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Abstract The slow natural degradation of chir pine
(Pinus roxburghii) needle litterfall and its accumulation
on forest floors have been attributed to its lignocellulosic
complexities of the biomass. The present study offers a
microbiological insight into the role of autochthonous
microflora associated with pine needle litterfall in its
natural degradation. The denaturing gradient gel electro-
phoresis (DGGE) fingerprinting indicated actinomycetes
(Saccharomonospora sp., Glycomyces sp., Agrococcus
sp., Leifsonia sp., Blastocatella sp., andMicrobacterium
sp.) as a dominant microbial community associated with
pine needle litterfall with the absence of fungal decom-
posers. On exclusion of associated autochthonous mi-
croflora from pine litterfall resulted in colonization by
decomposer fungi identified asPenicillium chrysogenum
and Aspergillus sp., which otherwise failed to colonize
the litterfall under natural conditions. The results,
therefore, indicated that the autochthonous microbial
community of pine needle litterfall (dominated by acti-
nomycetes) obstructs the colonization of litter-degrading
fungi and subsequently hinders the overall process of
natural degradation of litterfall.

Keywords Pine needle litterfall . Autochthonous
microbial community . Actinomycetes

Introduction

Within the Indo-Pacific region, Himalayan subtropical
pine forests are the largest and are widely spread in
Himachal Pradesh, a region of India with chir pine
(Pinus roxburghii), as the dominant species (Singh and
Kushwaha 2011; Bisht et al. 2014). The pine stands
nearly account for about 2–3 ha−1 year−1 needle litterfall
on forest floors (Rawat et al. 2001; Tiwari et al. 2016).
In natural environmental conditions, the natural decom-
position of needle litterfall is a very slow process be-
cause of lignocellulosic complexities (Klotzbucher et al.
2011; Soong et al. 2015). Documented literature reveals
that pine litter has less decomposition rates in compar-
ison to litter from mixed forest systems (Cornwell et al.
2008; Weedon et al. 2009; Sheffer et al. 2015) and litter
from oaks (Arslan et al. 2010). The time-consuming
decomposition of forest litter results in accumulation
of large volumes of pine needles as forest litter, a phe-
nomenon occurring throughout the world (Safi et al.
2004; Vestgarden et al. 2004) which has serious impli-
cations on our ecosystem bio-geochemical cycling and
energy flow (Zhou et al. 2015). On the forest floor, the
thick layer of needles is a major source of ground fires,
recurring annually in India (Sharma 2009). The thermal
decomposition of pine needles results in the generation
of volatiles which are hazardous to the environment
(Safi et al. 2004). Their release into the atmosphere
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could result in changing of the oxidative capacity and
disturbance in the balance of greenhouse gases (Isidorov
et al. 2016). In addition to the above-cited problems,
pine needles are shown to possess allelochemicals
which show phytotoxicity towards other species, which
poses hindrance in the establishment of secondary suc-
cessional species in the forest ecosystem (Navarro‐Cano
et al. 2010; Kimura et al. 2015).

All of the above-cited problems associated with the
accumulation and degradation of pine needle litterfall on
forest floors warrant better understanding of mecha-
nisms that determine its decomposition under natural
environment conditions. Documented literature high-
lights the significance of bacteria and fungi, in litter
decomposition, especially in forest ecosystems
(Persson et al. 1980; Van der Heijden et al. 2008). A
major factor governing the litter decomposition rates on
forest floors, is the interaction of microbes (fungal:
bacterial associations) with the forest litter, which in-
turn depends on the nature and lignocellulosic quality of
the litter. (Bray et al. 2012; Newman et al. 2015;
Isidorov et al. 2016) However, an important aspect,
relating to litter decomposition, which has not been
investigated in the past, is the need to understand the
role of forest litterfall-associated autochthonous micro-
bial community in litter breakdown, which forms the
basis of the present investigation. For this, in the present
study, we employ the use of culture-independent molec-
ular technique using denaturing gradient gel electropho-
resis (DGGE) to evaluate the hypothesis that whether or
not autochthonous microbial community of pine needle
litter together with the lignocellulosic complexities, hin-
ders its degradation under natural environmental condi-
tions. The application of DGGE to study bacterial and
fungal diversity has been widely reported by several
researchers (Lyautey et al. 2005; Das et al. 2007;
Mahajan et al. 2016). In the present investigation, a
two-step validation experiment for testing the hypothe-
sis for the role of autochthonous microflora was
planned. In the first step, the autochthonous pine needle
litter-associated microbial community was dislodged; it
was followed by microbiological observation of pine
needles for microbial succession, especially by decom-
poser fungi, under natural environmental conditions.
Findings in the present study employing culture-
independent analysis of microbiota and its phylogenetic
analysis contribute to our knowledge of autochthonous
microbiome of pine needle litter and its role in natural
degradation of pine needle litter on forest floors.

Materials and methods

Study site

The pine needles were collected from the subtropical
Kandaghat pine forest range (31° 00′ 57″N; 77° 04′ 17″
E). The study site is one of the five forest ranges of
Solan Forest Division, having strands of chir pine which
mostly confirm to Champion and Seth’s Forest type 9
C1a-Lower or Shiwalik chir pines and known for fre-
quent forest fires (Sharma and Singh 2010). The dried
pine needles were collected in the months of March to
June, 2014 and 2015, and stored in airtight cartons;
transported to laboratory; and processed immediately.

Holocellulose and lignin estimations

Determination of holocellulose (TNI-A-9 test method;
Laboratory manual of CPPRI; Laboratory method man-
ual 2001) and lignin content (T222 test method;
Technical Association of the Pulp and Paper Industry
(TAPPI), Atlanta, GA, USA) was done as per the stan-
dard methods (Ferris 1963).

DNA extraction and PCR amplification

In an attempt, to gain an insight into the role of autoch-
thonous microbial community in pine needle litterfall
breakdown, metagenomic DNA was extracted using
standardized protocol of Dempster et al. (1999) with
slight modification in methodology (Mahajan et al.
2016). The extracted metagenomic DNAwas used as a
template to amplify Eucarya (fungi) 18S–28S ITS genes
and bacterial 16S ribosomal RNA (rRNA) genes using,
PCR buffer (50 mM KCl, 10 mM Tris–HCl, pH 8.3),
0.2 mM dNTP (dATP, dCTP, dGTP, and dTTP), 1.5 mM
MgCl2, 1.0 μM of each primer, and Pfu DNA polymer-
ase at a concentration of 1.0 U (Thermo Fisher
Scientific). DNA template (20–100 ng) was used for
amplifications. The details on the use of primers and
PCR reaction conditions are presented in Table 1.

DGGE analysis

The DGGE analysis of test DNA samples, resulted in
separation of the DGGE-PCR-amplified products in
polyacrylamide gels with denaturing gradients ranging
from 20 to 45 % (7 M urea and 40 % (v/v) deionized
formamide resulted in 100 % denaturing conditions)
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(Mahajan et al. 2016). Electrophoresis was carried out in
TAE buffer (40 mM Tris, 20 mM acetic acid, 1 mM
EDTA; pH 8.0) at constant voltage of 65 V for 12 h using
a DCode system (Bio-Rad, Hercules, CA, USA). After
electrophoresis, the gels were stained for 10 min. in TAE
buffer containing ethidium bromide (0.5 mg/l), followed
by 5 min of washing in distilled water, and then
photographed (Alpha Imager System, Alpha Innotech,
San Leandro, CA, USA) at a wavelength of 302 nm,
under UV light. The prominent DGGE bands were ex-
cised and macerated in 20 μl of nuclease-free water and
stored at 4 °C for 24 h. The samples were then centri-
fuged at 10,000g for 3 min and the supernatant (3 μl) was
used as template, and PCR amplification was carried out
under the conditions as described above. The amplified
DNA was observed on agarose gel and purified using
Real Genomics DNA purification kit and then se-
quenced. The use of culture-independent molecular tech-
niques provides an opportunity to characterize microbial
community associated with forest litterfall and therefore
provide a better resolution of the microbial taxa.

Phylogenetic analysis and sequence data accession
number

In an attempt to identify the microbial species, asso-
ciated with autochthonous microbial community in

pine needle litterfall, the 16S rRNA and 18S–28S ITS
gene sequences were analyzed using BLAST search
(Altschul et al. 1990), to identify the closest matching
sequences f rom NCBI , GenBank da tabase
(http://www.ncbi.nlm.nih.gov). The representing
sequences and the test samples were further
analyzed using Clustal Omega, a multiple alignment
tool (http://www.ebi.ac.uk/Tools/msa/clustalo/).
Phylogenetic analysis was carried out on multiple
sequence al ignments , in order to construct
phylogenetic trees using neighbor-joining method
(CLC Main Workbench 8.0; http://www.clcbio.
com). Bootstrap confidence (100 permutations)
values were employed to statistically validate the
phylogenetic tree. The nucleotide gene sequences,
sequences in the present study have been deposited
in the GenBank database under accession numbers
KR258726–KR258736.

Hypothesis validation

We hypothesized that the autochthonous microbial
community of pine needle (as revealed by DGGE
analysis) together with the lignocellulosic complexi-
ties, hinders its natural degradation. A two-step val-
idation experiment for testing the hypothesis was
therefore planned. Firstly, the autochthonous pine

Table 1 A description of the primers used in the study

Domain Primer sequence (5′–3′) Primer name PCR conditions Reference

Bacteria GC-ACTCCTACGGGAGGCAGCAGa Eub338 • (Initial denaturation at 94 °C
for 300 s) × 1 cycle

• (Denaturation at 95 °C for
60 s; annealing
at 53 °C for 60 s; extension
at 72 °C for 120 s) × 30 cycles

• (Final extension at 72 °C for
600 s) × 1 cycle

• Hold at 4 °C

(Lane 1991; Muyzer et al. 1993)
ATTACCGCGGCTGCTGG Eub518

Fungi TCCGTAGGTGAACCTGCGG
(3′ end of the 18S rDNA adjacent to the
ITS1, F primer)

ITS1 • (Initial denaturation at 94 °C
for 300 s) × 1 cycle

• (Denaturation at 95 °C for
45 s; annealing at 53 °C for
60 s; extension at 72 °C for
150 s) 30 cycles

• (Final Extension at 72 °C for
600 s) × 1 cycle

• Hold at 4 °C

(White et al. 1990)

5′- TCCTCCGCTTATTGATATGC-3′
(5′ end of the 28S rDNA adjacent
to the ITS2, R primer)

ITS4

rDNA ribosomal DNA
aGC-clamp: CGCCCGGGGCGCGCCCCGGGCGGGCGGCACGGGGGG
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needle litter-associated microbial community was
dislodged. Two treatment sets of pine needles were
maintained, the first set (S0) designated as control,
where natural pine microbial community was not
dislodged and the second set (S1) of pine needles
was autoclaved at 121 °C for 15 min for three con-
secutive days to remove autochthonous microbial
community. This was followed by microbiological
observation of pine needles for microbial succession,
especially by decomposer fungi, under natural envi-
ronmental conditions. The isolated decomposer fungi
were molecularly identified by phylogenetic analysis
of 18S–28S ITS gene sequences.

Results and discussion

Lignocellulosic composition

The major and most significant components of plant
litter that are known to influence its natural decomposi-
tion, include organic compounds, hemicellulose, cellu-
lose, and lignin; however, significant differences have
been observed in their relative contents, which largely
depend on the plant tissue being sampled (leaves, stem,
etc.) and also on the plant species that actually contrib-
utes to the forest litter (Ding et al. 2012). In the present
study, dried pine needle litter, collected from forest
floors accounted for the presence of 18.05 %
holocellulose content, 23.36 mg/g of acid-soluble lignin
and 475 mg/g of acid-insoluble residue. In pine needles,
a major portion of the cellulose is associated with the
complex crystalline structures, which make it difficult
for its enzymatic degradation. Similarly, because of the
structurally complex (cross-linked polymers of phenolic
monomers) nature of lignin, its natural degradation is
difficult. In the present study, the presence of high
lignin content in pine needle litter is in concomitance
with previously well-established findings, that ligno-
cellulosic complexities pose hindrance in natural
degradation of pine needle litter. Purahong et al.
(2015) reported that the major hindrance in the pro-
cess of litter decomposition is the inability of lignin
to decompose naturally under environmental condi-
tions. Extensive review, in this regard as documented
by Berg et al. 2015 highlights the fact that degrada-
tion of lignin is the major factor that determines the
fate of pine needle litter decomposition.

Autochthonous pine needle litterfall-associated
microbial community

The culture-independent studies of total bacteria, based
on PCR-DGGE profiling of 16S rDNA fragments, re-
sulted in identification of nine prominent bands. The
phylum Actinobacteria was the dominant phylum
followed by Firmicutes (Fig. 1a). Representatives from
phylum Actinobacteria and Firmicutes belonged to
Saccharomonospora sp . , Glycomyces sp . ,
Psychrobacillus sp., Agrococcus sp., Leifsonia sp.,
Blastocatel la sp. , Microbacter ium sp. , and
Paenibacillus sp. The phylogenetic relatedness of the
fragment post sequencing is presented in Fig. 1b. The
results presented in Table 2 highlight the nearest
homologues to the autochthonous pine microbial
community. The results in the present study are in
corroboration with previous reports, where re-
searchers have reported dominance of actinomycete
communities in forest soils using culture-dependent
methods (Zvyagintsev et al. 1996). Newman et al.
(2015) using culture-independent techniques also ob-
served actinomycete assemblages on litter along with
bacteria and fungi. The major degraders of fully
lignified plant tissues are filamentous fungi, which
are known for their abilities of cellulose and lignin
degradation via their efficient hydrolytic enzymatic
systems (Martinez et al. 2008). However, in the pres-
ent study, fungal-specific primers (ITS1 and ITS4;
Table 1) for internal-transcribed spacer (ITS) region
did not result in any amplification. The dominance of
actinomycetes associated with pine needles suggests
the possible antagonistic impact of actinomycetes on
decomposer fungal species. A few reports are avail-
able on the influence of actinomycetes on lignocellu-
losic degrading fungi and their involvement in inhi-
bition of southern pine sapwood decomposition
(Lenzites sepiaria, Polyporus versicolor, and
Lentinus lepideus) by Streptomyces sp. (De Groot
1971). In vitro and microcosm studies carried out
by Jayasinghe and Parkinson (2008) have also
highlighted the antagonistic potential of actinomy-
cetes against fungi, with a known ability of lignocel-
lulosic decomposition. Dângelo et al. (2016) reported
inhibition of filamentous fungal species as a result of
secondary metabolites produced by actinomycetes. A
molecular, culture-independent microbiological in-
sight into pine litter and the structural complexity of
pine needles, as studied in here, therefore, signify the
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Fig. 1 Autochthonous microbial
community associated with pine
needles. a Actinobacteria was the
dominant phylum followed by
Firmicutes. b Phylogenetic
relatedness of 16S rDNA gene
sequences of DGGE gel bands
associated with natural
microbiota of pine needles
(underlined and marked).
Bootstrap confidence values were
generated using 100 permutations
of the data set to derive the
nucleotide sequence similarities
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combined role of lignocellulosic content and domi-
nant role of actinomycetes impeding the natural deg-
radation of pine needle litter.

Validation of the test hypothesis

We hypothesized that the autochthonous microbial com-
munity of pine needle litterfall (dominated by actinomy-
cete) obstructs colonization of litter-degrading fungi and
subsequently hinders the overall process of natural deg-
radation of litterfall. The results based on the experi-
mentation for the validation of the test hypothesis, re-
vealed extensive mycelial colonization in sample S1
(treatment set of pine needles where autochthonous
microbial community was dislodged) after 60 days of
incubation, under natural environmental conditions.
However, no mycelial growth was observed in sample
S0 where the autochthonous microbial community was
not dislodged. The microbiological examination of sam-
ple S1 resulted in isolation of two predominant fungal
isolates, molecularly identified as Penicillium
chrysogenum strain DST-RFBR1 and Aspergillus sp.
DST-RFBR2 (Table 3, Fig. 2). Waing et al. (2015)
reported the role of Penicillium and Aspergillus sp.
along with other fungi in degradation of leaf litter.
Fungi are considered to be the most influential of all
the microorganisms in the process of litter degradation,
due to the release of enzymes with known abilities of
lignin degradation (Purahong et al. 2014). The

Penicillium sp. and Aspergillus sp. are fast-growing
fungal species; however, we did not observe their
growth in the natural environment of pine needles and
in sample S0 where the autochthonous microbial com-
munity was not dislodged. The findings, therefore, sup-
port the overall hypothesis that autochthonous microbial
community of pine needle litterfall determines the abil-
ity of fungal degraders to colonize the litter and thereby
influence the pine leaf litter degradation. The plausible
and logical rationale behind the findings can be attrib-
uted to (a) the inability of decomposer fungi to dwell in
organic material, where significantly higher actinomy-
cetes population is already present. (b) The dominance
of actinomycete (present study) could plausibly result in
high concentration of antifungal compounds and
hyperparasitism that eventually results in inability of
fungal species to colonize pine needles. Our findings
are in corroboration with findings previously reported
by Jayasinghe and Parkinson (2008) who reported that
because of the known abilities of actinomycetes to syn-
thesize antifungal metabolites and cause hyperpa-
rasitism, the population of decomposer fungi can be
significantly lower in litter. In vitro studies have shown
that when fungi and actinomycetes are co-cultured, there
is a significant effect on the morphological characteris-
tics of fungi such as fungal hyphae lysis, germinating
spores with distorted hyphae, and hyphal stunting
(Getha and Vikineswary 2002; Jayasinghe and
Parkinson 2008; Loqman et al. 2009). In the present

Fig. 2 Phylogenetic relatedness of fungal isolates (underlined and
marked) observed as a result of microbial succession once the
pine-associated autochthonous microbial community was

dislodged. Bootstrap confidence values were generated using
100 permutations of the data set to derive the nucleotide sequence
similarities
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study, after exclusion of autochthonous microbial commu-
nity, microbiological observations revealed that the fungal
species colonized pine needle litter due to their ability to
secrete lignocellulolytic enzymes (Sharma et al. 2015).

Conclusions

The management of pine needle litter on forest floors is
a major challenge considering its impact on socio-
economic dynamics of forest management. The study
emphasizes that in addition to lignocellulosic complex-
ities, the dominance of actinomycetes as an autochtho-
nous microbial population in pine litter restricts the
colonization of decomposer fungi. The culture-based
approaches with subsequent functional tests are needed,
in order to develop a microbiological-based system for
pine needle litter management on forest floors. The
strategy of managing pine needle-associated
microbiome is of much promise as it offers a futuristic
yet biologically sustainable strategy for managing pine
forest litter.

Acknowledgments The research is funded by the Department
of Science and Technology, Government of India, for Indo-
Russian collaborative project BElucidating the linkage between
key limiting processes and microorganisms during anaerobic deg-
radation of lignocellulosic waste^ INT/RUS/RFBR/P-175.

Compliance with ethical standards

Conflict of interest The authors declare that they have no con-
flict of interest.

References

Altschul, S. F., Gish,W.,Miller,W.,Myers, E.W., & Lipman, D. J.
(1990). Basic local alignment search tool. Journal of
Molecular Biology, 215(3), 403–410.

Arslan, H., Güleryüz, G., & Kırmızı, S. (2010). Nitrogen
mineralisation in the soil of indigenous oak and pine planta-
tion forests in a Mediterranean environment. European
Journal of Soil Biology, 46(1), 11–17.

Berg, B., Erhagen, B., Johansson, M. B., Nilsson, M., Stendahl, J.,
Trum, F., & Vesterdal, L. (2015). Manganese in the litter fall-
forest floor continuum of boreal and temperate pine and
spruce forest ecosystems: a review. Forest Ecology and
Management, 358, 248–260.

Bisht, A. S., Singh, S., & Kumar, M. (2014). Pine needles a source
of energy for Himalayan Region. International Journal of
Scientific & Technology Research, 3(12), 161–164.

Bray, S. R., Kitajima, K., & Mack, M. C. (2012). Temporal
dynamics of microbial communities on decomposing leaf
litter of 10 plant species in relation to decomposition rate.
Soil Biology and Biochemistry, 49, 30–37.

Cornwell, W. K., Cornelissen, J. H., Amatangelo, K.,
Dorrepaal, E., Eviner, V. T., Godoy, O., et al. (2008).
Plant species traits are the predominant control on litter
decomposition rates within biomes worldwide. Ecology
Letters, 11(10), 1065–1071.

Dângelo, R. A. C., de Souza, D. J., Mendes, T. D., Couceiro, J. D.
C., & Lucia, T. M. C. D. (2016). Actinomycetes inhibit
filamentous fungi from the cuticle of Acromyrmex leafcutter
ants. Journal of Basic Microbiology, 56(3), 229–237.

Das, M., Royer, T. V., & Leff, L. G. (2007). Diversity of fungi,
bacteria, and actinomycetes on leaves decomposing in a
stream. Applied and Environmental Microbiology, 73(3),
756–767.

De Groot, R. C. (1971). Interactions between wood decay fungi
and Streptomyces species. Bulletin of the Torrey Botanical
Club, 98, 336–346.

Dempster, E. L., Pryor, K. V., Francis, D., Young, J. E., & Rogers,
H. J. (1999). Rapid DNA extraction from ferns for PCR-
based analyses. Biotechniques, 27(1), 66.

Ding, S. Y., Liu, Y. S., Zeng, Y., Himmel, M. E., Baker, J. O., &
Bayer, E. A. (2012). How does plant cell wall nanoscale
architecture correlate with enzymatic digestibility? Science,
338(6110), 1055–1060.

Ferris, S. W. (1963). Technical Association of the Pulp and Paper
Industry. Special Technical Association Publication, New
York, USA, STAP, (2), 1.

Getha, K., & Vikineswary, S. (2002). Antagonistic effects of
Streptomyces violaceusniger strain G10 on Fusarium
oxysporum f. sp. cubense race 4: indirect evidence for the
role of antibiosis in the antagonistic process. Journal of
Industrial Microbiology and Biotechnology, 28(6), 303–310.

Isidorov, V., Tyszkiewicz, Z., & Pirożnikow, E. (2016). Fungal
succession in relation to volatile organic compounds
emissions from Scots pine and Norway spruce leaf
litter-decomposing fungi. Atmospheric Environment,
131, 301–306.

Jayasinghe, B. D., & Parkinson, D. (2008). Actinomycetes as
antagonists of litter decomposer fungi. Applied Soil
Ecology, 38(2), 109–118.

Kimura, F., Sato, M., & Kato-Noguchi, H. (2015). Allelopathy of
pine litter: delivery of allelopathic substances into forest
floor. Journal of Plant Biology, 58(1), 61–67.

Klotzbucher, T., Kaiser, K., Guggenberger, G., Gatzek, C., &
Kalbitz, K. (2011). A new conceptual model for the fate
of lignin in decomposing plant litter. Ecology, 92(5),
1052–1062.

Lane, D. (1991). 16S/23S rRNA sequencing. In E. Stackebrandt &
M. Goodfellow (Eds.) Nucleic acid techniques in bacterial
systematics (pp. 115–175). UK: Wiley

Loqman, S., Barka, E. A., Clément, C., & Ouhdouch, Y. (2009).
Antagonistic actinomycetes from Moroccan soil to control
the grapevine gray mold.World Journal of Microbiology and
Biotechnology, 25(1), 81–91.

Lyautey, E., Jackson, C. R., Cayrou, J., Rols, J. L., & Garabétian,
F. (2005). Bacterial community succession in natural river
biofilm assemblages. Microbial Ecology, 50(4), 589–601.

Environ Monit Assess (2016) 188: 417 Page 9 of 10 417



Mahajan, R., Nikitina, A., Nozhevnikova, A., & Goel, G. (2016).
Microbial diversity in an anaerobic digester with biogeograph-
ical proximity to geothermally active region. Environmental
Technology. doi:10.1080/09593330.2016.1159733.

Martinez, D., Berka, R. M., Henrissat, B., Saloheimo, M., Arvas,
M., Baker, S. E., et al. (2008). Genome sequencing and
analysis of the biomass-degrading fungus Trichoderma
reesei (syn. Hypocrea jecorina). Nature Biotechnology,
26(5), 553–560.

Muyzer, G., De Waal, E. C., & Uitterlinden, A. G. (1993).
Profiling of complex microbial populations by denaturing
gradient gel electrophoresis analysis of polymerase chain
reaction-amplified genes coding for 16S rRNA. Applied
and Environmental Microbiology, 59(3), 695–700.

Navarro‐Cano, J. A., Barberá, G. G., & Castillo, V. M. (2010).
Pine litter from afforestations hinders the establishment of
endemic plants in semiarid scrubby habitats of Natura 2000
Network. Restoration Ecology, 18(2), 165–169.

Newman, M. M., Liles, M. R., & Feminella, J. W. (2015). Litter
breakdown and microbial succession on two submerged leaf
species in a small forested stream. PLoS One, 10(6),
e0130801.

Persson, T., Bååth, E., Clarholm, M., Lundkvist, H., Söderström,
B. E., & Sohlenius, B. (1980). Trophic structure, biomass
dynamics and carbon metabolism of soil organisms in a Scots
pine forest. Ecological Bulletins, 32, 419–459.

Purahong, W., Kapturska, D., Pecyna, M. J., Schulz, E., Schloter,
M., Buscot, F., et al. (2014). Influence of different forest
system management practices on leaf litter decomposition
rates, nutrient dynamics and the activity of ligninolytic en-
zymes: a case study from Central European forests. PLoS
One, 9(4), e93700.

Purahong, W., Kapturska, D., Pecyna, M. J., Jariyavidyanont, K.,
Kaunzner, J., Juncheed, K., et al. (2015). Effects of forest
management practices in temperate beech forests on bacterial
and fungal communities involved in leaf litter degradation.
Microbial Ecology, 69(4), 905–913.

Rawat, G., Wikramanayake, E.D., & Yonzon, P. (2001).
Himalayan subtropical pine forests (IM0301); WWF Report.

Safi, M. J., Mishra, I. M., & Prasad, B. (2004). Global degradation
kinetics of pine needles in air. Thermochimica Acta, 412(1),
155–162.

Sharma, D. P. (2009). Biomass distribution in sub-tropical forests
of Solan Forest Division (HP). Indian Journal of Ecology,
36(1), 1–5.

Sharma, D. P., & Singh, M. (2010). Assessing the carbon seques-
tration potential of subtropical pine forest in north-western
Himalayas—a GIS approach. Journal of the Indian Society of
Remote Sensing, 38(2), 247–253.

Sharma, D., Goel, G., Bansal, S., Mahajan, R., Sharma, B. M., &
Chauhan, R. S. (2015). Characterization of cellulolytic activ-
ities of newly isolated Thelephora sowerbyi from North-
Western Himalayas on different lignocellulosic substrates.
Journa l o f Bas i c M ic rob io l ogy. do i : 10 . 1002
/jobm.201500107.

Sheffer, E., Canham, C. D., Kigel, J., & Perevolotsky, A. (2015).
Countervailing effects on pine and oak leaf litter decomposi-
tion in human-altered Mediterranean ecosystems.Oecologia,
177(4), 1039–1051.

Singh, A., & Kushwaha, S. P. S. (2011). Refining logistic regres-
sion models for wildlife habitat suitability modeling—a case
study with muntjak and goral in the Central Himalayas, India.
Ecological Modelling, 222(8), 1354–1366.

Soong, J. L., Parton, W. J., Calderon, F., Campbell, E. E., &
Cotrufo, M. F. (2015). A new conceptual model on the fate
and controls of fresh and pyrolized plant litter decomposition.
Biogeochemistry, 124(1-3), 27–44.

Tiwari, A., Rawat, S., & Adhikari, R. S. (2016). Decomposition
pattern in Pinus longifolia leaf litter in Chandak Forest in the
presence of cow dung and urea. International Journal of
Current Microbiology and Applied Sciences, 5(2), 806–812.

Van Der Heijden, M. G., Bardgett, R. D., & Van Straalen, N. M.
(2008). The unseen majority: soil microbes as drivers of plant
diversity and productivity in terrestrial ecosystems. Ecology
Letters, 11(3), 296–310.

Vestgarden, L. S., Nilsen, P., & Abrahamsen, G. (2004). Nitrogen
cycling in Pinus sylvestris stands exposed to different nitro-
gen inputs. Scandinavian Journal of Forest Research, 19(1),
38–47.

Waing, K. G. D., Gutierrez, J. M., Galvez, C. T., & Undan, J. R.
(2015). Molecular identification of leaf litter fungi potential
for cellulose degradation. Mycosphere, 6(2), 139–144.

Weedon, J. T., Cornwell, W. K., Cornelissen, J. H., Zanne, A. E.,
Wirth, C., & Coomes, D. A. (2009). Global meta-analysis of
wood decomposition rates: a role for trait variation among
tree species? Ecology Letters, 12(1), 45–56.

White, T. J., Bruns, T., Lee, S. J. W. T., & Taylor, J. W. (1990).
Amplification and direct sequencing of fungal ribosomal
RNA genes for phylogenetics. In M. A. Innis, D. H.
Gelfand, J. J. Sninsky, & T. J. White (Eds.), PCR protocols:
a guide to methods and applications (pp. 315–322). New
York: Academic.

Zhou, Y., Clark, M., Su, J., & Xiao, C. (2015). Litter decomposi-
tion and soil microbial community composition in three
Korean pine (Pinus koraiensis) forests along an altitudinal
gradient. Plant and Soil, 386(1-2), 171–183.

Zvyagintsev, D. G., Bab’eva, I. P., Zenova, G. M., & Polyanskaya,
L. M. (1996). Diversity of fungi and actinomycetes and their
ecological functions. Eurasian Soil Science, 29(6), 635–642.

417 Page 10 of 10 Environ Monit Assess (2016) 188: 417

http://dx.doi.org/10.1080/09593330.2016.1159733
http://dx.doi.org/10.1002/jobm.201500107
http://dx.doi.org/10.1002/jobm.201500107

	Autochthonous...
	Abstract
	Introduction
	Materials and methods
	Study site
	Holocellulose and lignin estimations
	DNA extraction and PCR amplification
	DGGE analysis
	Phylogenetic analysis and sequence data accession number
	Hypothesis validation

	Results and discussion
	Lignocellulosic composition
	Autochthonous pine needle litterfall-associated microbial community
	Validation of the test hypothesis

	Conclusions
	References


