment of HIV-1 model cell line GHOST(3) with 
stable DRiP78 and NHERF1 knockdown 

 
Lin ZHANG1,†, Xu-He HUANG2,†, Ping-Ping ZHOU2, Guo-Long YU2, Jin YAN2, Bing QIN2, Xin-Ge YAN2, Li-Mei DIAO2, 
Peng LIN2, Yi-Qun KUANG1,2,* 

1 Center for Translational Medicine, Huaihe Clinical Institute, Henan University, Kaifeng 475000, China 
2 Guangdong Institute of Public Health and Institute of AIDS Control and Prevention, Guangdong Center for Disease Control and 

Prevention, Guangzhou 510433, China 

 
 
ABSTRACT 

 
Chemokine receptors CXCR4 and CCR5 are 
indispensable co-receptors for HIV-1 entry into host 
cells. In our previous study, we identified that 
dopamine receptor-interacting protein 78 (DRiP78) 
and Na+-H+ exchanger regulatory factor 1 (NHERF1) 
are the CXCR4 and CCR5 homo- or hetero-dimer-
interacting proteins. DRiP78 and NHERF1 are able 
to influence the co-receptor internalization and 
intracellular trafficking. Over-expression of NHERF1 
affects the ligands or HIV-1 gp120-induced CCR5 
internalization and HIV-1 production. It is reasonable 
to speculate that DRiP78 and NHERF1, as well as 
the signaling pathways involved in viral replication, 
would probably affect HIV-1 replication through 
regulating the co-receptors. In this present study, we 
designed two short hairpin RNAs (shRNAs) targeting 
the DRiP78 and NHERF1, respectively, and 
constructed the pLenti6/BLOCK-iT-DEST lentiviral 
plasmids expressing DRiP78 or NHERF1 shRNA. 
The packaged lentiviruses were used to transduce 
the widely-applied HIV-1 model cell line GHOST(3). 
Then, cells with stable knockdown were established 
through selecting transduced cells with Blasticidin. 
This study, for the first time, reported the 
establishment of the GHOST(3) with DRiP78 and 
NHERF1 knockdown, which is the first stable cell 
line with HIV-1 co-receptor-interacting molecular 
defects. 

Keywords: HIV-1; DRiP78; NHERF1; shRNA; 
GHOST(3) cells 
 
INTRODUCTION 
 
Human immunodeficiency virus type 1 (HIV-1) is the etiological 
agent of human acquired immunodeficiency syndrome (AIDS) 
that severely threats human health worldwide during the past 

three decades. The chemokine receptors CXCR4 and CCR5 
are co-receptors for HIV-1 entry into host CD4+ cells. Their 
ligands can strongly inhibit the replication of HIV-1 (Deng et al, 
1996; Feng et al, 1996). Previous studies showed that after 
infection, CXCR4- and CCR5-tropic HIV-1 could activate 
different signaling pathways and thereafter result in different 
gene expression profiles (Cicala et al, 2006), suggesting that 
these two receptors can mediate different internalization and 
intracellular transport pathways to complete the infection and 
replication of the virus into host cells. Dopamine receptor-
interacting protein 78 (DRiP78), also known as DnaJC14, Jiv or 
HDJ3, is a member of the heat shock proteins of the Hsp40 
family (Kelley, 1998). Proteins of this family contain a J model 
domain composed of 70 amino acids, which plays an important 
role in raising the Hsp70 family membership and stimulating 
ATP hydrolysis during chaperone processing. DRiP78 is a 
molecular chaperone binds to endoplasmic reticulum and is 
involved in the regulations of a variety of Guanosine-binding 
protein coupled receptors (GPCR), including D1 dopamine 
receptor, M2 muscarinic receptor, AT1 angiotensin II receptor, 
adenosine receptor and the β2 adrenergic receptor of cell 
membrane transport (Bermak et al, 2001; Dupré et al, 2007; 
Leclerc et al, 2002; Málaga-Diéguez et al, 2010). Meanwhile, 
DRiP78 is also involved in the regulations of Gβγ subunit of G 
protein assembly (Dupré et al, 2007). 1 

Na+-H+ exchanger regulatory factor 1 (NHERF1) is an 
adaptor protein binds to a variety of GPCR. NHERF1, also 
called Ezrin-Radixin-Moesin binding phosphate phosphoprotein 
50 (EBP50), is consisted with three functional domains, 
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including two N-terminal tandem PDZ domains and one C-end 
Ezrin-Radixin-Moesin (ERM) domain (Hung & Sheng, 2002). 
NHERF1 is an important factor of protein kinase in inhibiting 
Na+/H+ exchange isoform 3 (NHE-3) and was initially identified 
in 1987 (Weinman et al, 1995). Studies showed that NHERF1 is 
involved in lots of events related with   GPCR, ion channels, as 
well as transporter recycling and sorting (Cao et al, 1999; Lazar 
et al, 2004; Li et al, 2002; Wang et al, 2007).                                   

Our previous studies showed that DRiP78 and NHERF1 
were interacting proteins of HIV-1’s co-receptors, CXCR4 and 
CCR5, but their recognition specificities were different 
(Hammad et al, 2010; Kuang et al, 2012a). DRiP78 recognizes 
and binds to the homologous dimers of CXCR4 and CCR5, but 
not the heterologous dimers of CXCR4-CCR5, whereas, 
NHERF1 binds to the homologous dimers of CCR5, but not the 
homologous dimers of CXCR4 nor heterologous dimers of 
CXCR4/CCR5.  

DRiP78 promotes the formation of homologous dimers 
complex and the signal assembly of G protein subunit and 
CCR5, but cannot affect the assembly of heterologous dimers 
(Kuang et al, 2012a). DRiP78 regulates the signal complex of 
co-receptors CXCR4/CCR5, specifically, and influences the 
migration of receptor-mediated downstream biological function 
entry into immune cells (Kuang et al, 2012a). The molecular 
chaperone, DRiP78, may represent a novel class of target, 
which regulates the expression levels of receptors in the 
cytoplasm, and finally affects their binding on the cell surface of 
chemokine and related viruses, such as HIV-1. However, the 
effects of DRiP78 on HIV-1 entry and replication and the 
underlying mechanisms are still unclear. Therefore, the 
establishment of HIV-1 model cell line GHOST(3) with stable 
silencing of DRiP78 and NHERF1 is critical in understanding 
the roles of DRiP78 and NHERF1 play in the entry and 
replication of HIV-1 and the mechanisms involved. 

 
MATERIALS AND METHODS  

 
shRNA design and lentiviral plasmid construction  
The nucleic acid sequences for RNA interference with human 
DRiP78 and NHERF1 were as follow: human DRiP78: 5′-CCG 
AGG AAC UAU GUC AAC UUG GAC A-3′ and human 
NHERF1: 5′-CAG AAG GAG AAC AGT CGT GAA-3′, 
respectively. The shRNA oligos of interest were synthesized by 
Invitrogen, China (Table 1).  

The construction of shRNA-expressing lentiviral vector was 
outlined in Figure 1. The synthesized complementary oligo DNA 

was annealed and ligated with linear pENTR/U6-EGFP plasmid. 
The ligated product was transformed into DH5α competent cells 
and plated on LB plates containing 50 µg/mL Kanamycin, and 
then incubated inverted at 37 °C overnight. Three clonies were 
picked up from each plates and shaked at 37 °C overnight. The 
successful plasmids were named pENTR/U6-EGFP-shDRiP78 
and pENTR/U6-EGFP-shNHERF1, respectively. Finally the 
plasmids were verified by sequencing.  

Lentiviral interference vectors were constructed by LR 
clonase II recombining plasmid with the target vector 
pLenti6/BLOCK-iT-DEST, and ligated the target gene with the 
destination vector plasmid. These two recombinant plasmids 
were named pLenti6/BLOCK-iT-DEST-shDRiP78 and 
pLenti6/BLOCK-iT-DEST-shNHERF1, respectively. They were 
transformed into Stbl3 competent cells and plated on LB plates 
containing 100 µg/mL of Ampicillin. The plates were screened 
and monoclonies were picked up and were amplified in LB 
liquid medium containing 100 µg/mL Ampicillin. The plasmid 
was extracted using Axygen plasmid DNA kit and verified by 
direct sequencing.  

 
Lentiviral package and preparation 
The HEK293T cells on logarithmic phase were counted at the 
density of 6×106 cells/10 cm culture dish, and then were 
incubated at 37 °C, 5% CO2, overnight. Before transfection, 
culture medium was replaced with 5 mL Opti-MEM medium 
(Invitrogen). Packaging mix (9 μg, Invitrogen) and lentiviral 
expression plasmid (3 μg) were added into 1.5 mL Opti-MEM 
and were mixed gently. Lipofectamine 2000 (36 μL, Invitrogen) 
was added into 1.5 mL Opti-MEM and was mixed gently, and 
then incubated at room temperature for 5 min. The diluted 
plasmid solution and diluted Lipofectamine 2000 were mix 
gently and were incubated at room temperature for 20 min. 
Plasmid-liposome complex (3 mL) was added carefully into the 
cells and was mixed gently, then incubated 6 hour in a 37 °C, 
5% CO2 incubator. Then, the medium was replaced with DMEM 
complete medium containing 10% fetal bovine serum (FBS). 
Fourty-eight hour later, the cell culture supernatants were 
collected, and were centrifuged at 3 000 g for 10 min to remove 
cells and debris, and then were filtered with a 0.45 μm filter. The 
clear viral supernatant was concentrated by ultracentrifugation at 
50 000 g for 2 hour. The supernatant was removed, and the viral 
particles were resuspended in Opti-MEM. The viral stock was 
titrated and alliquoted into tubules for storage at -80 °C for later 
use. The produced shRNA-expressing lentiviral particles were 
designated as Lenti-shDRiP78 and Lenti-shNHERF1, respective.  

Table 1 Target shRNA sequences and primers of human DRiP78 and NHERF1 

Oligo type Oligo DNA (5′-3′) 

Human DRiP78 target sequence CCGAGGAACUAUGUCAACUUGGACA 

shRNA-U6-DRiP78-1F primer CACCGCCGAGGAACTATGTCAACTTGGACACGAATGTCCAAGTTGACATAGTTCCTCGG 

shRNA-U6-DRiP78-1R primer AAAACCGAGGAACTATGTCAACTTGGACATTCGTGTCCAAGTTGACATAGTTCCTCGGC 

Human NHERF1 target sequence CAGAAGGAGAACAGUCGUGAA 

shRNA-U6-NHERF1-2F primer CACCGCAGAAGGAGAACAGTCGTGAACGAATTCACGACTGTTCTCCTTCTG 

shRNA-U6-NHERF1-2R primer AAAACAGAAGGAGAACAGTCGTGAATTCGTTCACGACTGTTCTCCTTCTGC 
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Figure 1 Construction of the shRNA-expressing lentiviral vector 

The synthesized complementary oligos (shRNA of target gene) were 

annealed to produce the double strand oligo (ds oligo, highlighted in yellow). 

The ds oligo was inserted into the pENTR/U6 vector to generate the 

pENTR/U6-shRNA construct. The pENTR/U6-shRNA was recombined with 

the destination vector pLenti6/BLOCK-iT-DEST to finally generate the 

pLenti6/BLOCK-iT-DEST-shRNA lentiviral expression construct. 

 
Cell culture 
HEK293T cells were cultured in DMEM complete medium 
with 10% FBS, 100 mg/mL Penicillin and 100 U 
Streptomycin, at 37 °C, 5% CO2. The GHOST(3)-CXCR4 
and GHOST(3)-CCR5 were obtained from Dr. Vineet N. 
KewalRamani and Dr. Dan R. Littman through the NIH AIDS 
Research and Reference Reagent Program, Division of 
AIDS, NIAID, NIH (Mörner et al, 1999). The GHOST(3) cells 
were cultured in DMEM complete medium, supplemented 
with 500 μg/mL G418 (CalBiochem), 100 μg/mL Hygromycin 
(CalBiochem) and 1 μg/mL Puromycin (CalBiochem) in a 37 
°C, 5% CO2 incubator. 

 
Blasticidin killing assay 
GHOST(3)-CXCR4 and GHOST(3)-CCR5 cells at log state 
were collected and plated at 3×104 cells/well in 24-well plate 
with 2 mL DMEM complete medium. Cells were allowed to 
adhere overnight and were at approximately 25% confluence. A 
series concentration of Blasticidin (0, 2, 4, 6, 8, and 10 μg /mL) 
was added and cells were incubated at 37 °C, 5% CO2. The 

selective media was replenished every 3-4 days, and the 
percentage of surviving cells was observed. Two weeks later, 
the viability of cells were observed under microscope to 
determine the sensible concentration of GHOST(3) cells to 
Blasticidin.  
 
Lentiviral infection and stable cell selection 
GHOST-CXCR4 and GHOST-CCR5 cells were seeded in 1 mL 
of 12 culture plates, 37 °C, 5% CO2 overnight, to make sure the 
cell confluence is around 50%. The medium was changed with 
DMEM with 5 μg /mL of Polybrene (Santa Cruz) 24 hour later. 
Lenti-shDRiP78 and Lenti-shNHERF1 and control lentiviral 
supernatants were thawed in room-temperature water-bath, 
and then were added into cells; mixed well and incubated at 37 
°C, 5% CO2. Twenty-four hour later, passaged cells at the ratio 
of 1:5 were cultured overnight. The DMEM medium was 
changed with sensitive Blasticidin on the next day; and with 
fresh selection medium on the third day. Two weeks later, cell 
clones were collected for knockdown efficiency analysis by 
measuring protein expression levels.  

 
Western Blot  
Expression and knockdown efficiency of DRiP78 and 
NHERF1in GHOST(3) cells was detected by Western Blot. 
The stable-knockdown GHOST(3)-CXCR4 and GHOST(3)-
CCR5 cells were collected and centrifuged, and then the 
supernatants were dispersed; RIPA lysis buffer (with EDTA-
free protease inhibitor cocktail and PhosSTOP) was added, 
mixed well and set on ice for 30 min, mixed every 5 min; 
centrifuged at 12 000 g, 4 °C for 10 min. Cell lysates were 
transferred to a new tube, and protein concentrations were 
measured by the Bradford Reagent Ready-to-use Protein 
Measurement Kit (Kangcheng). Equal amount of proteins 
were separated in 10% SDS-PAGE, and then proteins were 
transferred to PVDF membrane (Millipore) via Semi-Dry 
electronic transfer. The membranes were blocked in 5% fat-
skim milk for 2 hour at room temperature. The rabbit anti-
DRiP78 polyclonal (Sigma-Aldrich) and rabbit anti-NHERF1 
monoclonal (Cell Signaling) were incubated with the 
membrane overnight at 4 °C. The mouse anti-GAPDH 
monoclonal (Kangcheng) was used as a loading control. On 
the second day, membranes were washed in 0.05% Tween-
20-TBST for 3 times, 5 min each. The HRP-conjugated goat 
anti-rabbit and anti-mouse second antibodies were then 
incubated with the PVDF membranes for 1 hour at room 
temperature. The membranes were washed and developed 
with the Western Lighting Plus ECL reagent (Perkin-Elmer). 
ImageJ v1.48 software (National Institutes of Health, USA) 
was used for densitometric quantitation of western blots. 

 
RESULTS 

 
Construction of lentiviral expression vectors and 
package of lentiviral particles  
The constructed lentiviral expression vectors were sequenced 
and were aligned with the target gene sequences to verify the 
direction and shRNA sequences in the constructs. The  
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Figure 2 Sequences of inserted shRNA of target genes 

The sequences of inserted DRiP78 shRNA (upper panel) and NHERF1 shRNA (lower panel) are shown. The dotted box indicates the Pol III terminator; the 

boxes indicate the shRNA sequences of DRiP78 (upper) and NHERF1 (lower). 

 
sequencing data showed that the shRNA oligos in the vectors 
were correct and in the right directions. 
 
Blasticidin sensitivity assay  
The sensitive concentrations of HIV-1 susceptible model 
cell lines GHOST(3)-CXCR4 and GHOST(3)-CCR5 to 
Blasticidin were determined via killing assay. Cells were 
plated at approximately 25% confluence and cultured in 
DMEM complete medium containing 0, 2, 4, 6, 8, and 10 
µg/mL of Blasticidin. Selective media were replenished 
every 3-4 days, and the percentage of survived cells was 
observed. Two weeks later, the sensitive concentrations of 
GHOST(3)-CXCR4 and GHOST(3)-CCR5 were determined 
according to the observations of viable cells in Blasticidin. 
The microscopic graphs showed that both cell lines were 
insensitive to the selection media containing 0, 2 and 4 
µg/mL of Blasticidin on day 14 post the addition of 
Blasticidin (Figure 3). The cells were inviable in the 
selection medium containing 6 µg/mL of Blasticidin. When 
the selection concentration reached 8 and 10 µg/mL, 
almost all of the cells were killed.  

 
DRiP78 and NHERF1 expression knockdown in GHOST(3)  
The lentivrial particles expressing DRiP78 or NHERF1 shRNA 
challenged GHOST(3)-CXCR4 and GHOST(3)-CCR5 cells 
were selected in the selection medium with their sensitive 
concentrations of Blasticidin. GHOST(3) cells stably knocked 
down with DRiP78 and NHERF1 were collected and used for 
protein expression measurement by western blot. In both 
selected GHOST(3)-CXCR4 and GHOST(3)-CCR5 cell lines, 
remarkably low expression levels of DRiP78 and NHERF1 were 
observed (Figure 4). The relative density quantitation of blots 
showed that in GHOST(3)-CXCR4 cells, the DRiP78  and 
NHERF1 expressions were decreased by 89.75% and 79.69%,  

 

Figure 3 Sensitive concentrations of GHOST(3) cells to Blasti-

cidin 

The growth status of GHOST(3)-CXCR4 (upper panel) and GHOST(3)-CCR5 

(lower panel) were imaged under microscope on the day 14 post the addition 

of Blasticidin; The number on the images represents the antibiotic 

concentration (0, 2, 4, 6, 8, and 10 μg /mL respectively); The magnification of 

microscope is 1010; Results were shown of representative data from at least 

three independent trials; Scale bars=50 μm. 
 

respectively, compared with the control cells (Figure 4),whereas, 
in the selected GHOST(3)-CCR5 cells, those of DRiP78 and 
NHERF1 decreased by 78.29% and 74.55%, respectively 
(Figure 4). 
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Figure 4 Target protein expressions in stable knocked down 

GHOST(3) cells 

Expression levels of DRiP78 (A) and NHERF1(B) in GHOST(3)-CXCR4 cells 

and those of DRiP78 (C) and NHERF1 (D) in GHOST(3)-CCR5 cells were 

detected by western blot; The Scramble and shRNA indicate the control GFP 

shRNA-transduced cells and target genes (DRiP78 or NHERF1), shRNA-

transduced GHOST(3) cells, respectively; The housekeeping GAPDH was used 

as a loading control; The relative densitometric ratios of each protein to β-tubulin 

were shown below each panel; Representative data from 3-4 independent trials 

were shown.  

 
DISCUSSION  

 
Susceptibility of HIV-1 infection, both in vitro and in vivo, 
requires interactions between the envelope glycoprotein gp120 
and the primary receptor CD4 (Dalgleish et al, 1984; Klatzmann 

et al, 1984), as well as the co-receptors, either CCR5 or 
CXCR4, the members of the chemokine receptor family. CCR5-
dependent viruses are predominantly responsible for the early 
stages of infection, such as the inter-individual transmission and 
the the viral pandemics sustaining. However, the CXCR4- 
dependent viruses, as well as the dual tropic R5X4, emerge in 
individuals only at the late, immunologically suppressed stages 
of diseases (Tsibris & Kuritzkes, 2007). These epidemiological 
observations imply that the co-receptor-mediated signaling 
affects the replication efficiency of the virus to its target cells. 
The identifications of HIV-1 co-receptor-interacting molecules 
are important in understanding the viral entry and post-entry 
viral replication proceedings. Our previous studies indicate that 
NHERF1 interacts with CCR5 via its PDZ2 domain (Hammad et 
al, 2010; Kuang et al, 2012b). DRiP78 can bind with both 
CXCR4 and CCR5 (Kuang et al, 2012a).  

GHOST(3) cells are derived from human osteo sarcoma (HOS) 
cells that are stably transduced with MV7neo-T4 (CD4) retroviral 
vector (Mörner et al, 1999). These cells also contain the gene of 
green fluorescent protein (GFP) driven by the HIV-2ROD LTR. 
GHOST(3) cells stably express CD4, as well as CXCR4 and / or 
CCR5, which are required for infection, through antibiotic 
resistant selections. The high levels of antibiotics ensure the 
stability and expressions of both CD4 and its co-receptors. Viral 
entry activates Tat and the subsequent transcription drives the 
GFP expression after infection. The ease to use and quick 
evaluation are the main advantages of the GHOST(3) cell assay. 
These cells can be used to titer virues, to determine phenotypic 
properties, and to evaluate drug sensitivities and antibody 
neutralizations. In this present study, we used the widely-applied 
BLOCK-iT Lentiviral RNAi Expression system to silence DRiP78 
and NHERF1. Blasticidin-selective GHOST(3) cells showed 
optimal selections at the concentration of 8 μg/mL. The stable 
GHOST(3) cells selected in Blasticidin medium were 
morphologically normal compared with cells without transduction 
(data not shown), suggesting that the expression of shRNA was 
not detrimental to the GHOST(3) cells. The results of western blot 
showed that the shRNA sequences used in this work were not 
off-targeted, and the efficiency in silencing DRiP78 and NHERF1 
genes was comparable with the siRNA transfection assay applied 
in previous studies (Hammad et al, 2010; Kuang et al, 2012a, b; 
Yi et al, 2011). These findings indicate that the lentiviral RNAi 
expression system carrying an effective shRNA is an optimal 
method to silence a target gene, and the shRNA sequences for 
human DRiP78 and NHERF1 used in this present study can be 
applied in future works.  

In conclusion, here, we have for the first time successfully 
established the HIV-1 susceptible model GHOST(3) cells 
expressing receptor CD4 and its co-receptor CXCR4 or CCR5 
with stable DRiP78 or NHERF1 knockdown. The establishment 
of this stable cell line is critical in developing novel anti-viral 
drugs in the future.   
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ABSTRACT 

 
Autophagy is a major cellular pathway used to 
degrade long-lived proteins or organelles that may 
be damaged due to increased reactive oxygen 
species (ROS) generated by cellular stress. 
Autophagy typically enhances cell survival, but it 
may also act to promote cell death under certain 
conditions. The mechanism underlying this paradox, 
however, remains unclear. We showed that 
Tetrahymena cells exerted increased membrane-
bound vacuoles characteristic of autophagy followed 
by autophagic cell death (referred to as cell death 
with autophagy) after exposure to hydrogen peroxide. 
Inhibition of autophagy by chloroquine or 3-
methyladenine significantly augmented autophagic 
cell death induced by hydrogen peroxide. Blockage 
of the mitochondrial electron transport chain or 
starvation triggered activation of autophagy followed 
by cell death by inducing the production of ROS due 
to the loss of mitochondrial membrane potential. 
This indicated a regulatory role of mitochondrial 
ROS in programming autophagy and autophagic cell 
death in Tetrahymena. Importantly, suppression of 
autophagy enhanced autophagic cell death in 
Tetrahymena in response to elevated ROS 
production from starvation, and this was reversed by 
antioxidants. Therefore, our results suggest that 
autophagy was activated upon oxidative stress to 
prevent the initiation of autophagic cell death in 
Tetrahymena until the accumulation of ROS passed 
the point of no return,  leading to delayed cell death 
in Tetrahymena. 

Keywords: Autophagy; Autophagic cell death; 
Lysosome; Mitochondria; Reactive oxygen species; 
Tetrahymena 
 
Abbreviations used: ROS: reactive oxygen species; ATG: 
autophagy-related genes; PND: programmed nuclear 
degradation; CQ: chloroquine; 3MA: 3-methyladenine; PI3K: 
phosphatidylinositol-3 kinase; MOMP: mitochondrial membrane 
potential. 

INTRODUCTION1 
 

Autophagy is a well-conserved catabolic process used to 
degrade long-lived proteins and cytoplasmic organelles 
damaged by cellular stresses, such as reactive oxygen species 
(ROS), and involves the formation of double-membrane 
vesicles called autophagosomes by sequestering cytoplasmic 
materials and subsequently fusing with lysosomes for 
degradation (Levine & Klionsky, 2004). It is well accepted that 
autophagy plays dual roles in controlling the fate of cells (Maiuri 
et al, 2007). The pro-survival characteristic of autophagy is to 
maintain tissue homeostasis and sustain cell viability under 
conditions of nutrient deprivation, growth factor withdrawal or 
pathogen infection by recycling damaged proteins or organelles 
to generate anti-apoptotic ATP. Successful removal of damaged 
proteins or organelles followed by repair and adaption 
increases cell survival. Paradoxically, when failing to restore 
homeostasis, autophagy executes its death-promoting 
characteristic and facilitates cell death through the autophagic 
cell death (ACD) pathway (Kroemer et al, 2009; Levine & 
Kroemer, 2008). Apoptosis involves the activation of catabolic 
enzymes, especially caspases, in the signaling cascades, 
which leads to the rapid demolition of apoptotic cells. ACD is 
morphologically defined by the presence of autophagosomes 
and autolysosomes in dying cells and is referred to as cell 
death with autophagy (Kroemer & Levine, 2008). However, in 
contrast to autophagy, which is well characterized and requires 
nearly 30 autophagy-related genes (ATG) (Levine & Klionsky, 
2004), little is known about the mechanisms that regulate 
autophagic cell death.  

ROS play an important part in regulating autophagy and cell 
death in yeast, nematodes and higher eukaryotes. ROS can 
effectively serve as signaling molecules that induce adaptive 
response autophagy by degrading impaired cellular 
components to promote cell survival. In other cellular settings, 
however, autophagy induction has been shown to enhance cell 
death in yeast and mammalian cells in response to oxidative 
stress (Kang et al, 2007; Scherz-Shouval & Elazar, 2007). Our 
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previous studies demonstrated that the unicellular eukaryotic 
protozoan Tetrahymena is a good model to study the signal 
transduction pathway under cellular stresses such as cold, 
osmotic or oxidative stress (Li et al, 2009; Nakashima et al, 
1999; Wang et al, 1998; Wang et al, 1999). Although a set of 
ATG genes and their homologues were discovered in yeast and 
mammalian cells (Klionsky, 2007), their counterparts in 
Tetrahymena are largely unknown. Tetrahymena is an organism 
with two distinct types of nuclei within the same cytoplasm. 
Tetrahymena enters a unique programmed nuclear degradation 
(PND) during conjugation, in which the parental macronucleus 
is eliminated from the progeny cytoplasm while other nuclei, 
such as new micro- and macro-nuclei, remain unaffected. PND 
triggers the destruction of macronuclei through an apoptosis-
like autophagic degradation (Ejercito & Wolfe, 2003; Endoh & 
Kobayashi, 2006; Kobayashi & Endoh, 2003; Lu & Wolf, 2001). 
However, the mechanisms that regulate autophagy and the 
cellular self-decomposition of Tetrahymena under normal 
conditions or cellular stress, such as oxidative stress, have not 
yet been studied. 

Here, we determined the effect of oxidative stress on cell 
death in Tetrahymena and the modulation of autophagy in the 
self-destruction of Tetrahymena. We found that Tetrahymena 
cells displayed increased double-membrane vesicles 
characteristic of autophagosomes and underwent autophagic 
cell death after exposure to hydrogen peroxide. Moreover, our 
data showed that starvation or blockage of the mitochondrial 
respiratory chain induced accumulation of ROS and activation 
of autophagy, followed by autophagic cell death, which was 
reversed by antioxidant treatment. Thus, our results indicated 
that mitochondrial ROS might play a pivotal role in regulating 
autophagy and autophagic cell death of Tetrahymena. 
Importantly, we found that treatment of cells with autophagy 
inhibitor resulted in a parallel suppression of autophagy 
associated with augmented autophagic cell death in response 
to oxidative stress. Taken together, our results suggest that 
autophagy was activated under oxidative stress to inhibit the 
initiation of autophagic cell death in Tetrahymena until 
increased ROS production surfeited the threshold to delayed 
cell death. 

 
MATERIALS AND METHODS 

 
Cell culture 
Tetrahymena thermophila cells were kindly provided by Dr. 
Osamu Numata at the University of Tsukuba, Japan. Cells were 
grown in stock medium (2% polypeptone, autoclaved) at 28 °C, 
and were subcultured every week. Cells for experiments were 
grown in PYG medium (1% polypeptone, 0.5% yeast extract 
and 0.87% glucose, autoclaved) at 34 °C, as described 
previously (Nakashima et al, 1999; Wang et al, 1998; Wang et 
al, 1999). 
Induction of ROS and antioxidant treatment 
Tetrahymena cells were treated with 1 mmol/L, 10 mmol/L or 20 
mmol/L hydrogen peroxide, respectively, by direct addition to 1 
mL cell cultures. To induce the accumulation of ROS by 
starvation, Tetrahymena cells were concentrated and 

resuspended in sterilized phosphate buffer solution (PBS, pH 
7.0) and cultured for the indicated durations. We used 40 µg/mL 
oligomycin (Sigma, USA), a pharmaceutical inhibitor for 
mitochondrial electron transport chain, or 50 µmol/L 
menadione/vitamin K3 (Sigma, USA) to induce oxidative stress, 
respectively. To determine the effect of antioxidants on ROS 
production, cells were pretreated with 2 mmol/L N-acetyl-L-
cysteine (NAC) (Sigma, USA) for 2 h or 0.5 mmol/L catalase 
(Sigma, USA) for 10 min, respectively. 

 
Inhibitors for autophagy 
To suppress autophagy, cells were treated with 10 mmol/L 3-
methyladenine (Sigma, USA), 100 µmol/L LY294002 (Cell 
Signaling, USA) or 250 nmol/L wortmannin (Cell Signaling), 
which are inhibitors for phosphatidylinositol-3 kinase (PI3K) 
required for autophagosome formation. Alternatively, 
Tetrahymena cells were treated with 500 nmol/L chloroquine 
(Sigma, USA), a lysosomotropic alkaline, to suppress the 
function of autophagy. 

 
Fluorescent microscopy 
The lysosomal bodies and nuclear degradation were visualized 
in Tetrahymena by staining with apofluor, a dye mixed with two 
parts 100 µg/mL acridine orange (Sigma, USA) and one part 1 
mg/mL Hoechst 33342 (Sigma, USA) (Lu & Wolf, 2001). Cells 
were concentrated by centrifugation at 5 000 r/min for 5 min 
and then fixed with 2% formalin (37% formaldehyde). Cells 
were observed with an Olympus IX-71 fluorescence microscope 
(Japan) using the filter for blue light with an exposure time of 
1/1.5 or 1/2.0 s. Photos were taken automatically and analyzed 
with DP controller software (Japan) 
 
Transmission electron microscopy 
Nuclear structures, lysosome aggregation and autophagosome 
formation were observed by transmission electron 
microscopy (TEM). Treated cells were concentrated and 
fixed with 2.5% glutaraldehyde at 4 °C for 2 h. TEM was 
performed with a Philips CM120 electron microscope 
(German) following the procedure at the electron 
microscope laboratory of Fudan University School of 
Medicine in Shanghai, China.  
 
Flow cytometric analysis 
Variations in Tetrahymena cells with degraded DNA were 
determined by flow cytometry combined with propidium iodide 
labeling (Sigma, USA). Tetrahymena cells were permeated with 
0.03% Triton 100× (Sigma, USA) in PBS. After washing with 
PBS, cells were resuspended in PBS with PI, and incubated for 
30 min at room temperature. Cells were sorted and analyzed 
using a FACS Calibur (Becton Dickinson, USA) from collections 
of 2×104 cells. 

The percentage of cells with degraded DNA and ROS 
accumulation were determined by flow cytometry. Cells were 
stained with propidium iodide (Sigma, USA) and 2’,7’-
dichlorofluorescescin diacetate (DCF-DA) (Sigma, USA) at 37 °C 
for 30 min. Cells were sorted and quadrant diagrams were 
analyzed using a FACS Calibur (Becton Dickinson, USA) from 



 

 Zoological Research  36(1): 167-173, 2015 169

collections of 2×104 cells. 
 
Mitochondrial membrane potential assay 
A JC-1 Detection Kit (KeyGEN, China) was used to determine 
changes in mitochondrial membrane potential. Tetrahymena 
cells were incubated with 5 µg/mL JC-1 (5, 5', 6, 6'-tetrachloro-1, 
1', 3, 3'-tetraethylbenzimidazolcarbocyanine) at 34 °C for 30 
min, and then washed and resuspended with the kit buffer. 
Cells were sorted under wavelengths of 488 nm and 530 nm 
simultaneously by a FACS Calibur (Becton Dickinson, USA) 
from collections of 2×104 cells.  

 
RESULTS AND DISCUSSION 

 
Induction of autophagy in Tetrahymena cells after 
exposure to hydrogen peroxide. 
Autophagy occurs at low basal levels in all cells and involves 
the delivery of damaged organelles or proteins sequestered 
inside double-membrane vesicles to lysosomes for degradation 
in order to maintain tissue homeostasis. Autophagy is rapidly 
activated as an adaptive catabolic process when cells need to 

generate energy in response to different forms of metabolic 
stress, including growth factor deprivation and nutrient 
shortages (Shintani & Klionsky, 2004). In mammalian cells and 
plants, ROS act as signaling molecules in various intracellular 
processes and play a regulatory role in autophagy leading to, 
under certain circumstances, cell survival or cell death 
(Baehrecke, 2005; Klionsky, 2007). 

To study the effect of oxidative stress on autophagy in 
Tetrahymena cells, we used apofluor staining to specifically 
stain the acid vesicles incorporated into lysosomes acridine 
orange so as to visualize the lysosome-containing vesicles 
characteristic of autophagy (Lu & Wolf, 2001). Our results 
indicated that lysosome-containing vesicles located at the 
posterior end of the cells under normal conditions tended to be 
aggregated and clustered near the macronucleus 10 min after 
exposure to 1 mmol/L H2O2, and reached maximal 
accumulation 30 min after treatment (Figure 1A). Apofluor 
staining showed that the nucleus color gradually turned into a 
combination of blue and orange, indicating that it became 
acidified and gradually underwent degradation after treatment 
with 1 mmol/L H2O2 (Figure 1A). To substantiate this observation,  

 

Figure 1 Autophagy activated in Tetrahymena upon exposure to hydrogen peroxide 

A: Tetrahymena cells were treated with 1 mmol/L or 20 mmol/L H2O2, respectively, and harvested at the indicated time points for apofluor staining. The 

micronucleus (m) and macronucleus (M) are blue, and lysosome-containing vesicles are stained orange red. B: Tetrahymena cells were treated as indicated and 

subjected to transmission electron microscopic analysis. Arrows indicate double-membrane autophagosome-like vesicles. M represents macronucleus of 

Tetrahymena. Scale bars (1 m) are shown. 
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we determined the induction of autophagy by TEM. The results 
revealed that Tetrahymena cells displayed intact mitochondria 
and endoplasmic reticula, condensed cytoplasm, and 
importantly increased large cytoplasmic inclusions, which 
were the membrane-bound vacuoles characteristic of 
autophagy (Figure 1B). The consistent results obtained by 
apofluor staining and TEM analysis suggest that autophagy 
was activated in Tetrahymena cells in response to hydrogen 
peroxide treatment. 
 
Induction of autophagy preceded autophagic cell death in 
Tetrahymena after exposure to hydrogen peroxide 
The crosstalk between autophagy and cell death is complicated 
in the sense that, in several scenarios, autophagy constitutes a 
stress adaptation to promote cell survival, whereas under other 
cellular settings, autophagy follows an alternative pathway 
leading to cell death (Baehrecke, 2005; Klionsky, 2007). In 
higher eukaryotes, autophagy serves as a double-edged sword 
in the cellular response to oxidative stress. High levels of ROS 
oxidize cell components, such as lipids, proteins and DNA, and 
thus cause cell death. Various defense mechanisms have been 
developed to protect cells from oxidative stress through the 
removal of damaged proteins or organelles by autophagy. 

When survival mechanisms fail, however, death programs are 
activated in response to oxidative stress and thus contribute to 
autophagic cell death (Scherz-Shouval & Elazar, 2007). To 
study the effect of hydrogen peroxide treatment on 
Tetrahymena cell death and its association with autophagy, we 
used flow cytometry combined with PI staining to determine 
variations in cells with degraded DNA after exposure to H2O2. 
Our results indicated that Tetrahymena cells undergo cell death 
accompanied by an accumulation of double-membrane 
vacuoles in the cytoplasm, and that cell death increased in a 
time-dependent fashion after H2O2 treatment (Figure 1, 2). 
Using the unified criteria on the definition of cell death proposed 
by the Nomenclature Committee on Cell Death, that is, 
autophagic cell death occurs together with the appearance of 
autophagy (Kroemer et al, 2009; Kroemer & Levine, 2008), we 
defined cell death with autophagic vacuolization in Tetrahymena 
as autophagic cell death induced by oxidative stress. 
Importantly, a time course analysis comparing the results in 
Figure 1 revealed that the increased autophagic vacuolization in 
the cytoplasm occurred before Tetrahymena underwent cellular 
self-destruction, suggesting that activation of autophagy 
preceded the initiation of autophagic cell death in Tetrahymena 
after exposure to H2O2.  

 

Figure 2 Autophagy occurred prior to autophagic cell death of Tetrahymena after hydrogen peroxide treatment 

Tetrahymena cells were treated with 1 mmol/L H2O2 for the indicated time periods. DNA fragmentation (A) and percentages of cells with degraded DNA determined 

by flow cytometry combined with PI staining are shown (B and C). 
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Inhibition of autophagy potentiated the hydrogen 
peroxide-induced autophagic cell death of Tetrahymena 
We found that the accumulation and clustering of double-
membrane vacuoles around the macronucleus occurred prior to 
the self-decomposition of Tetrahymena after H2O2 treatment 
(Figure 1). This interesting observation drove us to determine 
the role of autophagy in H2O2-induced autophagic cell death. 
Chloroquine (CQ), a specific inhibitor for autophagy, effectively 
impairs lysosomal acidification and autophagic protein 
degradation (Poole & Ohkuma, 1981). By blocking the final step 
of the autophagy pathway, CQ treatment can lead to the 
accumulation of ineffective autophagosomes and increased 
death in cells reliant on autophagy for survival (Amaravadi et al, 

2007; Maclean et al, 2008; Lum et al, 2005). To study the effect 
of autophagy inhibition and its modulation on Tetrahymena cell 
death, we pretreated cells with CQ or inhibitors for PI3K 
required for autophagy (Lu & Wolf, 2001), followed by H2O2 
treatment. We found that CQ, 3-MA, LY294002 and wortmannin 
pretreatment, which block the function of autophagy, 
significantly increased autophagic cell death in Tetrahymena 
after H2O2 exposure (Figure 3A, B). Our results suggest, 
therefore,  that autophagy inhibition augmented H2O2-induced 
autophagic cell death in Tetrahymena and that autophagy was 
activated to act as a “guardian” (colorful “clouds” around 
nucleus in Figure 1) for the Tetrahymena genome upon H2O2 
treatment and protect the cells from further oxidative injury. 

 

Figure 3 Autophagy inhibition led to augmented autophagic cell death in Tetrahymena in response to hydrogen peroxide treatment 

A: Tetrahymena cells were pretreated with 500 nmol/L chloroquine for 18 h followed by 1 mmol/L H2O2 for the indicated time periods. B: Tetrahymena cells were 

pretreated with 10 mmol/L 3-methyladenine for 24 h, 100 µmol/L LY294002 for 1 h or 250 nmol/L wortmannin for 14 h, respectively, and then treated with 1 mmol/L 

H2O2 for the indicated time periods. Cell death was analyzed by flow cytometry combined with PI staining. Data are from three independent experiments and 

presented as mean±SD. 

 
ROS formation in mitochondria was a regulatory event in 
autophagy and autophagic cell death in Tetrahymena 
The mitochondrial respiratory chain, which comprises four 
enzymes complexes, transfers electrons from NADH to 
molecular oxygen to generate ATP and H2O (Bedard & Krause, 
2007; Lambeth, 2004). However, partial one-electron reduction 
occurring primarily at complexes 1 and 3 results in the 
accumulation of ROS and oxidative stress, which can be 
detoxified by anti-oxidizing agents (Lambeth, 2004). To study 
the effect of mitochondrial ROS on autophagy induction and cell 
death in our system, we examined the effect of starvation on 
ROS production and cell viability in Tetrahymena by flow 
cytometry combined with PI and DCF-DA staining. We 
observed that Tetrahymena cells swam slower, experienced 
shrinkage and finally underwent decomposition during 
starvation. Furthermore, we found that ROS were accumulated 
in Tetrahymena cells during starvation in a time-dependent 
manner and the elevated ROS production resulted in a time-
dependent increase in cell death (Figure 4A). Importantly, TEM 
analysis revealed an increased amount of vacuoles 
characteristic of autophagosomes in Tetrahymena after 24 h 
starvation (Figure 1B), supporting the notion that autophagy 
was activated before the initiation of autophagic cell death in 
starved Tetrahymena cells. We also used oligomycin treatment 
to disrupt the mitochondrial respiratory chain to induce oxidative 

stress, which resulted in the accumulation of ROS and loss of 
mitochondrial membrane potential in Tetrahymena cells (Figure 
4B). Oligomycin treatment also significantly increased 
autophagic cell death in Tetrahymena (Figure 4C). In addition, 
analyses of cells treated with vitamin K3, a free radical 
generator, showed consistent results that autophagic cell death 
was significantly induced in Tetrahymena (Figure 4D). Our 
results indicated that CQ treatment enhanced autophagic cell 
death in Tetrahymena induced by oligomycin and vitamin K3 
treatment (Figure 4C, D). To further examine the effect of 
mitochondrial ROS in regulating autophagy and cell death, we 
pretreated cells with antioxidants in the presence or absence of 
CQ during starvation. Our results showed that pretreatment with 
antioxidants, specifically N-acetyl-L-cysteine (NAC) or catalase, 
partially reversed the accumulation of ROS and loss of 
mitochondrial membrane potential during starvation (Figure 5A, 
B). Importantly, we found that autophagy inhibition increased 
autophagic cell death in Tetrahymena in response to the 
elevated ROS production from starvation, which was reversed 
by antioxidant treatment (Figure 5B). These results suggest, 
therefore, that ROS production in the mitochondria plays an 
important role in modulating the induction of autophagy and 
autophagic cell death in Tetrahymena. 

Taken together, our current study revealed that autophagy 
was dramatically induced following oxidative stress. Interestingly, 
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Figure 4 Mitochondrial ROS modulated autophagy and autophagic cell death in Tetrahymena during starvation or in response to oligo-

mycin or vitamin K3 treatment 

A: Cells grown at the mid-log phase were concentrated and resuspended in sterilized phosphate buffer solution (PBS, pH 7.0). Starved cells were harvested at the 

indicated time points. Cell death and ROS accumulation was determined by flow cytometry combined with PI and DCF-DA staining. B: Tetrahymena cells were 

treated with 40 µg/mL oligomycin at the indicated time periods. Treated cells were stained with JC-1 as described in the MATERIALS AND METHODS, and MOMP 

was determined by flow cytometry. C: Tetrahymena cells were pretreated with 500 nmol/L chloroquine for 18 h followed by 50 µmol/L menadione treatment at the 

indicated time periods. D: Tetrahymena cells were pretreated with 500 nmol/L chloroquine for 18 h followed by 40 µmol/L oligomycin treatment at the indicated time 

points. Cell death and ROS production were determined by flow cytometry combined with PI and DCF-DA staining. Data are from three independent experiments 

and presented as mean±SD. 

 
Figure5 Antioxidant reversed ROS accumulation and CQ-induced cell death in Tetrahymena during starvation. 

A: Cells were grown in the presence or absence of 2 mmol/L or 3 mmol/L N-acetyl-L-cysteine for 2 h, respectively, and subjected to starvation for 2 h. Mitochondrial 

membrane potential and ROS production were measured as described in the MATERIALS AND METHODS. B: Tetrahymena cells were pretreated in the presence 

or absence of 500 nmol/L chloroquine for 18 h, 2 mmol/L N-acetyl-L-cysteine for 2 h or 0.5 mmol/L catalase for 10 min, respectively, and then subjected to 

starvation for 12 h. Cell death and ROS production were determined by flow cytometry combined with PI and DCF-DA staining. Data are from three independent 

experiments and presented as mean±SD. 

 
suppression of autophagy enhanced autophagic cell death in 

Tetrahymena in response to ROS accumulation resulting from 
starvation or blockage of mitochondrial electron transport, 
suggesting that autophagy might prevent the initiation of 
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autophagic cell death in Tetrahymena until the accumulation of 
ROS switches autophagy into an alternative process, leading to 
delayed cell death. However, the molecular basis that regulates 
autophagic cell death, especially the genes responsible for 
autophagy in unicellular eukaryotic protozoans such as 
Tetrahymena has not been identified. Further studies are 
needed to investigate the mechanisms underlying the paradox 
that autophagy promotes cell survival in some instances but 
can lead to cell death under other cellular settings. 
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ABSTRACT 

 
As a group of intestinal hormones and 
neurotransmitters, cholecystokinins (CCKs) regulate 
and affect pancreatic enzyme secretion, 
gastrointestinal motility, pain hypersensitivity, 
digestion and satiety, and generally contain a 
DYMGWMDFG sequence at the C-terminus. Many 
CCKs have been reported in mammals. However, 
only a few have been reported in amphibians, such 
as Hyla nigrovittata, Xenopus laevis, and Rana 
catesbeiana, with none reported in urodele 
amphibians like newts and salamanders. Here, a 
CCK called CCK-TV was identified and 
characterized from the skin of the salamander 
Tylototriton verrucosus. This CCK contained an 
amino acid sequence of DYMGWMDF-NH2 as seen in 
other CCKs. A cDNA encoding the CCK precursor 
containing 129 amino acid residues was cloned from 
the cDNA library of T. verrucosus skin. The CCK-TV 
had the potential to induce the contraction of smooth 
muscle strips isolated from porcine gallbladder, eliciting 
contraction at a concentration of 5.0x10-11 mol/L and 
inducing maximal contraction at a concentration of 
2.0x10-6 mol/L. The EC50 was 13.6 nmol/L. To the best 
of our knowledge, this is the first report to identify the 
presence of a CCK in an urodele amphibian. 

Keywords: Cholecystokinin; Salamander; Skin; 
Amphibian 

 
INTRODUCTION 

 
Amphibian skins contain numerous bioactive compounds. Many 
bioactive peptides exerting defensive and regulatory or 
hormonal functions have been identified and characterized from 
amphibian secretions (Lu et al, 2010; Xu & Lai, 2015; Zhang, 
2006). Recently, a few neurotoxins acting on ion channels, 
which also possibly play defensive roles, have been found in 
amphibian skins (Wu et al, 2011; You et al, 2009). Amphibian 

peptides with regulatory or hormonal functions are analogs of 
mammalian hormones and neurotransmitters such as 
bombesin, gastrin-releasing peptide, bradykinin, caerulein and 
cholecystokinin (CCK) (Bevins & Zasloff, 1990; Johnsen & 
Rehfeld, 1992; Lai et al, 2001, 2002; Wakabayashi et al, 1985). 1 

CCKs are important intestinal hormones and neurotransmitters, 
and play major roles in the physiological regulation of 
pancreatic enzyme secretion and gastrointestinal (GI) motility 
(Rourke et al, 1997). Most amphibian CCKs are found in the 
brain and gastrointestinal tract of animals. Two CCK groups 
have been identified from the brain and small intestine of the 
bullfrog Rana catesbeiana using antiserum specific for the 
common C-terminus of mammalian gastrin and CCK 
(Rourke et al, 1997). The group of small peptides contains 
CCK-7 and CCK-8 and another group contains CCK-69 and 
CCK-70, which are identical to each other and to 
mammalian CCKs. For example, both CCK-69 and CCK-70 
contain the monobasic and dibasic cleavage sites that give 
rise to CCK-33, CCK-39 and CCK-58 in mammals (Johnsen 
& Rehfeld, 1992; Johnsen, 1994). Recently, we identified a 
CCK from the frog skin of Rana nigrovittata (Liu et al, 2007). 
To date, however, all known amphibian CCKs have been 
identified in anuran amphibians only, with no CCK yet 
reported in urodele amphibians. To investigate whether 
amphibian CCKs are expressed in urodele amphibians, we 
purified a CCK and cloned cDNA encoding CCK precursors 
from Tylototriton verrucosus skin. 
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MATERIALS AND METHODS 
 
Tylototriton verrucosus sample 
As per our previous report, adult T. verrucosus (either sex, 205 
g) were collected from the Yunnan province in China (Mu et al, 
2014). They were anesthetized using 2.5% vaporized inhaled 
isoflurane and the dorsal skin was removed after cleansing with 
distilled water. The skin was homogenized by a tissue 
homogenizer with 0.1 mol/L phosphate buffer, pH 6.0 (PBS) 
(containing 1% (v/v) protease inhibitor cocktail, Sigma, USA, 
P8340-5). The skin homogenate solutions were quickly 
centrifuged (10 000 g for 10 min) at 4 ˚C and the supernatants 
were lyophilized. All experiments were approved by the 
Kunming Institute of Zoology, Chinese Academy of Sciences. 

 
Peptide purification 
An aliquot (1 g) of the lyophilized skin homogenate supernatant 
was dissolved in 10 mL PBS and centrifuged at 5 000 g for 10 min 
at 4 ˚C. The supernatant was applied to a Sephadex G-50 
(Superfine, Amersham Biosciences, Sweden, 2.6 cm diameter, 
100 cm length) gel filtration column equilibrated with 0.1 mol/L 
PBS for preliminary separation. Elution was performed with the 
same buffer, collecting fractions of 3.0 mL. The eluted fractions 
were monitored at 280 nm. The fraction containing smooth 
muscle contraction-inducing activity was further purified by a 
C18 reversed-phase high performance liquid chromatography 
column (RP-HPLC, Gemini C18 column, Phenomenex, USA, 5 
m particle size, 110 Å pore size, 250 mm length, 4.6 mm 
diameter,). Elution was performed using a linear gradient of 0–
80% acetonitrile containing 0.1% (v/v) trifluoroacetic acid in 
0.1% (v/v) trifluoroacetic acid/water over 60 min. UV-absorbing 
peaks were collected and lyophilized. Each purification step 
was traced by assaying for contraction of smooth muscle strips 
isolated from porcine gallbladder, as described below.  

 
Primary structure analysis 
Peptide sequencing was performed by automated Edman 
degradation analysis on a pulsed liquid-phase Shimadzu 
protein sequencer (PPSQ-31A, Shimadzu, Japan) according to 
the manufacturer’s instructions. Mass spectrometry (MS) was 
undertaken on an UltraFlex I mass spectrometer (Bruker 
Daltonics, Germany) by spotting the tested sample (0.5 L) in 
0.1% (v/v) trifluoroacetic acid/water onto a matrix-assisted laser 
desorption ionization time-of-flight (MALDI-TOF) plate with a 0.5 
L -cyano-4-hydroxycinnamic acid matrix (10 mg/mL in 60% 
acetonitrile). The MS analysis was run in positive ion mode. 

 
Construction and screening of cDNA library  
A cDNA library was constructed according to previous research 
(Mu et al, 2014) using a SMARTTM cDNA Library Construction 
Kit (Clontech, USA/Canada). The synthesized cDNA was used 
as a template for PCR to screen the cDNAs encoding the CCK. 
Two pairs of oligonucleotide primers, (S1: 5’-
GA(T/C)TA(C/T)ATGGG(A/T/C/G)TGGATGGA(T/C)TT(T/C)-3’, 
according to the sequence determined by Edman degradation, 
in the antisense direction, and primer II A: 5′-AAGCAG 
TGGTATCAACGCAGAGT-3; S2: 5’-ATGGAGCTATGCCTC 

ATACTCAC-3′ and primer II A) were used in PCR reactions. 
The PCR conditions were: 2 min at 95 °C, and 30 cycles of 10 
sec at 92 °C, 30 sec at 50 °C, 40 sec at 72 °C followed by a 10 
min extension at 72 °C. The PCR products were cloned into a 
pGEM®-T Easy vector (Promega, Madison, WI, USA). DNA 
sequencing was performed on a model ABI PRISM 377 DNA 
sequencer (Applied Biosystems, USA). 

 
Contraction of smooth muscle strips isolated from 
porcine gallbladder 
Preparation of porcine gallbladder muscle strips was according to 
Nielsen et al (1998). Immediately after removal, the gallbladders 
were rinsed of bile with Krebs bicarbonate buffer of the following 
composition, in mmol/L: NaCl, 120.0; KCl, 5.9; MgCl2, 1.2; CaCl2, 
2.5; NaH2PO4, 1.4; NaHCO3, 14.9; and glucose, 11.5. The 
medium was maintained at 37°C and constantly bubbled with a 
mixture of 95% O2 and 5% CO2, resulting in a pH of 7.4. The 
gallbladders were dissected free from serosa. Strips (2×10 mm) 
were cut in the longitudinal direction from the midregion of the 
gallbladder corpus. They were left for 1 h in Krebs medium, 
before being attached to strain gauge transducers with a force 
of 10 mN. After an equilibration period of 45 min, the 
experiments were performed with cumulative concentrations of 
CCK-TV peptide. 

 
Synthetic peptide 
CCK (DYMGWMDF-NH2, Phe in C-terminus was amidated) 
was synthesized by GL Biochem Ltd. (Shanghai, China) and 
analyzed by HPLC and mass spectrometry to confirm purity 
greater than 98%. The smooth muscle contraction-inducing 
activity of the synthesized peptide was confirmed to be the 
same as the natural peptide. 

 
Statistics 
All data in this paper are presented as meansSD and were 
analyzed by Student’s t-tests following parametric one-way 
analysis of variance. 

 
RESULTS 
 
Purification of CCK-TV 
As reported in our previous work (Mu et al, 2014), the skin 
homogenate supernatant of T. verrucosus was divided into six 
fractions after Sephadex G-50 gel filtration. The fraction 
(Fraction VI) containing activity to induce the contraction of 
smooth muscle strips isolated from porcine gallbladder was 
pooled and subjected to a C18 RP-HPLC column for further 
purification (Figure 1). The purified peptide was named CCK-TV 
(marked by an arrow).  

 
Structural characterization 
The complete amino acid sequence of purified CCK-TV was 
determined as DYMGWMDF by Edman degradation. CCK-TV 
was composed of eight amino acid residues. MALDI-TOF-MS 
gave an observed mass of 1063.1, well-matched to the 
theoretical molecular weight (1063.2) of CCK-TV containing an 
amidated C-terminus Phe as seen in other CCKs. The  



 

www.zoores.ac.cn 176 

 
Figure 1 Purification of CCK-TV from salamander Tylototriton 

verrucosus by C18 reversed-phase high performance liquid 

chromatography  

Peptide purification from the lyophilized skin homogenate supernatant of the 

salamander was as per our previous method using Sephadex G-50 gel 

filtration followed by C18 reversed-phase high performance liquid 

chromatography (RP-HPLC). Each purification step was traced by assaying 

for contraction of smooth muscle strips isolated from porcine gallbladder. The 

purified peptide is marked by an arrow. 

 
presence of an amidated C-terminus Phe in native CCK-TV 
was further confirmed by the synthesized peptide, which had 
the same observed mass and RP-HPLC elution manner as that 
of the native CCK-TV. 
 
cDNA cloning  
The nucleotide sequence encoding the CCK-TV precursor 
and the encoded amino acid sequence are shown in Figure 
2. The sequence contained a coding region of 387 
nucleotides and the encoded amino acid sequence 
corresponded to a polypeptide of 129 amino acids, including 
mature CCK-TV. A BLAST search indicated that the 
precursor was a member of the CCK family and contained a 
conserved DYMGWMDFG domain. 

 

Figure 2 Nucleotide sequence encoding CCK-TV from sala-

mander skin and the amino acid sequence of the precursor 

polypeptide  

The mature CCK-TV peptide sequence is boxed. *: Stop codon. 

 
Induction of bladder smooth muscle contraction 
Concentration–response experiments were performed with the 
CCK-TV. The peptide induced contractions in a concentration-

dependent manner (Figure 3). CCK-TV elicited a contraction at 
a concentration of 5.0x10-11 mol/L and induced maximal 
contraction at a concentration of 2.0x10-6 mol/L. The EC50 value, 
expressed as –log(mol/L), was 7.870.21 (n=5), which 
corresponded to 13.6 nmol/L.  

 

Figure 3 Contraction of porcine gallbladder strips by CCK-TV  

Each gallbladder strip was stimulated with cumulative increases of CCK-TV in 

alternated order. Responses are expressed as percentages of the maximal 

contraction induced by CCK-TV. Values represent mean±SE (n=5). 
 

DISCUSSION 
 
CCKs are important intestinal hormones and neurotransmitters 
that regulate or affect pancreatic enzyme secretion, 
gastrointestinal motility, pain hypersensitivity, and digestion and 
satiety. CCKs, which generally contain DYMGWMDFG at the C-
terminus, have been extensively reported in mammals and in 
some anuran amphibians, including H. nigrovittata, X. laevis, 
and R. catesbeiana (Xu & Lai, 2015). To date, however, no 
CCKs have been reported in urodele amphibians. In this study, 
an amphibian CCK was purified from the skin of Tylototriton 
verrucosus, which is the first report of a CCK from salamander 
skin. To confirm the presence of CCK in the salamander skin, 
cDNA clones encoding CCKs were screened from the skin 
cDNA library of Tylototriton verrucosus. Results indicated that 
CCKs could be expressed in the skins of urodele amphibians 
like salamanders, as other amphibian skin–gut–brain triangle 
peptides (Erspamer et al, 1981).  

The diversion of the CCK/gastrin family can be dated early in 
vertebrate history (Oliver & Vigna, 1996). The CCK/gastrin 
family may join the increasing number of peptide families that 
showed early expansion during vertebrate evolution, although 
the gap between amphibia and the most ‘‘original’’ vertebrates 
still needs to be filled. However, the existence of CCKs in 
urodele salamanders may help fill this gap. 

The C-terminal of salamander CCK-TV and frog CCK-8 were 
identical (Figure 4). As expected for a mammalian system, 
CCK-TV stimulated porcine gallbladder contraction (Figure 3). 
The EC50 of CCK-TV on porcine gallbladder contraction was 
13.6 nmol/L, which was higher than that of CCK-8 (7.2 nmol/L) 
(Nielsen et al, 1998). This difference may result from the 
different modification of the peptides, since the Tyr of the CCK-8 
sample was O-sulfated. Amphibian CCKs and gastrin were only 
distinguished by the substitution of Ala for Met in position six  
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Figure 4 Sequence alignment of CCK/gastrin peptides  
Conserved amino acid residues in all sequences are boxed. Gaps are 
added to acquire maximum identity. 

 
from the C-terminus (Figure 4). Chicken gastrin exhibits clear 
gastrin properties in both birds and mammals lack of CCK-like 
properties (Dimaline & Lee, 1990). This was attributed to steric 
effects of proline residue in position six from the C-terminus 
(Figure 4). Also, the alligator contains two distinct receptors that 
discriminate between CCK and gastrin (Oliver & Vigna, 1997). 
In mammals, the Tyr residue shifted to position six from the C-
terminus (Figure 4), which induces a major change in binding to 
the CCK-A receptor (Oliver & Vigna, 1997). We did not identify 
gastrin peptide in Tylototriton verrucosus. Further work is 
needed to clarify whether gastrin peptides exist in salamander 
and their interactions with the receptors. 
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ABSTRACT 

 
One juvenile and one adult female wolf snake 
(Colubridae: Lycodon) were sampled at Yixian and Fuxi, 
Huangshan, Anhui, China in the summer of 2011 and 
2012, respectively. The two specimens were identified 
as Lycodon liuchengchaoi based on external 
morphology and molecular data. This is a new reptile 
record in Anhui Province. In our laboratory, four eggs 
were laid and three neonates were hatched successfully. 
This is the first record of the laying and incubation of L. 
liuchengchaoi eggs. The five specimens were 
deposited at the Museum of Huangshan University 
(HUM20140001) and Guangdong Entomological 
Institute (HB-lcfsp12613, HB-lcfsp-ch1~3). 

Keywords: Reptile; Lycodon liuchengchaoi; 
Incubation; New record 

 
In our routine summer ecological investigations of amphibians 
and reptiles in Huangshan of Anhui Province, a juvenile wolf 
snake (Collection number: HUM20140001, Figure 1) was 
sampled at Yixian (E117°9.112′, N29°9.248′) on June 24, 2011, 
and a female adult wolf snake (Collection number: HB-lcfsp12613, 
Figure 2) was collected at Fuxi (E118°8.191′, N30°5.439′; 700 m 
a.s.l.) on June 3, 2012. The two specimens were identified as L. 
liuchengchaoi (Zhang et al, 2011a). This is the first time that L. 
liuchengchaoi has been found in Anhui, China (Chen et al, 1991; 
Zhao et al, 1998; Zhao, 2006; Zhang et al, 2011a).  

 
Figure 1 Juvenile Lycodon liuchengchaoi (HUM20140001) sam-

pled at Yixian, Huangshan 

A: Dorsal; B: Ventral. Photo by Li-Fang PENG. 

 
Figure 2  Adult female Lycodon liuchengchaoi (HB-lcfsp12613) 

sampled at Fuxi, Huangshan 

A: Dorsal; B: Ventral. Photo by Liang ZHANG. 

 
EXTERNAL MORPHOLOGY1 

 
External morphological examination of the two specimens 
showed elongated and subcylindrical bodies; head distinct from 
neck, distinctly flattened; snout projected beyond lower jaw; 
vertebral ridge poorly developed. When different from HS12088, 
the features of HB-lcfsp12613 follow in parentheses. HS12088 
juvenile (adult female) with snout-vent length: 126 mm (316 
mm), tail length: 36 mm (104 mm), tail length/total length: 0.222 
(0.248); dorsal scale rows 17-17-15; dorsal scales small and 
feebly keeled in median several rows close with the ridge 
(invisible on neck); ventrals 190 (228), angulated weakly; anal 
entire; subcaudals 75. 

Rostral large, triangular, about 1.5 times as broad as deep; 
nasal divided, nostril in the anterior nasal; internasals 
subtriangular and slightly broader than long; laterally in contact 
with nasal; loreals rectangular, contacting orbit; pupil elliptical; 
preocular 1/1, upward; postoculars 2/2; temporals 2+3/2+3; 
supralabials 8 (2+3+3)/8 (2+3+3), first supralabial in contact 
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with rostral and nasal, second supralabial in contact with nasal 
and loreal, third, fourth and fifth entering eye, sixth in contact 
with postocular and anterior temporal, seventh in contact with 
lower anterior and lower posterior temporal, eighth in contact 
with posterior temporal; infralabial 8/8. Prefrontals not in contact 
with orbit but with loreal; prefrontal suture obviously longer than 
internasal suture; frontal subtriangular, long and wide slightly 
equal; parietals longer than broad, parietal suture obviously 
longer than frontal suture. 

Body ground color black; crown largely black, except for a 
yellow crossband across the occipital, faint or incomplete along 
the midline; 25 (33) jagged-edged, brownish-yellow rings on the 
body, and 8 (12) on the tail. The width of all rings are 2 to 3 
dorsal scales. The yellow rings extend across the belly as wide 
as 2 to 4 ventral plates. The above-mentioned data are listed in 
Table 1 and are compared with those of the type specimen 
(Zhang et al, 2011a) and Shaanxi specimen (Peng et al, 2014). 
They agreed in characteristics of scales and colored patches. 

 
Uncorrected P-distance of partial cytochrome b 
Total genomic DNA was extracted according to the phenol/ 
chloroform extraction procedure (Sambrook et al, 1989). One 
mitochondrial DNA segment (cytochrome b, 832 bp) of the two 
specimens was obtained by polymerase chain reaction (PCR) 
and direct sequencing using the primers and methods described 
in Burbrink et al (2000). The two sequences shared one 
haplotype (GenBank accession number: KP898899). The 
uncorrected P-distance was 0.8% between this haplotype and L. 
liuchengchaoi (GenBank accession number: Kf732928; Lei et al, 
2014). Genetically, they were identified as L. liuchengchaoi. 

 
Laying and incubation of eggs 
All measurements and observations were conducted on live 
snakes, and the description of the eggs was taken at 90% 
humidity. 

Wolf snakes are oviparous. The adult female snake (HB-
lcfsp12613) laid four eggs (Figure 3) in our laboratory on June 
11, 2012. The eggs were white, smooth-shelled and non-
adhesive. Egg weight was 0.77-0.84 g (average 0.805 g), long 
diameter was 24.8-25.0 mm (24.9 mm) and short diameter was 
7.0-7.3 mm (7.2 mm). The ratio of long diameter to short 
diameter was 3.46. 

 
Figure 3  Four eggs from female Lycodon liuchengchaoi (HB-

lcfsp12613) (Photo by Liang ZHANG) 

The four eggs were incubated in our laboratory at room 
temperature. The temperature ranged from 24 °C to 35 °C in 
June and July, 2012, at Guangzhou. The eggs were buried in the 
substrate at near half the volume. Water was sprayed on the 
substrate once a day to maintain proper humidity. Figure 4 shows 
the four incubated eggs on the seventh day. On July 28, three 
neonate snakes were hatched successfully (Figure 5). The period 
of incubation lasted 48 days. On August 7, all three neonates 
sloughed their skin (intact) for the first time. Total length of the 
three neonates was 134.51-147.64 mm (average 141.65 mm), 
tail length was 32.44-35.94 mm (34.25 mm), tail length/total 
length was 0.242, and head length was 6.98-8.19 mm (7.68 mm).  

 

Figure 4 Four eggs on the seventh day of incubation (Photo by 

Liang ZHANG) 

 
DISCUSSION 
Huangshan lies in the southern part of Anhui Province. 
Seventy-eight percent of this region is forested and the level of 
snake diversity is highest. Among the 51 snake species found 
in Anhui, 49 species are found in Huangshan, including the 
newly discovered species described in this paper. (Chen et al, 
1991; Chen et al, 2013; Huang, 1990; Huang et al, 2007; Peng 
& Huang, 2015; Zhao, 2006).  

Lycodon liuchengchaoi was initially described based on three 
specimens from Tangjiahe and Monping (Hengduan Mountains) 
in Sichuan in 2011 (Zhang et al, 2011a). Peng et al (2014) 
found one female adult L. liuchengchaoi from Ningshan (Qinling 
Mountains) in Shaanxi. The new record sites (Huangshan 
Mountains, this paper) are nearly 2 000 km from the known 
distribution localities. There are many suitable habitats available 
between these sites, and this species might also occur in 
Henan (Funiushan Mountains) and Hubei (Dabieshan 
Mountains). As we only compared the cytochrome b fragments 
between our samples and the reported L. liuchengchaoi, and 
observed few differences, it might be desirable to collect more 
specimens of this species and perform phylogenetic analysis of 
related species within the same genus. It would also be 
appropriate to use other DNA markers with a high mutation rate 
to determine intraspecies genetic diversity, and reconstruct the 
potential migration route. 
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Figure 5 Neonate emerging from its shell (1-6) (Photo by Liang ZHANG) 

 
In recent years, a growing number of small-sized snakes 

have been found in the field (Chen et al, 2013; Li et al, 2012; 
Peng & Huang, 2015; Sun et al, 2013; Wang et al, 2015; Zhang 
et al, 2011b). One possible reason might be the decline of 
natural small snake predators. For example, some large-sized 
snakes, which naturally feed on small snakes, have been 
overhunted in recent years, e.g., Elaphe carinata, Ptyas 
dhumnades, Orthriophis taeniurus, Naja atra and Bungarus 
multicinctus.  
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