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Abstract
Indian long pepper or pipali (Piper longum), native of the Indo-Malaya region belonging to family piperaceae is one of the most popular and important spices used in traditional medicine. The fruit of this plant contain large no. of alkaloids among them piperine is the main alkaloid    present in P. longum, which have unique functional depiction. The mechanisms of piperine synthesis are not clear yet. The present study aims to express the fruit transcriptome of P. longum by sequencing on Illumina TruSeq RNA Sample Preparation Kit v2. A total of 39,801,491 raw reads were obtained and assembled. As a result total of 110243 transcripts were obtained with an average length of 736 for plant. During functional annotation, 55117 CDS were annotated in Gene Ontology categories and Kyoto Encyclopedia of Genes and Genomes pathway. The mapped CDS represented metabolic pathways of major bimolecular such as carbohydrates, lipids, nucleotides, amino acids etc. The mapped CDS also represented the genes involved in genetic information processing, environmental information processing and cellular processes. A total of 6180 SSRs were identified in CDS for P. longum. As a result of transcriptome analysis, housekeeping genes for quantitative polymerase chain reaction internal control, polymorphic SSRs, lysine metabolism-related genes and tropane/ piperidine/ pyridine alkaloid biosynthesis were identified. These results confirmed the availability of our database which could provide useful information for further research.

