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CCGGTCTCCCCGCCCGCGCGCCAAGTAAAGGCCCAGLCGCAGLCLCGLaLTCCTGLCCTGGEELLT
CGTCTTTCTCCAGGAAAACGTGGACCGCTCTCCGCCGACAGTCTCTTCCACAGACCCCTGTCGLCCT
TCGCCCCCCGGTCTCTTCCGGTTCTGTCTTTTCGCTGGCTCGATACGAACAAGGAAGTCGCCCCCA
GCGAGCCCCGGCTCCCCCAGGCAGAGGLGGLLCCCGGEGEEELGEEAGTCAACGGLGGAGGLCALCGC
CCTCTGTGAAAGGGCGGGGCATGCAAATTCGAAATGAAAGCCCGGGAACGCCGAAGAAGCACG
GGTGTAAGATTTCCCTTTTCAAAGGCGGGAGAATAAGAAATCAGCCCGAGAGTGTAAGGGCGTCA
ATAGCGCTGTGGACGAGACAGAGGGAATGGGGCAAGGAGCGAGGLCTGGGGCTCTCACCGCGAC
TTGAATGTGGATGAGAGTGGGACGGTGACGGCGGGCGLCGAAGGCGAGCGCATCGCTTCTCGGLC
TTTTGGCTAAGATCAAGTGTAGTATCTGTTCTTATCAGTTTAATATCTGATACGTCCTCTATCCGAG
GACAATATATTAAATGGATTGATCAATCCGCTTCAGCCTCCCGAGTAGCTGGGACTACAGACGGT
GCCATCACGCCCAGCTCATTGTTGATTCCCGCCCCCTTGGTAGAGACGGGATTCCGCTATATTGCC
TGGGCTGGTGTCGAACTCATAGAACAAAGGATCCTCCCTCCTGGGCLTGGGCETGGGCTCGCAAA
ACGCTGGGATTCCCGGATTACAGGCGGGCGCACCACACCAGGCAGCAAACACTTCCGGTTTTAAA
AATTCAGTTTGTGATTGGCTGTCATTCAGTATTATGCTAATTAAGCATGCCCGGTTTTAAACCTCTTA
AAACAACTTTTAAAATTACCTTTCCACCTAAAACGTTAAAATTTGTCAAGTGATAATATTCGACAAG
CTGTTATTGCCAAACTATTTTCCTATTTGTTTCCTAATGGCATCGGAACTAGCGAAAGTTTCTCGCC
ATCAGTTAAAAGTTTGCGGCAGATGTAGACCTAGCAGAGGTGTGCGAGGAGGCCGTTAAGACTAT
ACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAACGTGTAGAGCACCGAAA
ACCACGCGAGGAAGAGAGGTAGCGTTTTCATCGGGTTACCTAAGTGCAGTGTCCCCCCTGGCGCGCA
ATTGGGAACCCCACACGCGGTGTAGAAATATATTTTAAGGGCGCG

(1250 characters)



‘I want the country that eliminated polio and mapped
the human genome to lead a new era of medicine—one
that delivers the right treatment at the right time. In some
patients with cystic fibrosis, this approach has reversed a
disease once thought unstoppable. Tonight, I'm launching a

new Precision Medicine Initiative to bring us closer to

curing diseases like cancer and diabetes—and to give all
of us access to the personalized information we need to

keep ourselves and our Tamilies healthier.”

“Let’s Call it Precision Medicine!”
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Personal Omics Profiling Reveals Dynamic
Molecular and Medical Phenotypes
Cell148,1293—-1307,March16,2012

Michael Snyder
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http://xy.bioon.com/course_video/zhong-guo-ren-qun-ying-yang-he-yi-chuan-yin416058.html
http://news.bioon.com/search.do?w=%E7%B3%96%E5%B0%BF%E7%97%85
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CCGGTCTCCCCGCCCGCGCGCCAAGTAAAGGCCCAGLCGCAGLCLCGLaLTCCTGLCCTGGEELLT
CGTCTTTCTCCAGGAAAACGTGGACCGCTCTCCGCCGACAGTCTCTTCCACAGACCCCTGTCGLCCT
TCGCCCCCCGGTCTCTTCCGGTTCTGTCTTTTCGCTGGCTCGATACGAACAAGGAAGTCGCCCCCA
GCGAGCCCCGGCTCCCCCAGGCAGAGGLGGLLCCCGGEGEEELGEEAGTCAACGGLGGAGGLCALCGC
CCTCTGTGAAAGGGCGGGGCATGCAAATTCGAAATGAAAGCCCGGGAACGCCGAAGAAGCACG
GGTGTAAGATTTCCCTTTTCAAAGGCGGGAGAATAAGAAATCAGCCCGAGAGTGTAAGGGCGTCA
ATAGCGCTGTGGACGAGACAGAGGGAATGGGGCAAGGAGCGAGGLCTGGGGCTCTCACCGCGAC
TTGAATGTGGATGAGAGTGGGACGGTGACGGCGGGCGLCGAAGGCGAGCGCATCGCTTCTCGGLC
TTTTGGCTAAGATCAAGTGTAGTATCTGTTCTTATCAGTTTAATATCTGATACGTCCTCTATCCGAG
GACAATATATTAAATGGATTGATCAATCCGCTTCAGCCTCCCGAGTAGCTGGGACTACAGACGGT
GCCATCACGCCCAGCTCATTGTTGATTCCCGCCCCCTTGGTAGAGACGGGATTCCGCTATATTGCC
TGGGCTGGTGTCGAACTCATAGAACAAAGGATCCTCCCTCCTGGGCLTGGGCETGGGCTCGCAAA
ACGCTGGGATTCCCGGATTACAGGCGGGCGCACCACACCAGGCAGCAAACACTTCCGGTTTTAAA
AATTCAGTTTGTGATTGGCTGTCATTCAGTATTATGCTAATTAAGCATGCCCGGTTTTAAACCTCTTA
AAACAACTTTTAAAATTACCTTTCCACCTAAAACGTTAAAATTTGTCAAGTGATAATATTCGACAAG
CTGTTATTGCCAAACTATTTTCCTATTTGTTTCCTAATGGCATCGGAACTAGCGAAAGTTTCTCGCC
ATCAGTTAAAAGTTTGCGGCAGATGTAGACCTAGCAGAGGTGTGCGAGGAGGCCGTTAAGACTAT
ACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAACGTGTAGAGCACCGAAA
ACCACGCGAGGAAGAGAGGTAGCGTTTTCATCGGGTTACCTAAGTGCAGTGTCCCCCCTGGCGCGCA
ATTGGGAACCCCACACGCGGTGTAGAAATATATTTTAAGGGCGCG
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The 17 December 2010 issue of Science includes special sections
highlighting the Breakthrough of the Year and Insights of the Decade.

Insights of the Decade
Shining a Light on the Genome's 'Dark Matter

The scope of this “dark genome” became apparent in 2001, when the
human genome was first published. Scientists expected to find as many as
100,000 genes packed into the 3 billion bases of human DNA; they were
startled to learn that there were fewer than 35,000. (The current count 1s

21,000.) Protein-coding regions accounted for just 1.5% of the genome.
Could the rest of our DNA really just be junk?



Some examples about noncoding
RNAs and diseases



Elevated expression of PCGEMI1, a prostate-specific gene with cell growth-
promoting function, 1s associated with high-risk prostate cancer patients
Gyorgy Petrovics*, 1, Wei Zhang?2, Mazen Makareml, Jesse P
Streetl, Roger Connellyl, Leon Sunl, Isabell A Sesterhenn2,
Vasantha Srikantanl, Judd W Moull, 3 and Shiv Srivastaval

Oncogene (2004) 23, 605-611

PCGEM1 is a novel, highly prostate tissue—specific,
androgen-regulated gene. Here, we demonstrate that

PCGEM1 expression is significantly higher in prostate cancer
(CaP) cells of African—American men than in Caucasian—American
men.

PCGEM1 appears to be a noncoding functional RNA
gene (Srikantan et al., 2000).



His-1: A noncoding RNA implicated in mouse

leukemogenesis
Fan Xu, Molly McFarland and David S. Askew™
Histol. Histopathol., 1999, 14, 235-241.

The His-1 gene is highly conserved among vertebrate
species and is transcribed as a single spliced and
polyadenylated cytoplasmic RNA that shares several features
in common with the emerging class of untranslated RNAs. A
role for the His-1 gene in neoplastic transformation was first
indicated by the identification of transcriptionally activated His-
1 genes in a series of mouse leukemias, and more recent
studies with antisense His-1 RNAs suggest that His-1 is
involved in an oncogenic pathway that controls cell cycle
progression.



MALAT-1, a novel noncoding RNA, and
thymosin b4 predict metastasis and
survival in early—stage non—small cell

lung cancer

Ping Jil, 5, Sven Diederichsl, b, Wenbing Wangl, Sebastian
Bo~ 1ingl, Ralf Metzger2, Paul M Schneider2, Nicola Tidow3,
Burkhard Brandt3, Horst Buerger4, Etmar Bulkl, Michael
Thomasl, Wolfgang E Berdell, Hubert Serve*, 1 and Carsten
Mu™ 1ler-Tidowk, 1

Oncogene (2003) 22, 8031-8041



Evidence for evolutionarily conserved
secondary structure in the H19 tumor
suppressor RNA

Veronica Juan, Chad Crain and Charles Wilson

Nucleic Acids Research 2000 Vol. 28 1221-1227
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HIFFRIZRIRARIncRNA signature, Gut 2014
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normalised expression data of the 6389 IncRNAs with coefficient
of variance >0.10 was used for clustering analysis
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KRS ER Inc Kdm2 bRl it LB BIGASS
Nature Immunology 2017

Long non-coding RNA IncKdm2b is required for the maintenance
of group 3 innate lymphoid cells by initiating Zfp292 expression
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Nature 391, 806 - 811 (19 February 1998)

Potent and specific genetic interference by double-
stranded RNA in Caenorhabditis elegans

ANDREW FIRE*, SIQUN XU*, MARY K. MONTGOMERY?*,
STEVEN A. KOSTAS*}, SAMUEL E. DRIVER} & CRAIG C. MELLO}

* Carnegie Institution of Washington, Department of Embryology, 115 West University Parkway,
Baltimore, Maryland 21210, USA

1 Biology Graduate Program, Johns Hopkins University, 3400 North Charles Street, Baltimore,
Maryland 21218, USA

1 Program in Molecular Medicine, Department of Cell Biology, University of Massachusetts Cancer
Center, Two Biotech Suite 213, 373 Plantation Street, Worcester, Massachusetts 01605, USA
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From: MODOMICS: a database of RNA modification pathways—2013 update

Nucleic Acids Res. 2012;41(D1):D262-D267. doi:10.1093/nar/gks1007
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