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Introduction
lcnRNs are a group of noncoding RNAs usually more than 200 nucleotides across the genome. Many of These elements play transcriptional and post transcriptional role in living cells and have tissue and time dependent expression pattern. HOTAIR (HOX transcript antisense intergenic RNA) is a long noncoding RNA (lncRNA) that is transcribed from the antisense strand of homeobox C. Over expression of hotair is reported in many cancers such as Breast, colorectal and bladder. This 2.2 kb long lncRNA located between HoxC11 and HoxC12 on chromosome 12q13.13 and is mainly transcribed by RNA polymerase II spliced, polyadenylated and 5′-capped. Conservation studies revealed that hotair is well-conserved among primates. Working on hotair mechanism of action is still under progress. Hotair can play as a gene expression regulator through interaction of its 5 ̍ domain with chromatin modifying complexes, for example interaction hotair and histone H3 lysine 27 (H3K27)-specific methyl transferase complex, PRC2 (polycomb repressive complex 2), which is involved in gene silencing results in down regulation of the target genes. On the other hand 3 ̍ domain of hotair recruits LSD1 complex which results in demethylation of histone H3 at lysine 4. There are three variant of hotair (2.2 kb) reported in NCBI database. Recently we discovered a new variant of hotiar which is 1.2 kb and is shorter than reported variants. 
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Material methods
RNA preparation 
Total RNA was isolated by using Trizol (Invitrogen) according to the manufacturer’s protocol and treated with RNAase-free DNAaseI (Fermentas) and qualified on the agarose gel.
CDNA synthesis and RT-qPCR
CDNAs were made from RNAs According to the protocol and each cDNA sample was amplified using specific primers in a real-time PCR system (Applied Biosystems), using the following conditions for 40 cycles: stage1, 95°C for 5s; stage2, 60°C for 20s; stage3, 72°C for 30s. RT-qPCR was performed according to MIQE guidelines using SYBRPremix Ex-TaqTM II PCR Mastermix (Takara, Japan) in experimental duplicates. Expression data were analyzed using endogenous GAPDH as the reference genes and were normalized using the 2-ΔΔCt. Endogenous expression of the new variant was evaluated in different cell lines. Real time primer were specifically designed for the new variant on exon 3. 
Results and conclusion
Expression analysis demonstrated that the new variant is over expressed in 2 cell line (Daoy and A172) with neural origin implying putative neural regulatory function for this lncRNA. For further investigation of this new variant role in cells NGS analysis is suggested.
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