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The Noble prize awarded PCR, an indispensable technique used in biological research for DNA
sequencing, DNA-based phylogeny, and functional analysis of genes coupled with ribosomal
deoxyribonucleic acid sequencing, polymerase chain reaction and deoxyribonucleic acid sequencing
has played a pivotal role in the accurate identification of bacterial/fungal isolates and the discovery of
novel bacteria with their 16S rDNA and fungi with their 18S rDNA sequencing in explosive laden
soil. Ten different Bacterial isolates and three different Actinomycetes belongs to the genera
Acinetobacter, Bacillus, Enterobacter, Enterococcus, Staphylococcus, klebsiella, Aspergillus,
Coriolopsis were isolated and identified with their 16S and 18S rDNA sequences and deposited in the
The GenBank Maryland USA and MycoBank Utrecht Netherlands (Specimen record 37316). All the
isolates were named after the discoverer P Ravikumar, will be preserved in MTCC, India. Sanger
dideoxy sequencing technology was employed and the number of base pairs, the base count of A, T,
G and C was also studied. To fully utilise 16S/18S rDNA sequencing of bacteria and fungi in
explosive laden soils and their bioremediation, the presence of xp/A and xp/B and other biodegrading
gene/s were to be investigated. Coriolopsis byrsina PRK-1 18S ribosomal RNA gene, with the base
count 222a 169c 246g 244 tpartial sequence with Accession KJ938683, Version KJ938683.1
(GL:675621792 bases 1-881) a novel strain present in the explosive laden soil of cracker industry is
discussed here.

Copyright © 2015 Ravikumar. This is an open access article distributed under the Creative Commons Attribution License, which permits unrestricted use,
distribution, and reproduction in any medium, provided the original work is properly cited.
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INTRODUCTION

Coriolopsis is a genus of fungi in the Polyporaceae family. It
was circumscribed by American mycologist William Alphonso
Murrill in 1905 (Murrill, 1905). The genus is cosmopolitan,
with most species in tropical areas (Ryvarden and Johansen,
1980). Morphological characterization of C. byrsina was
studied by Kirk, 2013. Explosives are materials with high
nitrogen and oxygen contents which on detonation expand to
create a shock wave which exerts high pressures on the
surroundings, causing an explosion and leaving toxic waste in
the environment. The manufacturing, testing and use of
explosive have resulted in severe contamination of both soils
and groundwater (Brannon et al., 2005; Eisentraeger et al.,
2007) thus necessitating their safe removal from the
environment. The chemical properties and quantity of
explosives waste determine their toxicity and persistence in the
environment. The net result has been bioaccumulation and bio
magnifications of these explosives waste in aquatic and
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terrestrial organisms. The incredible versatility inherited in
microbes has rendered these explosives as a part of the
biogeochemical cycle. Several microbes catalyse
mineralization and/or nonspecific transformation of explosive
waste either by aerobic or anaerobic processes. It is likely that
on-going genetic adaptation, with the recruitment of silent
sequences into functional catabolic routes and evolution of
substrate range by mutations in structural genes, will further
enhance the catabolic potential of bacteria toward explosives
and ultimately contribute to cleansing the environment of these
toxic and recalcitrant chemicals (Baljinder et al., 2012).
Incineration of soil to rid it of explosives can result in the
exposure of workers to high levels of toxins (Esteve-Nuilez
et al., 2001). Thus, bioremediation is considered both
economically feasible and environmentally sound solution.
Bioremediation is the use of organisms, such as microbes or
plants, to degrade or detoxify hazardous materials on the
contaminated sites. Over the years, many new biological
methods of bioremediation for explosive contaminated soil
have been developed (Lewis ef al., 2004). Numerous factors
can affect the biodegradation processes and depends on the
nature of molecules to be degraded (e.g., molecule size, charge,
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number and position of functional groups, solubility and
toxicity) as well as the environmental conditions.

MATERIALS AND METHODS

Study site and collection of sample

Valangaiman of Thiruvarur District of Tamilndu India
(10°46'17.76"N 79°38'12.48"E) was selected as the sampling
site for this study. Approximately 100gm of explosive laden
soil from the cracker manufacturing unit and the grinding unit
were collected form five different places and immediately
placed into 500ml sterile air tight container, sealed to avoid
contamination and transported to the laboratory for further
processing.

Soil processing and isolation

3 gm of the soil samples were vigorously mixed with 3 ml of
sterile distilled water and left for overnight.100 microliter of
the upper surface soil liquid was then transferred into 5 ml
Sabouraud Dextrose Agar GM063 with a sterile micro pipette
and incubated at 36° C for 48 hrs. The plates incubated for two
days were visually inspected daily until typical colonies
formed. The colonies were purified by further subculture on
Dextrose Broth GM033 (HIMEDIA) to confirm the purity and
preserved at -20°C until further use.

Molecular confirmation
Identification with specific PCR

The colony morphologically identified C.byrsina was further
identified by PCR procedures based on amplification of 18S
rDNA gene. PCR was standardised with forward and reverse
PCR primers and performed in a volume of 25 microliter, the
reaction mixture containing 200 mM of each dNTP, 1.5um
MgCl2, 1xPCR buffer, 10 pmol of each primer, 1U of taqg DNA
polymerase and 10 ng DNA. The PCR cycle protocol consists
of initial denaturation at 95°C for 6 min and 30 cycles of
denaturation at 95°C for 1 min, primer specific annealing for 1
min and extension at 72°C for 2 min with the final extension at
72°C for 10 min. PCR products were electrophoresed on 1%
agarose gel and visualised under UV.

18S rDNA analysis

18S rDNA sequencing was used to confirm PCR identified
isolate and 18S rDNA sequence of the isolate was BLAST
analysed (Gee et al., 2003).The PCR reaction mixture for the
amplification of the 16S rDNA gene consisted of 200mM of
each dNTP, 1.5 mM MgCl2, 1x PCR buffer, 10pmol of each
primer, 1 U of Taq DNA polymerase and 10ng DNA. The
reaction was made up to 25 microliter with sterile distilled
water and the cycle consisted of initial denaturation at 95°C for
6 min and 30 cycles of denaturation at 95°C for 1 min,
annealing at 50°C for 1 min and extension at 72°C for 2 min
with the final extension at 72°C for 10 min. PCR products were
electrophoresed on 1.0% agarose gel and visualised under UV
in a gel documentation system as above. Amplified 18S rDNA
PCR products were sequenced by the dideoxy chain

termination method (Sanger and Coulson, 1975 & Sanger ef al.,
1977) using Big dye Terminator v 3.1 sequencing kit and Big
dye x Terminator Purification kit in an ABI 10 sequencer. The
derived sequences were aligned using DNASTAR lasergene 9
Core Suit and BLAST analysis was with NCBI database.

RESULTS

From the soil samples sub cultured successfully one isolate was
suspected and selected as possible Coriolopsis byrsina PRK-1
(Figure 1) based on characteristic colonial morphology,
interestingly the environmental isolate was able to grow on of
Sabouraud Dextrose Agar GM063 and in Sabouraud Dextrose
Broth GM033 (HIMEDIA).

Figure 1. Coriolopsis byrsina on SDA

The one isolate confirmed by 18S rDNA sequencing was
subjected to Sanger dideoxy sequencing. The FASTA of
Coriolopsis byrsina strain PRK-1’s 18S ribosomal RNA gene,
partial sequence Molecule type nucleic acid Query Length 881
bp is depicted below:

>gi1675621792|gb|KJ938683.1| Coriolopsis byrsina strain
PRK-1 18S ribosomal RNA gene, partial sequence

TCTGGTGTCCAGCAGCCGCGGTAATTCCAGCTCCAAT
AGCGTATATTAAAGTTGTTGCAGTTAAAGCTCGTAGT
TGAACTTCAGACCTGGCCGGGCGGTCTGCCTAACGGT
ATGTACTGTCTGGCTGGGTCTTACCTCTTGGTGAGCCG
GCATGCCCTTCACTGGGTGTGTCGGGGAACCAGGACT
TTTACCTTGAGAAAATTAGAGTGTTCAAAGCAGGCCT
ATGCCCGAATACATTAGCATGGAATAATAAAAAGGA
CGTGCGGTTCTATTTTGTTGGTTTCTAGAGTCGCCGTA
ATGATTAATAGGGATAGTTGGGGGCATTAGTATTCAG
TTGCTAGAGGTGAAATTCTTGGATTTACTGAAGACTA
ACTACTGCGAAAGCATTTGCCAAGGATGTTTTCATTA
ATCAAGAACGAAGGTTAGGGGATCGAAAACGATCAG
ATACCGTTGTAGTCTTAACAGTAAACTATGCCGACTA
GGGATCGGGCGATCTCAATCTTATGTGTCGCTCGGCA
CCTTACGAGAAATCAAAGTCTTTGGGTTCTGGGGGGA
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GTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGG NCBI/

BLAST/ blastn suite/ Formatting Results

AAGGGCACCACCAGGAGTGGAGCCTGCGGCTTAATTT  NE44EBW6015

GACTCAACACGGGGAAACTCACCAGGTCCAGACATG
ACTAGGATTGACAGATTGATAGCTCTTTCATGATTTTA
TGGGTGGTGGTGCATGGCCGTTCTTAGTTGGTGGAGT
GATTTGTCTGGTTAATTCCGATAACGAACGAGACCTT
AACCTGCTTAATAGCCAGGCCGGCTTTTGCTGGTCGC
CGGCTTCTTAGAGGGACTGTCTGCGTCTAGCAGACGG
AAGTTTGAGGCAATAACAGGTCATGTG

The regions of similarity between this sequence and other
sequences, BLAST was used and the result is depicted below:
An overview of the database sequences aligned to the query
sequence is shown. The score of each alignment is indicated by
one of five different colours, which divides the range of scores
into five groups. Multiple alignments on the same database
sequence are connected by a striped line. Musing over an
alignment shows the alignment definition and score in the box
at the top.

Color key for alignment scores
£

Features:

Query 1 TCTGGTGTCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTARAGTTGTTGCAG 60
FEEEEEErrrr e e e e e e e e e e e e e e e e

Sbjct 1 TCTGGTGTCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTAAAGTTGTTGCAG 60

Query 61 TTAAAAAGCTCGTAGTTGAACTTCAGACCTGGCCGGGCGGTCTGCCTAACGGTATGTACT 120
FEEEEEErrrr e e e e e e e e e e e e e e

Sbjct 61 TTAAAAAGCTCGTAGTTGAACTTCAGACCTGGCCGGGCGGTCTGCCTAACGGTATGTACT 120

Query 121 GTCTGGCTGGGTCTTACCTCTTGGTGAGCCGGCATGCCCTTCACTGGGTGTGTCGGGGAA 180
FEEEEEErrrr e e e e e e e e e e e e e e

Sbjct 121 GTCTGGCTGGGTCTTACCTCTTGGTGAGCCGGCATGCCCTTCACTGGGTGTGTCGGGGAA 180

Query 181 CCAGGACTTTTACCTTGAGAAAATTAGAGTGTTCAAAGCAGGCCTATGCCCGAATACATT 240
FEErrrrrrr e e e e

Sbjct 181 CCAGGACTTTTACCTTGAGAAAATTAGAGTGTTCAAAGCAGGCCTATGCCCGAATACATT 240

Query 241 AGCATGGAATAATAAAATAGGACGTGCGGTTCTATTTTGTTGGTTTCTAGAGTCGCCGTA 300
FEEErrrrrr e e e e e e

Sbjct 241 AGCATGGAATAATAAAATAGGACGTGCGGTTCTATTTTGTTGGTTTCTAGAGTCGCCGTA 300

Query 301 ATGATTAATAGGGATAGTTGGGGGCATTAGTATTCAGTTGCTAGAGGTGAARATTCTTGGA 360
FEErrrrrrr et e e

Sbjct 301 ATGATTAATAGGGATAGTTGGGGGCATTAGTATTCAGTTGCTAGAGGTGAAATTCTITGGA 360

Query 361 TTTACTGAAGACTAACTACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC 420
FEEEEEErrer e e e e e e e e e e e e e e

Sbjct 361 TTTACTGAAGACTAACTACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC 420

Query 421 GAAGGTTAGGGGATCGAAAACGATCAGATACCGTTGTAGTCTTAACAGTAAACTATGCCG 480
FEEEEEErrrr e e et e e e e e e e

Sbjct 421 GAAGGTTAGGGGATCGAAAACGATCAGATACCGTTGTAGTCTTAACAGTAAACTATGCCG 480

Query 481 ACTAGGGATCGGGCGATCTCAATCTTATGTGTCGCTCGGCACCTTACGAGAAATCAAAGT 540
FEEEEEEErrr e e e e e e e e e e e e e e e

Sbjct 481 ACTAGGGATCGGGCGATCTCAATCTTATGTGTCGCTCGGCACCTTACGAGAAATCAAAGT 540

Query 541 CTTTGGGTTCTGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG 600
FEEEEEEErer e e e e e e e e e e e e e e e e

Sbjct 541 CTTTGGGTTCTGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG 600

Query 601 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTCACCAGGTC 660
PEErrrrrrrr et e

Sbjct 601 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTCACCAGGTC 660

Query 661 CAGACATGACTAGGATTGACAGATTGATAGCTCTTTCATGATTTTATGGGTGGTGGTGCA 720
FEErrrrrrr e e e e

Sbjct 661 CAGACATGACTAGGATTGACAGATTGATAGCTCTTTCATGATTTTATGGGTGGTGGTGCA 720

Query 721 TGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGGTTAATTCCGATAACGAACGAGACCTT 780
FEErrrrrrr e e e e

Sbjct 721 TGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGGTTAATTCCGATAACGAACGAGACCTT 780

Query 781 AACCTGCTTAATAGCCAGGCCGGCTTTTGCTGGTCGCCGGCTTCTTAGAGGGACTGTCTG 840
FEEEEEErrrr e e e e e e e e e e e e e e

Sbjct 781 AACCTGCTTAATAGCCAGGCCGGCTTTTGCTGGTCGCCGGCTTCTTAGAGGGACTGTCTG 840

Query 841 CGTCTAGCAGACGGAAGTTTGAGGCAATAACAGGTCATGTG 881

Sbjct

FEEEEEEr e e e e e e et
841 CGTCTAGCAGACGGAAGTTTGAGGCAATAACAGGTCATGTG 881
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Descriptions

Sequences producing significant alignments:

Sequences producing significant alignments:

Max TotalQuery E
score¢score cover valu¢

Select for
downloading or
viewing reports

Description Iden{ Accession

Coriolopsis byrsina
strain PRK-1 18S
ribosomal RNA | 1628 1628/ 100% 0.0 100%KJ938683.
gene, partial
sequence

1Select seq
gb|KJ938683.1]

Alignments

Loading  alignment...  for  sequences  gi|675621792,
2i|367464915,g1[270047918,g1|288557592,81|228547026
Reading indexes 1-5

Cori olopsis byrsina strain PRK-1 18S ribosomal RNA gene,
partial sequence

Sequence ID:gb|KJ938683.1|Length: 881 Number of Matches:
1

Range 1: 1 to 881GenBankGraphics Next Match Previous
Match First Match

Alignment statistics for match #1

Score | Expect Identities Strand | Frame

0.00  881/881(100%)

Gaps
0/881(0%)

8 bits (881) Plus/Plus

And The GenBank deposite is as

Coriolopsis byrsina strain PRK-1 18S ribosomal RNA gene,
partial sequence

GenBank: KJ938683.1
FASTA Graphics
Go to:
LOCUS  KJ938683
07-SEP-2014
DEFINITION Coriolopsis byrsina strain PRK-1 18S ribosomal
RNA gene, partial
sequence.
ACCESSION KJ938683
VERSION  KJ938683.1 GI:675621792
KEYWORDS .
SOURCE  Coriolopsis byrsina
ORGANISM Coriolopsis byrsina
Eukaryota; Fungi, Dikarya;
Agaricomycotina;
Agaricomycetes; Polyporales; Coriolopsis.
REFERENCE 1 (bases 1 to 881)
AUTHORS Ravikumar,P.
TITLE Direct Submission
JOURNAL  Submitted (05-JUN-2014) Associate Professor
of Botany, Government
Arts College (Autonomous), Coimbatore, Tamilnadu
641018, India
COMMENT  ##Assembly-Data-START##
Sequencing Technology:: Sanger dideoxy sequencing
##Assembly-Data-END##

881 bp DNA linear PLN

Basidiomycota;

FEATURES Location/Qualifiers

1..881
/organism="Coriolopsis byrsina"
/mol_type="genomic DNA"
/strain="PRK-1"
/isolation_source="explosive contaminated soil"
/db_xref="taxon:239205"

/country="India"

source

rRNA <1.>881
/product="18S ribosomal RNA"
ORIGIN
1 tctggtgtce agcageegeg gtaattccag ctccaatage gtatattaaa
gttgttgcag
61 ttaaaaagct cgtagttgaa cttcagacct ggcegggegg tetgectaac
ggtatgtact
121 gtetggetgg gtettaccte ttggtgagee ggeatgecct tcactgggtg
tgtcggggaa
181 ccaggacttt taccttgaga aaattagagt gttcaaagca ggcctatgec
cgaatacatt
241 agcatggaat aataaaatag gacgtgcggt tctattttgt tggtttctag
agtcgecegta
301 atgattaata gggatagttg ggggcattag tattcagttg ctagaggtga
aattcttgga
361 tttactgaag actaactact gcgaaagcat ttgccaagga tgttttcatt
aatcaagaac
421 gaaggttagg ggatcgaaaa cgatcagata ccgttgtagt cttaacagta
aactatgceg
481 actagggatc gggcgatcte aatcttatgt gtcgetcgge accttacgag
aaatcaaagt
541 ctttgggttc tggggggagt atggtcgcaa ggctgaaact taaaggaatt
gacggaaggg
601  caccaccagg
acggggaaac tcaccaggtc
661 cagacatgac taggattgac agattgatag ctctttcatg attttatggg
tggtggtoca
721 tggceegttct tagttggtgg agtgatttgt ctggttaatt ccgataacga
acgagacctt
781 aacctgctta atagccagge cggcttttge tggtegeegg cttcttagag

ggactgtctg
841 cgtctagcag acggaagttt gaggcaataa caggtcatgt g

geggcttaat  ttgactcaac

agtggagcect

/!
and The TAX BLAST REPORT is

Lineage Report

root

. Eukaryota [eukaryotes]

.. Opisthokonta [eukaryotes]

... Fungi [fungi]

. ... Agaricomycotina [basidiomycetes]

..... Agaricomycetes [basidiomycetes]

...... Agaricomycetes incertae sedis [basidiomycetes]
....... Polyporales [basidiomycetes]

........ Coriolaceae [basidiomycetes]

......... Coriolopsis [basidiomycetes]
.......... Coriolopsis byrsina ------- 1628 4 hits
[basidiomycetes]  Coriolopsis byrsina strain PRK-1 18S

ribosomal RNA gene, pa

and the Organism Report is
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Coriolopsis byrsina [basidiomycetes] taxid 239205
gb|KJ938683.1| Coriolopsis byrsina strain PRK-1 18S riboso...
1628 0.0

Taxonomy Report

TOOL cnvietiiieeieieeieeieeee e 107 hits 63 orgs

. Eukaryota .............. 106 hits 62 orgs [cellular organisms]
.. Opisthokonta ........c.cccceevecinecnnne 101 hits 60 orgs

... Fungi 100 hits 59 orgs

... .Agaricomycotina....90 hits 57 orgs [Dikarya; Basidiomycota]

gb|KJ938683.1] (881 letters)

Query IDgi|675621792|gb|KJ938683.1| DescriptionCoriolopsis
byrsina strain PRK-1 18S ribosomal RNA gene, partial
sequence Molecule type nucleic acid Query Length 881.
Database Name nr Description Nucleotide collection (nt)
Program BLASTN 2.2.31+ Citation

The BLAST RECTANGLE TREE VIEW of Coriolopsis
byrsina PRK-1 is as

..... Agaricomycetes .........c.ccceeeee... 89 hits 56 orgs
...... Agaricomycetes incertae sedis ....... 86 hits 54 orgs
....... Polyporales ..............c....... 80 hits 51 orgs
........ Coriolaceae .. ... 42hits 25 orgs
......... Coriolopsis ... 6 hits 2 orgs

Coriolopsis byrsina ......... 4 hits

1 orgs

9 Abortiporus biesais stall subunit ibosomal RNA pene, partial sequence
5 Whusidionsoeies| 3 leaes
2 “Unculured maring eukaryote clong GoC' CO7 small subunit ribasomal RNA pene. partial sequenice
{Midiumycctes | 4 leaves

#Ganoderta lueidum strain XZ:G-A | 188 ribosontal RNA gene, partal sequence
@ Cianoderma sinense strain XZ-G-C1 188 bosonal RNA gene, partial sequence

Gatioderma bucidum strain XZ:G-A2 155 ribasonal RNA pene, partial sequence
#Cyprinis carpio penome assenbly common carp genome, scaffold LG34
3 Ganoderna lcidum Stein HG 188 ibosonl RNA e, partial sequence
 Ganoderma [ucidum train G116 188 ribosomal RNA gene, partial sequence
9 Gaoderina australe i Wu 9302-56 185 ibosomal RNA gene, conplete sequence

@ anoderma boningnse: 188 small subunit ribosonial RNA gene, partal sequence

4
Abasidionyeetes | 2 eaves
9 | Apusidionyetes| 3 esves
 Unculured fungus clone surface23 185 ribosomal RNA pene, partal sequence
y & Diplomitoporus overhotsii srain HHE 9463 185 ribosomal RNA sene, complete sequence

@ Earliella scabrosa strain Wa §704-83 185 ribosomal RNA pene, coniplete sequenice
Asidomyoetes| 3leaves
! Uneubured marine eukaryote clone AP10-19 188 suiall subuit ribosonial RNA gene, partal sequence
4 i Uneutured marine eukaryote clong API(0-32 185 snuall subunit ribosonal RNA pene, partal sequence
§ 7 Autsodia xanthe sl subund sibosonsel RNA gene, paral sequence
g#unmd‘m sitchensts dtrain HHB 12313 185 ribosomal RNA gene, complete sequence
¥ ‘Uncultured marine eukaryote clone API0-03 188 saiall subunit ribosomal RNA geng, partial sequence
t & ftrodia sp. CBS 101431 isolate AFTOLAID 1304 8§ ribosonial RNA sene, partal sequence
& Antrodia xantha steain FCUG 100 188 ribosomal RNA sene, coplete sequence
Ausiionyeetes| 3 leaves
¥ Hexagonia hirta strain CBS 515.9 185 ribosomal RNA gene, complete sequence
O Uncultured fungus clone neod4h(4e | 188 ribosomal RNA gene, partal sequence

9
1 O Uncutured fungus clone neob2bi8c | 185 ribosommal RNA gene, parial sequence
‘ 4 !TriulummmnJ‘u]h)n‘wm strain VITVKL 88 ribosomal RNA pene, partal sequence
f ¥ Unculured fungus clone ncobld07e | 185 ribosomal RNA pene. partal sequence
“Unculured fungus clong noobdelbel 188 ribosomal RNA pene, partial sequenice
Afungi |2 leaves

7 Pereniporia shacida strain BCRC 33513 185 ribosonal RNA gene, complete sequence
Abasidiomycetes | 2 leaves
#Hexagonia pobeguini strin CBS 310.% 155 ribosomal RNA gene, conplete sequence
Abasidionyeetes | 2 laves
?Uclassified marine fungus clong J114_BASS small subunit ebosomal RNA gene. partial sequence
& Antrodia sp. 20 0G-2012 stuall subunitribosomal RNA gene, partial sequenice
jUncultured maring fungus clong NB 16 BASS small subunitribosomal RNA gene, partial sequence
#Fomitopsis rosga strain RLG 6934-T 88 ribosonal RNA gene, complete sequence
f Abasidionyeetes| 2 leaves
t Abusidiomyostes |2 baves

4  Porostereun crassum genes for 188 1RNA, ITS1, 5.85 tRNA, ITS2, 285 rRNA, 1GS1, 55 tRNA, partial and complete sequence, sirain: MAFF 420737

9 Amylocystis lypponica strain HHE-I34(00-5p. 185 stall subunit ibosomal RNA pene, partal sequence
Anusiliomyceies| 4 leaves
@ Lentinus tigrinus 185 rbosomal RNA pene, partal sequence
*Unculured organisni clone MCO413c8 small subunit ribosomal RNA gene, partial sequence
Aasidiomycetes | 2 leaves
§Coriolopsis byrsina strain PRE-1 155 ribosomal RNA pene. partial sequence
9 Lentinus tigrinus 188 small subunit ribosomal RNA pene. partial sequence
Coriolopsis byesing strain PRE- 185 ribosomal RNA gene, partial sequence
ECormem byrsina 188 ribosomal RNA pene, partal sequence
Lignosts thinogerus strain CHZ 88 ribosonal RNA gene, partal sequence
‘ Coriolopsis byesing strain CRM-46 185 ribosomal RNA gene, conplete sequence
ﬂAmuumderma §n MUCLA0278 188 snuall subunit ribosonial RNA gene, partal sequence
Uniculnired Banisveld eukaryote clone P1-3m2 185 ribasonal RNA gene, partial sequence
Abasidiomycetes | 2 leaves
@ Lentins tigrinus 185 ribosonal RNA gene, partial sequence

00
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Conclusion

This research piece of work is the first report of the isolation
and molecular confirmation of Coriolopsis byrsina strain PRK-
1 from the explosive laden soil. This isolate was initially
identified by conventional morphological methods and further
confirmed by advanced molecular based methods of 18S rDNA
sequencing and Coriolopsis byrsina strain PRK-1 specific
PCR. The isolation of this important fungal strain from this part
of India may with their xp/A, xp/B, other biodegrading gene/s
and catabolic gene cassette sequences for the explosives should
initiate further studies on the extent of environmental
bioremediation.
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