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ANNEXURE I:  

LIST OF PUBLISHED PAPER 

1. A Study on Biochemical Properties of Mushroom (Pleurotus florida), 

ECOBIOS, Vol. 5. (1&2), ISSN: 0972-6446 (International Journal for Biology, 

Ecology and Allied Sciences) 

 R. Ali., M. Rava, H. Boro., S. Das*  

Department of Biotechnology, Bodoland University, Kokrajhar, India  

 

2.  Studies on Growth, Anti-oxidant properties, Minerals, Macro and Micro 

morphological characters of Volvariella volvacea collected from Kokrajhar, 

(ASSAM) INDIA. Mushroom Research Vol 2 2017. ISSN: 0972-4885 

Raju Ali, Mamoni Rava, Hankhray Boro, Sandeep Das*  

Department of Biotechnology, Bodoland University,  

Kokrajhar, 783370,  BTAD (ASSAM), INDIA  

          

             3. Fatty acid, Amino acid, Bioactive compounds and Anti-microbial   

properties of wild Volvariella volvacea from Kokrajhar, Assam, INDIA. 

Mushroom Research Vol 2 2018 ISSN 0972-4885. 

              Raju Ali, Mamoni Rava, Sandeep Das* 

              Department of Biotechnology, Bodoland University 

              Kokrajhar, Assam, India.  
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ANNEXURE II: 

LIST OF CONFERENCE ATTENDED 

 Presented a joint paper entitled “Mushroom as ethno medicine and 

Traditional Food” in National seminar organized by Centre for Bodo Studies, 

Bodoland University. 

 Presented a Paper in International Conference on Contemporary Antimicrobial 

Research (ICCAR) 2016, Assam University, Silchar, India. Nov 14-17 2016, 

entitled “Study on antimicrobial properties of some wild edible mushrooms 

of Kokrajhar, BTAD, Assam”. 

 Presented a paper entitled “ANTIOXIDANT AND NUTRITIONAL 

PROFILE OF SOME WILD EDIBLE MUSHROOMS SPECIES FROM 

KOKRAJHAR, BTAD,ASSAM, INDIA”  in National seminar on Applied 

science, Sustainable and Evolving Technologies held at C.I.T on 9
th

 – 11
th

 

March 2018.  
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ANNEXURE III: 

 Diversity in Noth-East India; State wise. 

 

Genus wise Diversity in Assam. 

 

 

 

ASSAM

NAGALAND

MANIPUR

MIZORAM

MEGHALAYA

Agaricus Agrocybe Amanita Auricularia Bovista

Calocera Crinipellis Cantherellus Chlorophyllum Clavulinopsis

Clitocybe Craterellus   Collybia Conocybe Cookeina

Cortinarius Entoloma Ganoderma Gaestrum Gerronema

Gymnopilus Gymnopus Hemimycena Hygrocybe Inocybe 

Laccaria Lactarius Lentinula Lentinus Lepiota

Leucocoprinus Leucopaxillus Marasmius Marasmiellus Macrolepiota

Microporus Mycena Omphalina Paneolus Phallus

Pleurotus Polyporus Psathyrella Psilocybe Russula

Schizophyllum Termitomyces Trametes Tricholoma Volvariella  
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ANNEXURE IV 

BLAST RESULTS 

 

A. Volvariella volvacea. 

 

B. Termitomyces heimii. 



V 

 

 

C. Lentinus sajor-caju. 

 

D. Chlorophyllum hortense.

 

E. Cantharellus subamethysteus. 



VI 

 

ANNEXURE V 

Accession report 

 

A. Termitomyces heimii. 

 

B. Volvariella volvaceae. 
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C. Cantharellus subamethysteus. 

 

D. Chlorophyllum hortense. 

 

E. Lentinus sajor-caju. 
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ANNEXURE VI 

GC-MS Chromatogram 

 

Volvariella volvacea 

 

Termitomyces heimii 
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Lentinus sajor-caju 

 

Chlorophyllum hortense 
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Cantharellus subamethysteus 
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ANNEXURE VII 

 

ML tree Volvariella volvacea 

ML tree Termitomyces heimii 
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ML tree Lentinus sajor-caju 

 

ML tree Chlorophyllum hortense 
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The evolutionary history was inferred by using the Maximum Likelihood method and Kimura 2-parameter model [1]. The

bootstrap consensus tree inferred from 1000 replicates [3] is taken to represent the evolutionary history of the taxa analyzed

[3]. Branches corresponding to partitions reproduced in less than 50% bootstrap replicates are collapsed. The percentage of

replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the

branches [3]. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ

algorithms to a matrix of pairwise distances estimated using the Maximum Composite Likelihood (MCL) approach, and then

selecting the topology with superior log likelihood value. A discrete Gamma distribution was used to model evolutionary rate

differences among sites (5 categories (+G, parameter = 1.2368)). This analysis involved 15 nucleotide sequences. There were

a total of 1506 positions in the final dataset. Evolutionary analyses were conducted in MEGA X [2].

ML tree Cantharellus subamethysteus 

 

 

 

 

 

 

 

 

 

 

 

 


