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Abstract: Borneo Ironwood Eusideroxylon zwageri Teijsm. & Binn. has high market value for its valuable and durable timber, which has 
put it at risk due to illegal logging.  This study analysed E. zwageri genetic variation using four microsatellite markers in populations at 
Nirwana Rehabilitation Forest (NRF), and Tatau, Sarawak.  We found that 20.1% of total genetic variation corresponded to differences 
between populations, while 79.9% was attributed to differences among individuals from the same population.  The Tatau population had 
lower genetic diversity compared to NRF, and both populations showed depressed heterozygosity indicative of inbreeding.  Allelic data 
were also used to confirm variety level differences proposed by earlier workers, and three informal varieties: zwageri, grandis, and exilis 
were recognized in the study area.  It is expected that the results from this study could serve as baseline data for conservation of this 
vulnerable species.
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INTRODUCTION

The Borneo Ironwood Eusideroxylon zwageri 
Teijsm. & Binn. is one of the most treasured and crucial 
commercial timber trees endemic to the Asian forest 
(Malaysia, Indonesia, Brunei, and The Philippines).  It is 
known locally as ‘Belian’ in Malaysia, ‘Ulin’ in Indonesia, 
and ‘Tambulan’ in The Philippines.  The species belongs 
to the Lauraceae family that includes the avocado, 
bay laurel and cinnamon tree.  It has been listed as 
‘Vulnerable’ on the IUCN Red List of Threatened Species 
due to over-exploitation and habitat destruction (Asian 
Regional Workshop 1998).  This species will remain 
endangered unless circumstances threatening its 
survival and reproduction improve.  Slow growth rates 
(mean radial growth rate is 0.058cm per year; Kurokawa 
et al. 2003) and slow regeneration in logging areas also 
contribute to lower numbers of forest trees.

Many taxonomists have reported variety level 
morphological differences in E. zwageri (Teijsmann 
1858; Teijsmann & Binnendijk 1863; Koopman & 
Verhoef 1938; Kostermans et al. 1994;), however, no 
valid taxonomic treatment for these varieties has been 
proposed so far.  Some of the vernacular names given to 
the varieties were ‘Belian telor’, ‘Belian kapur’, ‘Belian 
sirap’, ‘Belian tanduk’, ‘Belian tembaga’, and ‘Belian lilin’.  
Nevertheless, Irawan et al. (2016) tried to confirm the 
presence of these varieties using amplified fragment 
length polymorphism (AFLPs) studies.  The study 
showed promising results, with 98% out of a total of 50 
samples clustered according to the varieties recognized 
by the local people in Indonesia.  The four varieties 
were informally recognized as var. zwageri, var. exilis, 
var. grandis, and var. ovoidus (Irawan 2005a,b).  Local 
people in Sarawak also recognized these varieties based 
on the differences in fruit’s form, bark or wood structure 
(Marzuki pers. comm. 18.ix.2017), however, no valid 
taxonomic treatment has been published.

This tree can reach a height of up to 50m and may live 
over 1,000 years (Global Trees Campaign 2020).  Mature 
trees produce large fruits that, although poisonous to 
humans, are important food sources for foraging animals.  
The species is also valued for cultural reasons. The wood 
is dense (0.85–1.1 g/cm3) (Irawan 2016), strong and 
resistant to decay, making it preferred by indigenous 
people of Borneo for building houses.  The Dayak 
people of Borneo believe the tree protects them from 
dangerous animals, while ‘Murut’ (Borneo headhunter) 
use it to make blowpipes and Dusun ancestors used it 
to create coffins.  The black pepper industry in Borneo 
has traditionally used Belian wood as a support to the 

creeping herbs.  In the famous Murut Cultural Center of 
Malaysia, Belian wood pillars are used.

The revised status of E. zwageri in Sarawak under 
Criteria B of IUCN Red List (Md-Isa et al. 2021) indicates 
the need to formulate conservation plans to protect 
this species from extinction.  In addition to economic 
or social information, occurrences and distribution 
patterns of species, genetic information of the species 
is another important aspect that needs to be considered 
in conservation action plans.  Habitat fragmentation 
can contribute to the reduction of genetic diversity of 
this species.  Although transplantation of E. zwageri 
from other locations is a practical conservation strategy, 
an accurate understanding of the genetic structure 
of natural population of E. zwageri is necessary for 
conserving them.  This is because relocation of the 
species or reduction in size for other reasons will cause 
the loss of genetic diversity in the new population 
through genetic drift (Lowe et al. 2005; Finlay et al. 
2017). 

Little is known about the genetics of E. zwageri, 
especially in Sarawak.  Two studies in Indonesia using 
randomized amplified polymorphic DNA (RAPD) markers 
revealed 96% genetic diversity of E. zwageri within 
populations, and the remaining attributed to population 
differences (Harkingto et al. 2006; Rimbawanto et 
al. 2006).  This was probably due to the samples that 
originated from the same population.  Nurtjahjaningsih 
et al. (2017a,b) showed high genetic diversity for E. 
zwageri in Indonesia, and suggested transplantation 
among different populations should be conducted with 
careful consideration.  A few studies on genotyping 
of E. zwageri using direct amplified minisatellite DNA 
(DAMD) marker (Yoon 2006), M13 universal marker 
(Siew 2005) and RAPD marker (Hong 2005) were mainly 
aimed at identifying and genotyping the two genera 
(Eusideroxylon and Potoxylon) known by similar common 
names Belian in Sarawak.

In this study, two different habitats were chosen to 
study the genetic variation of E. zwageri in Sarawak.  One 
was a restoration forest, Nirwana Rehabilitation Forest 
(NRF) located in Universiti Putra Malaysia (UPM) Bintulu 
Campus.  The other was a fragmented forest in Tatau, 
Bintulu, Sarawak.  This study was conducted to assess 
the genetic variation of E. zwageri by using four highly 
polymorphic microsatellite markers recently developed 
for the species (Kurokochi et al. 2014).  We compared 
genetic variation between the two populations and 
within each population, and determined the level and 
pattern of genetic variation in both areas.  Allelic data 
were also analyzed for the presence of variety level 
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differences in collected samples.

MATERIALS AND METHODS

Sample collection
Two sampling sites were selected as model habitats 

for this study; 1) Nirwana Rehabilitation Forest (NRF) 
in UPM Bintulu Campus, and 2) fragmented forest area 
in Tatau, Bintulu, Sarawak (Figure 1).  Samplings were 
conducted in April 2016, August 2016, and September 
2017, over the periods of two weeks each.  Leaves were 
collected from 52 trees, of which 39 from NRF and 13 
from Tatau forest.  A single leaf was collected per tree.  
The leaf materials were kept in silica gel prior to DNA 
extraction. 

DNA extraction
Total genomic DNA was isolated using conventional 

Cetyl-Trimethyl Ammonium Bromide (CTAB) method 
(Doyle & Doyle 1987) with some modifications.  The 
leaf materials were ground with CTAB buffer until 
fine paste and transferred into sterilized 1.5mL micro-
centrifuge tube. In the fume hood, 500μL of 2X 

preheated (at 65oC) CTAB extraction buffer [2% (w/v) 
hexadecyltrimethylammonium bromide (CTAB); 1.4 M 
sodium chloride (NaCl); 100 mM Tris-HCl, pH 8.0; 20 
mM ethylenediamine tetra-acetic acid (EDTA), pH 8.0; 
1–2% (w/v) polyvinyl-pyrrolidone (PVP-40T)] and 2μL 
of 1% β-mercaptoethanol were added to each sample 
in the 1.5mL micro-centrifuge tube and vortex gently 
until mixed well.  The homogenized mixture was then 
incubated for 20–30 minutes at 50oC in a water bath 
and inverted every five minutes (Md-Isa 2020).  The 
tubes were then transferred to another water bath and 
incubated at 65oC for another 15 minutes.  The samples 
were allowed to cool slightly before adding 500μL of 
chloroform: isoamyl alcohol (24 : 1) and inverted to 
mix.  At room temperature, the samples were gently 
shaken for 15 minutes and centrifuged for 10 minutes at 
12,500rpm.  About 400μL of supernatant was transferred 
into a new sterile 2.0mL screw cap micro-centrifuge tube 
(Md-Isa 2020). 

The DNA was precipitated by adding 800–1,000 μL 
of 95% cold ethanol and inverted gently, and allowed to 
precipitate up to three hours or longer in -20oC freezer.  
The tubes were then centrifuged for 10 minutes at 
12,500rpm to pellet the DNA.  The supernatant was 

Figure 1. The locations of the sampling sites in Sarawak, Malaysia.
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discarded and the pellet was washed with 500μL of 80% 
cold ethanol and gently mixed for 10 minutes.  Then, the 
pellet was centrifuged for five minutes at 12,500rpm and 
the supernatant was discarded again.  The DNA pellet 
was allowed to air dry at room temperature before re-
suspending with 100μL of TE buffer or distilled water.  
The DNA samples were then kept at -20oC for further 
usage.

Afterward, the DNA quantity was estimated through 
electrophoresis on 1.0% (w/v) agarose gel.  The gel was 
run in tris-boric acid-EDTA (TBE) buffer with EtBr “Out” 
Staining Solution (YEASTERN BIOTECH Co. Ltd) at 90V for 
30–45 minutes and quantified in comparison to the 1kb 
DNA ladder (Promega, Madison, WI, USA) with known 
concentrations.  The band was visualized using UV 
transilluminator.  The band intensity of the DNA product 
was quantified to the intensity in the ladder (Promega 
2020).  The images were captured with DOC PRINT 
system (Vilber Lourmat, USA).

Polymerase chain reaction (PCR)
Polymerase chain reactions (PCR) were performed in 

a volume of 25µL using 2µL of DNA template (5–10 ng), 
10µM of each primer, 5X GoTaq buffer, 10mM dNTPs, and 
25mM MgCl using an Eppendort AG 22331 Mastercycler.  
PCR cycling conditions were as follows: a single cycle 
of pre-denaturation for two min a 95oC, followed by 40 
cycles, each consisting of 30 sec denaturing at 95oC, 30 
sec at annealing temperature 50oC, and 30 sec elongation 
at 72oC, the last cycle ending with a single cycle of final 
extension at 72oC for five min.

The PCR amplification of the DNA sample was 
carried out using four highly polymorphic microsatellites 
developed for E. zwageri (Kurokochi et al. 2014).  Forward 
primer of each marker was labeled with fluorescent dye 
(Table 1).  One representative of PCR product from each 
primer was subjected to one direction sequencing done 
by First Base Laboratories Sdn. Bhd. (Seri Kembangan, 
Selangor, Malaysia) to confirm the amplification of the 

microsatellite repeat region.  The products were then 
subjected to bi-directional sequencing for fragment 
analysis (FA).  FA were carried out to detect changes 
in the length of a specific DNA sequence to indicate 
the presence or absence of the microsatellite marker 
through detection of fluorescent label in the PCR 
product.  The size standard (500-ROX) was combined 
with the sample of interest and co-injected on the 
capillary electrophoresis system (ABI3730XL Applied 
Biosystems Genetic Analyzer).

Data analysis
For data analysis, a total of 52 leaves samples 

were distributed into two populations with Tatau (13 
samples) as one population and NRF (39 samples) as one 
population.  The scoring of allele sizes were performed 
using GeneMapper® version 4.0 analysis software using 
the service provided by First Base Laboratories Sdn. Bhd.  
The alleles nearest to the expected PCR product size 
were recorded; while the non-specific products, which 
were out of range, were ignored.  Allele frequencies 
per locus and per population were analyzed by FSTAT 
version 2.9.3 (Goudet 1995).  Number of alleles (Na), 
expected heterozygosity (He), observed heterozygosity 
(Ho) and polymorphism information content (PIC) were 
also estimated using Cervus version 3.0. F-statistics, 
including inbreeding coefficient of an individual relative 
to the subpopulations (FIS), inbreeding coefficient of 
an individual relative to the total population (FIT), and 
genetic differentiation index between population (FST) 
were calculated using GenAlex version 6.501 (Peakall 
& Smouse 2012).  The software was also employed to 
determine genetic diversity within each population (Na, 
Ho, He, and FIS).

Further, the allelic data of the 52 samples were 
subjected to estimation of genetic distance among 
genotypes using simple matching coefficients by 
bootstrapping 1,000 times and then were clustered 
using unweighted neighbor-joining method by using 

Table 1. Characteristics of four polymorphic microsatellite loci in Eusideroxylon zwageri (Kurokochi et al. 2014) used in the current study.

Marker Sequence 5’ – 3’ with fluorescent label (Repeat 
motif)n

Size range 
(bp) Na Ho He Tm (ºC)

Ez-04 F04 (56FAM) TTGAAGTGGACGTCCTCTAG
R04 CCAAAGAAGCGAAGTAAGG (AC)16 205–234 10 0.74 0.74 58

Ez-05 F05 (5HEX) TCCTCTTGGTGAAATCTTCTC
R05 CAGTTTTCTTCTCCTCCCATTC (GA)15 255–282 14 0.86 0.91 58

Ez-07 F07 (5HEX) CTTGCGGAATCAATGAGAACT
R07 GTAGGTAGGTCCAACTGGAAG (TC)12 132–177 19 0.69 0.90 58

Ez-09 F09 (5HEX) CGCTAAATTTAAGAAAACCGTCTC
R09 CCAGTCCTGCAGTAGGCTC (TAC)12 275–299 10 0.74 0.76 58

Na—number of allele | Ho—observed heterozygosity | He—expected heterozygosity | Tm—melting temperature.
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Dissimilarity Analysis and Representation for Windows 
(DARwin) version 6.0.21 (Perrier & Jacquemoud-Collet 
2006).  This analysis was done to see if there are any 
variety level differences in the collected samples. The 
names of varieties used in the present study were 
adopted based on earlier studies (Irawan 2005a,b; 
Irawan et al. 2016).

RESULTS

The 52 samples from E. zwageri trees were scored 
for all four microsatellite DNA loci.  The amplification of 
the microsatellite repeats was confirmed by sequencing, 
where specific repeat motifs were successfully identified.  
The PCR reactions which failed to produce sufficient 
product for genotyping were recorded as missing data 
for all analyses, however, locus Ez-04 yielded less than 
20% amplification and was discarded for the subsequent 
analysis. 

Genetic variations among three markers tested for 
all 52 individuals are summarized in Table 2.  In total, 25 
alleles were detected at these three loci in 52 individuals, 
with the number of alleles per locus ranging from 3 (Ez-
09) to 12 (Ez-05), with an average of 8.33 alleles per 
locus.  Ez-09 showed lowest number of alleles being 
amplified but it was detected in 50 individuals with 
38 individuals from NRF and 12 individuals from Tatau 
compared to Ez-05 detected in 42 individuals with 35 
individuals from NRF and seven individuals from Tatau 
(Appendix 1). 

Meanwhile, observed and expected heterozygosity 
values of all three loci ranged 0.511–0.720 and 0.664–
0.867, respectively.  Whereas, the average observed 
heterozygosity for both populations (Ho= 0.593) was 
lower than the average expected heterozygosity (He= 
0.791), which may indicate moderate levels of genetic 
variation in the Belian populations studied.  While, the 
polymorphic information content (PIC) value for all three 

loci were higher than 0.5 ranging from 0.583 to 0.841, 
which suggested all three loci used in this study were 
highly polymorphic.

Besides, locus Ez-05 showed the highest value of 
allelic richness (AR= 7.117) among the three markers 
with total of 12 alleles being amplified from both 
populations; however, among the 12 alleles amplified, 
only six alleles were identified in Tatau compared to 10 
alleles in NRF.  The distributions and allele frequencies 
of the three loci in both populations are shown in Figure 
2A–2C and listed in Appendix 1.

Furthermore, F-statistics were estimated in a fixation 
index as shown in Table 2.  The average inbreeding 
coefficient of the individuals to the total population 
(FIT) was 0.295 while the average inbreeding coefficient 
of the individuals to the subpopulation (FIS) was 0.048.  
Whereas, the average genetic differentiation (FST) of 
the subpopulation compared to the total populations 
was 0.201.  The average value of FST indicated that 
about 20.1% of total genetic variation corresponded 
to differences between populations, while 79.9% was 
explained by differences between individuals of the 
same populations.  And the lower FST value, which is less 
than 0.25, may suggest that there is gene flow between 
the two populations.

The genetic indicators within each population are 
summarized in Table 3.  The data showed higher number 
of alleles (Na= 7.333) being amplified in 36 individuals 
in NRF populations.  The observed heterozygosity 
value (Ho= 0.659), however, was lower than the 
expected heterozygosity (He= 0.739), which indicated 
moderate level of genetic variation in NRF populations.  
Comparatively, in Tatau, lower number of alleles (Na= 
4.000) was found in nine individuals.  Moderate level of 
genetic variation was also observed in Tatau population 
by the lower number of observed heterozygosity (Ho= 
3.99) than the expected heterozygosity (He= 0.563).  

Generally, the lower number of observed 
heterozygosity than the expected heterozygosity was 

Table 2. Genetic diversity analyses over all three loci and populations based on number of alleles per locus (Na), observed (Ho) and expected 
heterozygosity (He), allelic richness (AR), polymorphism information content (PIC), and F-statistic (FIT, FIS and FST).

Locus Na N Ho He AR PIC FIT FIS FST Nm

Ez-05 12 42 0.548 0.867 7.117 0.841 0.299 0.242 0.076 3.054

Ez-07 10 45 0.511 0.842 6.618 0.815 0.438 0.371 0.107 2.078

Ez-09 3 50 0.720 0.664 2.988 0.583 0.146 -0.470 0.419 0.346

Total 25

Average 8.333 0.593 0.791 5.574 0.746 0.295 0.048 0.201 1.826

N—number of individuals | FIT—global heterozygote deficit among populations | FIS—heterozygote deficit within populations | FST—fixation index as genetic 
differentiation | Nm—gene flow.



Genetic variation within Borneo Ironwood	 Md.-Isa et al.

Journal of Threatened Taxa | www.threatenedtaxa.org | 26 May 2021 | 13(6): 18588–18597 18593

J TT

also evidence that both populations deviated from 
Hardy-Weinberg equilibrium.  Both populations also 
showed a deficiency of heterozygosity, indicated by 

positive FIS values (NRF= 0.054; Tatau= 0.165).
Additionally, the allelic data for 52 samples were 

analyzed based on the estimation of genetic distance 
among genotypes to segregate the individuals according 
to their varieties.  The unweighted neighbor-joining 
dendogram grouped the 52 samples of the two 
populations into three varieties (Figure 3).  Of the 52 
samples, 15 samples were grouped together as variety 
exilis, 16 samples as variety grandis and 21 samples as 
variety zwageri.

DISCUSSION

The informativeness of observed loci across the 
two populations was measured based on polymorphic 
information content (PIC).  Theoretically, PIC values range 
0–1 (Hilderbrand et al. 1994).  At a PIC of 0, the marker 
has only one allele, and at a PIC of 1 the marker would 
have an infinite number of alleles.  Thus values of PIC 
greater than 0.5 are considered to be highly informative.  
Data from the current study resulted in an average value 
of PIC= 0.746.  Therefore, all the three loci used in this 
study can be classified as highly informative loci (PIC 
>0.5) and appropriate for assessing genetic variation. 

Based on the average value of expected 
heterozygosity (He= 0.791), a moderate level of 
genetic variation among the 52 individuals studied was 
obtained.  Nevertheless, when compared the genetic 
variation between NRF and Tatau, NRF showed higher 
genetic variation within population compared to Tatau, 
where theoretically, the wild population should have 
higher genetic variation (Pandey et al. 2004; Gauli et al. 
2009).  This may be due to the source of NRF trees, which 
originated from several places.  It may not only limit to 
Bintulu area but from several places, which contribute 
to the high level of genetic variation in the populations,  
However, inbreeding depression may still occur because 
of the small size population.  As for wild population of 
Tatau, the genetic variation was lower than expected, 
probably due to the small population size in an island 
forest fragment within palm oil plantation, which may 
contribute to the low genetic variation in the population.

In addition, heterozygote deficiency was detected, 
which was depicted by the lower average value of 
observed compared to expected heterozygosity (Ho < 
He).  It suggested that both populations might be inbred.  
This was also evidenced by the positive average value of 
FIS (Table 2), which observed a stronger inbreeding in the 
Tatau population than the NRF population.  Heterozygote 
deficit can be explained by various factors such as 

Figure 2A. Allele frequencies for locus Ez-05 in Nirwana Rehabilitation 
Forest and Tatau.

Figure 2B. Allele frequencies for locus Ez-07 in Nirwana Rehabilitation 
Forest and Tatau.

Figure 2C. Allele frequencies for locus Ez-09 in Nirwana Rehabilitation 
Forest and Tatau.

Table 3. Genetic diversity analyses within populations.

Population N Na Ho He FIS

NRF 36 7.333 0.659 0.739 0.054

Tatau 9 4.000 0.399 0.563 0.165

Average 4.759 0.529 1.020 0.109

N—number of individuals analyzed | Na—number of alleles | Ho—observed 
heterozygosity | He—expected heterozygosity | FIS—heterozygote deficit within 
populations.
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non-random mating, unamplified alleles (null alleles) 
and inappropriate sampling (population admixture 
Wahlund’s effects) (Borsa et al. 1991; Castric et al. 2002; 
Dharmarajan et al. 2012; Waples 2015). 

Inbreeding often results from a population bottleneck 
(genetic drift) due to anthropogenic or environmental 
events.  In this study, higher inbreeding depression was 
observed in Tatau. The small population size and limited 
number of standing trees in the area might be the main 
cause of the inbreeding depression.  Other factors could 
be founder events, where a population has reduced 
genetic variation compared to the original population 
and thus produces an apparent high level of inbreeding.  

This phenomenon may happen in the NRF population 
where seeds from several unknown populations in 
Bintulu and outside Bintulu added the small size of the 
NRF population.  The different source of seeds, however, 
may contribute to the high genetic variation in NRF 
compared to Tatau.

Furthermore, based on Wright (1978), FST= 0–0.05 
indicates little population differentiation, FST= 0.05–
0.15 indicates moderate differentiation, FST= 0.15–0.25 
indicates high differentiation, and FST >0.25 indicates 
highest differentiation.  Current study revealed high 
genetic differentiation between the two populations 
(FST= 0.201).  The genetic differences might be due to the 

Figure 3. Unweighted Neighbor-joining trees using simple matching similarity coefficient based on three microsatellite markers for the 52 
individuals of Eusideroxylon zwageri from Nirwana Rehabilitation Forest and Tatau, Bintulu. The tree shows the clustering pattern of three 
varieties of E. zwageri namely; variety exilis, variety grandis and variety zwageri. The scale bar (0–0.2) represents the level of dissimilarity.
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extensive geographic range (population isolation) of the 
species and the small population size. 

This fixation index (FST) may also provide approach 
for estimating inter-population gene flow (Nm) (Avise 
2004).  Average gene flow (Nm= 1.826, Table 2) in the 
current study may indicate one incoming migrant per 
generation in each population when FST= 0.201 (Wright 
1931).  This indicates some migration (gene flow) at 
low rate between the two populations and low levels of 
interbreeding. 

Additionally, both populations showed a possible 
deviation from Hardy-Weinberg equilibrium (HWE), 
which can be observed through the lower number 
of observed heterozygosity (Ho) than expected 
heterozygosity (He).  Another possible parameter to look 
for the deviation from HWE in this study is the F-statistics.  
Populations are in Hardy-Weinberg equilibrium if FIS= 
0 and FIT= FST (Guries & Ledig 1981).  The value of FIS 
ranges between -1 and +1.  Negative FIS values indicate 
heterozygote excess (outbreeding) and positive values 
indicate heterozygote deficiency (inbreeding) compared 
with HWE expectations.  Result from this study showed 
a positive FIS value, (NRF= 0.054; Tatau= 0.165) which 
indicates deficiency of heterozygosity, hence, a possible 
deviation from HWE.

The deviation from HWE can be caused by 
several factors such as mutation, migration, random 
mating, selection and small size population (Keats & 
Sherman 2013; Johnston et al. 2019).  In this study, 
the disequilibrium was probably caused by the small 
population size of both study sites.  Consequently, 
sampling error is unavoidable in this study.  Small 
sample size contributes to the violations of the HWE 
principles.  Other factors such as migration or seed 
dispersal by human or animal were observed in NRF, 
which also contribute to the deviation from HWE.  While 
in Tatau, dispersal of seed was observed mainly through 
the river where the population is situated.  Inbreeding 
and population isolation as discussed above may also 
contribute to the deviation from HWE.

Overall, results from this study should be used with 
caution, as the number of marker and samples tested 
in this particular study are not sufficient to make any 
conclusive statement. The PIC of all the three markers, 
however, is very high, in this case the average is 0.746, 
which is more than 0.5 and suitable to use for the 
analysis.  Nonetheless, future study where more samples 
and more markers can be included should be carried 
out to have more comprehensive understanding on the 
genetic variation of E. zwageri especially in Sarawak.

The allelic data obtained in this study were also used to 

segregate the samples according to their varieties based 
on estimation of genetic distance among genotypes.  The 
result showed that the 52 samples were grouped into 
three varieties.  Morphological study conducted in the 
same sampling area documented similar variations (Md-
Isa 2020).  The present result demonstrates the existence 
of variety level differences in E. zwageri.  Nevertheless, 
further study on using more markers, samples and DNA 
barcoding will verify and give more concrete answer for 
this finding.  Thorough work on taxonomy classification is 
ongoing to validate the taxonomic status of the varieties 
in E. zwageri.

CONCLUSION

Genetic analysis of the two populations of E. 
zwageri in Bintulu, Sarawak shows that 20.1% of total 
genetic variation corresponded to differences between 
populations.  The Tatau population was observed to 
have relatively lower genetic diversity compared to NRF 
area. Therefore, it was suggested that establishment of 
the restored population (NRF) from a limited number 
of individuals originated from unknown places has 
higher level of genetic variation compared to the wild 
population (Tatau).  This occurrence, however, resulted 
in the inbreeding due to genetic drift (population 
bottleneck and founder effect).  Furthermore, inbreeding 
can lead to fixation of deleterious alleles and may lead to 
a decrease in the genetic variation of the population. 

Consequently, it is important to obtain more detailed 
information on the genetic variation of this species 
in order to form an effective conservation strategy.  
We suggest further conservation efforts focused on 
ensuring suitable habitat for the continued recovery of 
this species.  Effort can be made to identify locations of 
E. zwageri as protected forest areas.  This will facilitate 
natural regeneration without disturbance.  Alternatively, 
sprouting and cutting techniques can be proposed, as the 
sprouts tend to grow faster and may reach mature stage 
faster than regenerating them from seedling (Mostacedo 
et al. 2009).

In addition, the findings on the segregation of the 
species into three varieties based on the allelic data are 
promising.  Validation of the names of the varieties can 
now be proposed with effective taxonomic publication.  
It would also be interesting to establish DNA barcodes 
for this species to confirm our observations.  More 
samples from different locations and different genetic 
markers are suggested to be included to support future 
study on this topic. 



Journal of Threatened Taxa | www.threatenedtaxa.org | 26 May 2021 | 13(6): 18588–18597

Genetic variation within Borneo Ironwood	 Md.-Isa et al.

18596

J TT
REFERENCES

Asian Regional Workshop (Conservation & Sustainable Management 
of Trees, Viet Nam, August 1996) (1998). Eusideroxylon zwageri. The 
IUCN Red List of Threatened Species  1998: e.T31316A9624725. 
Downloaded on  08 May 2021.  https://doi.org/10.2305/IUCN.
UK.1998.RLTS.T31316A9624725.en

Avise, J.C. (2004). Molecular markers, natural history, and evolution. 
2nd edition. Sinauer Associates, Sunderland, Massachusetts, 684pp.

Borsa, P., M. Zainuri & B. Delay (1991). Heterozygote deficiency and 
population structure in the bivalve Ruditapes decussatus. Heredity 
86: 1–8. https://doi.org/10.1038/hdy.1991.1

Castric, V., L. Bernantchez, K. Belkhir & F. Bonhomme (2002). 
Heterozygote deficiencies in small lacustrine populations of 
brook charr Salvelinus fontinalis Mitchill (Pisces, Salmonidae): a 
test of alternative hypotheses. Heredity 89: 27–35. https://doi.
org/10.1038/sj.hdy.6800089

Dharmarajan, G., W.S. Beatty & O.E. Rhodes Jr. (2012). Heterozygote 
deficiencies caused by a Wahlund effect: Dispelling unfounded 
expectations. The Journal of Wildlife Management 77(2): 226–234. 
https://doi.org/10.1002/jwmg.458

Doyle, J. J. & J.L. Doyle (1987). A rapid DNA isolation procedure for 
small quantities of fresh leaf tissue. Phytochem Bulletin 19: 11–15.

Finlay, C.M.V., C.R. Bradley, S.J. Preston & J. Provan (2017). Low 
genetic diversity and potential inbreeding in an isolated population 
of alder buckthorn (Frangula alnus) following a founder effect. 
Scientific Report 7(3010): 1–8. https://doi.org/10.1038/s41598-
017-03166-1

Gauli, A., O. Gailing, V.M. Stefenon & R. Finkeldey (2009). Genetic 
similarity of natural populations and plantations of Pinus roxburhii 
sarg. In Nepal. Annuals of Forest Sciences 66: 703. https://doi.
org/10.1051/forest/2009053

Global Trees Campaign (2020). Ironwood. Accessed on 20 February 
2020. https://globaltrees.org/threatened-trees/trees/ironwood/

Goudet, J. (1995). FSTAT (version 1.2). a computer program to 
calculate F- statistics. Journal of Heredity 86(6): 485–486. https://
doi.org/10.1093/oxfordjournals.jhered.a111627

Guries, R.P. & F.T. Ledig (1981). Genetic structure of populations 
and differentiation in forest trees. General Technical Report PSW-
GTR-48. Berkeley, CA: Pacific Southwest Forest and Range Exp. Stn, 
Forest Service, U.S. Department of Agriculture, 42–47pp.

Harkingto, A. Purwantoro, D. Prajitno & A. Widyatmoko (2006). 
Genetic Variation of five ironwood populations in East Kalimantan 
revealed by RAPD marker. Ilmu Pertanian 13(1): 1–10.

Hilderbrand, C.E., D.C. Torney & R.P. Wagner (1994). Informativeness 
of polymorphic DNA markers, pp. 100–102. In: Cooper, N.G. (ed.). 
The Human Genome Project: Deciphering The Blueprint of Heredity. 
Universiti Science Books, Mill Valley, California, 360pp.

Hong, T.S. (2005). Identification of genomic markers for Belian using 
RAPD. Bachelor Degree Thesis. Faculty of Resource Science and 
Technology, Universiti Malaysia Sarawak, vii+47pp.

IUCN-International Union for Conservation of Nature (2019). The 
IUCN Red List of Threatened Species. Eusideroxylon zwageri (Version 
2019.2). Downloaded on January 20, 2019.

Irawan, B. (2005a). Bulian (Eusideroxylon zwageri Teijsm. & Binn.) 
sebagai salah satu komoditi unggulan di propinsi Jambi. Jurnal 
Agronomi 9(1): 49–54. (In Indonesian).

Irawan, B. (2005b). Ironwood (Eusideroxylon zwageri Teijsm. & Binn.) 
and its varieties in Jambi, Indonesia. Cuvillier Verlag. Inhaberin 
Annette Jentsch-Cuvillier, Nonnenstieg 8, 37075 Göttingen, 
Germany, 156pp.

Irawan, B. (2016). Physical and mechanical properties of four varieties 
of Ironwood. Journal of Tropical Wood Science and Technology 
14(2): 175–182.

Irawan, B., F. Gruber, R. Finkeldey & O. Gailing (2016). Linking 
indigenous knowledge, plant morphology, and molecular 
differentiation: the case of ironwood (Eusideroxylon zwageri Teijsm. 
et Binn.). Genetic Resources Crop Evolution. 63: 1297–1306. https://
doi.org/10.1007/s10722-015-0317-4

Johnston, H.R., B.J.B. Keats & S.L. Sherman (2019). Population 
Genetics, pp. 359–373. In: David, R., R. Pyeritz & B. Korf. Emery and 
Rimoin’s Principles and Practice of Medical Genetics and Genomics 
(6th ed.). Academic Press, 4,700pp.

Keats, B.J.B. & S.L. Sherman (2013). Population Genetics, pp. 1–12. 
In: David, R., R. Pyeritz & B. Korf. Emery and Rimoin’s Principles and 
Practice of Medical Genetics and Genomics (6th edition). Academic 
Press, 4,700pp.

Koopman, M.J.F. & L. Verhoef. (1938). Eusideroxylon zwageri, the 
ironwood of Borneo and Sumatra. Tectona 31: 381–399.

Kostermans, A.J.G.H., B. Sunarno, A. Martawijaya & S. Sudo. 
(1994). Eusideroxylon zwageri Teijsm. & Binn., pp. 211–215. In: 
Soerianegara, I. & R.H.M.J. Lemmens (eds.). Plant resources of 
South-East Asia. Timber trees: major commercial timbers PROSEA. 
Bogor, Indonesia, 610pp.

Kurokawa, H., T. Yoshida, T. Nakamura, J. Lai & T. Nakashizuka (2003). 
The age of tropical rain-forest canopy species. Borneo ironwood 
(Eusideroxylon zwageri), determined by 14C dating. Journal of Tropical 
Ecology 19(1): 1–7. https://doi:10.1017/S0266467403003018

Kurokochi, H., E. Tan, S. Asakawa, Sukartiningsih, Y. Saito & Y. Ide 
(2014). Development of 16 microsatellite markers in Eusideroxylon 
zwageri by next-generation sequencing. Conservation Genetic 
Resources 6: 593–595. https://doi.org/10.1007/s12686-014-0148-1

Lowe, A.J., D. Boshier, M. Ward, C.F.E. Bacles & C. Navarro (2005). 
Genetic resource impacts of habi-tat loss and degradation; 
reconciling empirical evidence and predicted theory for 
neotropical trees. Heredity 95: 255–273. https://doi.org/10.1038/
sj.hdy.6800725

Md-Isa, S.F. (2020). Morphological and genetic variation of 
Eusideroxylon zwageri Teijsm. & Binn. (Borneo Ironwood) in 
Sarawak and fungi isolated from their fruits. PhD Thesis. Faculty of 
Science, Universiti Putra Malaysia, xvi+109pp.

Md-Isa, S.F., M.N., Saleh, C.S.Y., Yong, R. Jalonen & R. Go (2021).  
Utilization of historic herbarium collections as an indicator of the 
occurrence of Bornean ironwood in Sarawak, Malaysia. Malayan 
Nature Journal 73(1): 105–111.

Mostacedo, B., F.E. Putz, T.S. Fredericksen, A. Villca & T. Palacios 
(2009). Contributions of root and stump sprouts to natural 
regeneration of a logged tropical dry forest in Bolivia. Forest Ecology 
and Management 258(6): 978–985. https://doi.org/10.1016/j.
foreco.2008.09.059

Nurtjahjaningsih, I.L.G., Sukartiningsih, H. Kurokochi, Y. Saito & Y. 
Ide. (2017a). Genetic structure of the tropical tree Eusideroxylon 
zwageri in Indonesiea revealed by chloroplast DNA phylogeography. 
Forest 8(7): 229. https://doi.org/10.3390/f8070229

Nurtjahjaningsih, I.L.G., Sukartiningsih, S., Saranti, A.P.A., 
Sulistyawati, P., & A. Rimbawanto (2017b). Kekerabatan genetik 
anakan alam Ulin (Eusideroxylon zwageri Teijsm. & Binn.) 
menggunakan penanda random amplified polymorphism DNA. 
Jurnal Pemuliaan Tanaman Hutan 11(1): 25–32. (In Indonesian).

Pandey, M., O. Gailing, L. Leinemann & R. Finkeldey (2004). Molecular 
markers provide evidence for long-distance planting material 
transfer during plantation establishment of Dalbergia sissoo Roxb. 
In Nepal. Annals of Forest Science 61(6): 603–606. https://doi.
org/10.1051/forest:2004056

Peakall, R. & P.E Smouse (2012). GenAlex 6.5: genetic analysis in Excel. 
Population genetic software for teaching and research-an update. 
Bioinformatics 28(19): 2537–2539. https://doi.org/10.1093/
bioinformatics/bts460

Perrier, X. & J.P. Jacquemoud-Collet (2006). DARwin. Available online: 
http://darwin.cirad.fr/

Promega (2020). How do I determine the concentration, yield and 
purity of a DNA sample?. https://worldwide.promega.com/
resources/pubhub/enotes/how-do-i-determine-the-concentration-
yield-and-purity-of-a-dna-sample/. Accessed on 25 November 2020.

Rimbawanto, A., A.Y.P.B.C. Widyatmoko & Harkingto (2006). 
Population diversity of Eusideroxylon zwageri in East Kalimantan 
revealed by RAPD markers. Jurnal Penelitian Hutan Tanaman 3(3): 
201–208.

https://doi.org/10.2305/IUCN.UK.1998.RLTS.T31316A9624725.en
https://doi.org/10.2305/IUCN.UK.1998.RLTS.T31316A9624725.en


Genetic variation within Borneo Ironwood	 Md.-Isa et al.

Journal of Threatened Taxa | www.threatenedtaxa.org | 26 May 2021 | 13(6): 18588–18597 18597

J TT
Appendix 1. Weighted (W) and unweighted (UW) allele frequencies per locus and per population. N is allele size (base pair).

Locus Pop NRF, UPM Tatau, Bintulu All_W All_UW

N 35 7

Ez-05 228 0.029 0.071 0.036 0.050

234 0.114 0.071 0.107 0.093

238 0.029 0.143 0.048 0.086

240 0.214 0.036 0.107

242 - 0.286 0.048 0.143

248 0.143 - 0.119 0.071

250 0.286 - 0.238 0.143

252 0.200 0.214 0.202 0.207

254 0.014 - 0.012 0.007

256 0.129 - 0.107 0.064

260 0.043 - 0.036 0.021

264 0.014 - 0.012 0.007

Locus Pop NRF, UPM Tatau, Bintulu All_W All_UW

N 35 10

Ez-07 115 0.371 - 0.289 0.186

117 0.086 - 0.067 0.043

121 0.057 0.150 0.078 0.104

123 0.014 0.150 0.044 0.082

125 0.171 0.350 0.211 0.261

127 - 0.350 0.078 0.175

131 0.157 - 0.122 0.079

133 0.086 - 0.067 0.043

139 0.029 - 0.022 0.014

147 0.029 - 0.022 0.014

Locus Pop NRF, UPM Tatau, Bintulu All_W All_UW

N 38 12

Ez-09 255 0.158 0.958 0.350 0.558

261 0.329 0.042 0.260 0.185

270 0.513 - 0.390 0.257

Siew, Y.A. (2005). Genotyping of Eusideroxylon zwageri Teijsm & Binn. 
and Potoxylon melagangai Kosterm. (Borneo Ironwood) by using 
M13 universal primer. Bachelor Degree Thesis. Faculty of Resource 
Science and Technology, Universiti Malaysia Sarawak. vii+57pp.

Teijsmann, J.E. (1858). Botanische reis over banka en in de 
palembansche binnenlanden. Natuurkundig tijdschrift voor 
Nederlandsch-Indie. 96pp.

Teijsmann, J.E. & S. Binnendijk. (1863). Translation versoin of Bijdrage 
tot de kennis can het Echte Ijerhout (Eusideroxylon zwageri T. et B.). 
Natuurkundig tijdschrift voor Nederlandsch-Indie 25: 288–294.

Waples, R.S. (2015). Testing for Hardy-Weinberg proportions: have 

we lost the plost?. Journal of Heredity 106(1): 1–19. https://doi.
org/10.1093/jhered/esu062

Wright, S. (1931). Evolution in Mendelian populations. Genetics 16(2): 
97–159.

Wright, S. (1978). Evolution and the genetics of populations, Vol. 4: 
Variability within and among natural populations. University of 
Chicago Press, Chicago, IL., 590pp.

Yoon, C.M. (2006). Genotyping of Eusideroxylon zwageri Teijsm & 
Binn. and Potoxylon melagangai Kosterm. (Borneo Ironwood) 
using DAMD markers. Bachelor Degree Thesis. Faculty of Resource 
Science and Technology, Universiti Malaysia Sarawak. ix+55pp.

Threatened Taxa



ISSN 0974-7907 (Online) | ISSN 0974-7893 (Print)

May 2021 | Vol. 13 | No. 6 | Pages: 18411–18678
Date of Publication: 26 May 2021 (Online & Print)

DOI: 10.11609/jott.2021.13.6.18411-18678www.threatenedtaxa.org

The Journal of Threatened Taxa (JoTT) is dedicated to building evidence for conservation globally by 
publishing peer-reviewed articles online every month at a reasonably rapid rate at www.threatenedtaxa.org.  
All articles published in JoTT are registered under Creative Commons Attribution 4.0 International License 
unless otherwise mentioned. JoTT allows allows unrestricted use, reproduction, and distribution of articles 
in any medium by providing adequate credit to the author(s) and the source of publication.

Member

Threatened Taxa

Publisher & Host

OPEN ACCESS

Conservation Application

First attempt at rehabilitation of Asiatic Black Bear cubs to the wild in Thailand
– Robert Steinmetz, Worrapan Phumanee, Rungnapa Phoonjampa & Suthon Weingdow, 
Pp. 18411–18418

Communications

Status of Sumatran Tiger in the Berbak-Sembilang landscape (2020)
– Tomi Ariyanto, Yoan Dinata, Dwiyanto, Erwan Turyanto, Waluyo Sugito, Sophie Kirklin & Rajan 
Amin, Pp. 18419–18426 

The diversity of small mammals in Pulau Perhentian Kecil, Terengganu, Malaysia
– Aminuddin Baqi, Isham Azhar, Ean Wee Chen, Faisal Ali Anwarali Khan, Chong Ju Lian, 
Bryan Raveen Nelson & Jayaraj Vijaya Kumaran, Pp. 18427–18440

Patterns, perceptions, and spatial distribution of human-elephant (Elephas maximus) incidents in 
Nepal
– Raj Kumar Koirala, Weihong Ji, Yajna Prasad Timilsina &  David Raubenheimer, Pp. 18441–18452

Assessing spatio-temporal patterns of human-leopard interactions based on media reports in 
northwestern India
– Kaushal Chauhan, Arjun Srivathsa & Vidya Athreya, Pp. 18453–18478

Bat diversity in the Banpale forest, Pokhara, Nepal during spring season
– Prabhat Kiran Bhattarai, Basant Sharma, Anisha Neupane, Sunita Kunwar & Pratyush Dhungana, 
Pp. 18479–18489

A patho-microbiological study of tissue samples of the Greater Adjutant Leptoptilos dubius (Aves: 
Ciconiiformes: Ciconiidae) that died in Deeporbeel Wildlife Sanctuary, Assam, India
– Derhasar Brahma, Parikshit Kakati, Sophia M. Gogoi, Sharmita Doley, Arpita Bharali, Biswajit Dutta, 
Taibur Rahman, Saidul Islam, Arfan Ali, Siraj A. Khan, Sailendra Kumar Das & Nagendra Nath Barman, 
Pp. 18490–18496

Vaduvur and Sitheri lakes, Tamil Nadu, India: conservation and management perspective
– V. Gokula & P. Ananth Raj, Pp. 18497–18507

A new species of shieldtail snake (Squamata: Uropeltidae: Uropeltis) from the Bengaluru uplands, 
India
– S.R. Ganesh, K.G. Punith, Omkar D. Adhikari & N.S. Achyuthan, Pp. 18508–18517

A looming exotic reptile pet trade in India: patterns and knowledge gaps
– A. Pragatheesh, V. Deepak, H.V. Girisha & Monesh Singh Tomar, Pp. 18518–18531

Legal or unenforceable? Violations of trade regulations and the case of the Philippine Sailfin Lizard 
Hydrosaurus pustulatus (Reptilia: Squamata: Agamidae)
– Sarah Heinrich, Adam Toomes & Jordi Janssen, Pp. 18532–18543

Conservation breeding of Northern River Terrapin Batagur baska (Gray, 1830) in Sundarban Tiger 
Reserve, India
– Nilanjan Mallick, Shailendra Singh, Dibyadeep Chatterjee & Souritra Sharma, Pp. 18544–18550

Discovery of two new populations of the rare endemic freshwater crab Louisea yabassi Mvogo 
Ndongo, von Rintelen & Cumberlidge, 2019 (Brachyura: Potamonautidae) from the Ebo Forest 
near Yabassi in Cameroon, Central Africa, with recommendations for conservation action
– Pierre A. Mvogo Ndongo, Thomas von Rintelen, Christoph D. Schubart, Paul F. Clark, 
Kristina von Rintelen, Alain Didier Missoup, Christian Albrecht, Muriel Rabone, Efole Ewoukem, 
Joseph L. Tamesse, Minette Tomedi-Tabi Eyango & Neil Cumberlidge, Pp. 18551–18558

Checklists of subfamilies Dryptinae and Panagaeinae (Insecta: Coleoptera: Carabidae) from the 
Indian subcontinent
– V.A. Jithmon & Thomas K. Sabu, Pp. 18559–18577

Mantids (Insecta: Mantodea) of Uttar Pradesh, India
– Ramesh Singh Yadav & G.P. Painkra, Pp. 18578–18587

An assessment of genetic variation in vulnerable Borneo Ironwood Eusideroxylon zwageri Teijsm. 
& Binn. in Sarawak using SSR markers
– Siti Fatimah Md.-Isa, Christina Seok Yien Yong, Mohd Nazre Saleh & Rusea Go, Pp. 18588–18597

Review

Termites (Blattodea: Isoptera) of southern India: current knowledge on distribution and 
systematic checklist
– M. Ranjith & C.M. Kalleshwaraswamy, Pp. 18598–18613

Short Communications  

Population status and distribution of Ibisbill Ibidorhyncha struthersii (Vigors, 1832) (Aves: 
Charadriiformes: Ibidorhynchidae) in Kashmir Valley, India
– Iqram Ul Haq, Bilal A. Bhat, Khursheed Ahmad & Asad R. Rahmani, Pp. 18614–18617

A new fish species of genus Garra (Teleostei: Cyprinidae) from Nagaland, India
– Sophiya Ezung, Bungdon Shangningam & Pranay Punj Pankaj, Pp. 18618–18623

Occurrence of Tamdil Leaf-litter Frog Leptobrachella tamdil (Sengupta et al., 2010) (Amphibia: 
Megophryidae) from Manipur, India and its phylogenetic position
– Ht. Decemson, Vanlalsiammawii, Lal Biakzuala, Mathipi Vabeiryureilai, Fanai Malsawmdawngliana 
& H.T. Lalremsanga, Pp. 18624–18630

Further additions to the Odonata (Insecta) fauna of Asansol-Durgapur Industrial Area, Paschim 
Bardhaman, India
– Amar Kumar Nayak & Subhajit Roy, Pp. 18631–18641

A note on the ecology and distribution of Little Bloodtail Lyriothemis acigastra Brauer, 1868 
(Insecta: Odonata: Libellulidae) in Kerala, India
– Jeevan Jose, Muhamed Sherif & A. Vivek Chandran, Pp. 18642–18646

Viewpoint

A unique archetype of conservation in Himachal Pradesh, western Himalaya, India
– Rupali Sharma, Monika Sharma, Manisha Mathela, Himanshu Bargali & Amit Kumar, 
Pp. 18647–18650

Notes

A camera trap record of Asiatic Golden Cat Catopuma temminckii (Vigors & Horsfield, 1827) 
(Mammalia: Carnivora: Felidae) in State Land Forest, Merapoh, Pahang, Malaysia
– Muhamad Hamirul Shah Ab Razak, Kamarul Hambali, Aainaa Amir, Norashikin Fauzi, Nor Hizami 
Hassin, Muhamad Azahar Abas, Muhammad Firdaus Abdul Karim, Ai Yin Sow, Lukman Ismail, Nor 
Azmin Huda Mahamad Shubli, Nurul Izzati Adanan, Ainur Izzati Bakar, Nabihah Mohamad, Nur 
Izyan Fathiah Saimeh, Muhammad Syafiq Mohmad Nor, Muhammad Izzat Hakimi Mat Nafi & Syafiq 
Sulaiman, Pp. 18651–18654 

Reappearance of Dhole Cuon alpinus (Mammalia: Carnivora: Canidae) in Gujarat after 70 years
– A.A. Kazi, D.N. Rabari, M.I. Dahya & S. Lyngdoh, Pp. 18655–18659

Mating behavior of Eastern Spotted Skunk Spilogale putorius Linnaeus, 1758 (Mammalia: 
Carnivora: Mephitidae) revealed by camera trap in Texas, USA
– Alexandra C. Avrin, Charles E.Pekins & Maximillian L. Allen, Pp. 18660–18662

Record of Indian Roofed Turtle Pangshura tecta (Reptilia: Testudines: Geoemydidae) from Koshi 
Tappu Wildlife Reserve, Nepal
– Ashmita Shrestha, Ramesh Prasad Sapkota & Kumar Paudel, Pp. 18663–18666

Additional distribution records of Zimiris doriae Simon, 1882 (Araneae: Gnaphosidae) from India
– Dhruv A. Prajapati, Pp. 18667–18670

Notes on new distribution records of Euaspa motokii Koiwaya, 2002 (Lepidoptera: Lycaenidae: 
Theclinae) from Bhutan
– Jigme Wangchuk, Dhan Bahadur Subba & Karma Wangdi, Pp. 18671–18674

New distribution records of two little known plant species, Hedychium longipedunculatum  A.R.K. 
Sastry & D.M. Verma (Zingiberaceae) and Mazus dentatus Wall. ex Benth. (Scrophulariaceae), 
from Meghalaya, India
– M. Murugesan, Pp. 18675–18678

https://www.threatenedtaxa.org
https://www.threatenedtaxa.org/
http://creativecommons.org/licenses/by/4.0/
https://freejournals.org
http://zooreach.org/?page_id=2
http://zooreach.org
http://creativecommons.org/licenses/by/4.0/



