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12. Хлесткина Е.К., Салина Е.А. SNP-маркеры: методы анализа, способы разработки и сравнительная характеристика на примере мягкой пшеницы //Генетика. 2006. T. 42. C. 725–736.
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1. Blencowe B.J., AhmadS., Lee L.J. Current-generation high-throughput sequencing: deepeninginsights into mammalian transcriptomes //Genes Dev. 2009. V. 23. P. 1379–1386.
2. Kalendar R., Schulman A.H. IRAP and REMAP for retrotransposon-based genotyp yp ing and fingerprinting // Nat. Protoc. 2006. V. 1. P. 2478–2484.

3. Rothberg J.M., Leamon J.H. The development and impact of 454 sequencing // Nature Biotech. 2008. V. 26. P. 1117–1124.

4. Shitsukawa N., Tahira C., Kassai K. et al. Genetic andepigenetic alteration amongthree homoeologous genes ofa class E MADS box gene in hexaploidwheat //Plant Cell. 2007. V. 19. P. 1723–1737.
5. Mortazavi, BA Williams, K McCue, L Schaeffer, and B Wold (2008). «Mapping and quantifying mammalian transcriptomes by RNA-Seq». Nature Methods (5): 621-628. 

6. Pachter (2011). «MODELS FOR TRANSCRIPT QUANTIFICATION FROM RNA-SEQ».

7. Trapnell C, Pachter L, Salzberg SL (2009). «TopHat: discovering splice junctions with RNA-Seq». Bioinformatics (9): 1105-1111. 

8. C Trapnell, BA Williams, G Pertea, A Mortazavi, G Kwan, MJ van Baren, SL Salzberg, BJ Wold, and L Pachter (2010). «Transcript assembly and quantification by RNA-Seq reveals unannotated transcripts and isoform switching during cell differentiation». Nature Biotechnology (5): 511-515..

9. Roberts A, Trapnell C, Donaghey J, Rinn JL, Pachter L (2011). «Improving RNA-Seq expression estimates by correcting for fragment bias.». Genome Biology 12 (3): 280-287. 
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