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short RNA-seq
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short RNA-seq 
only RNAs of ~18-30nt length are sequences
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Are all miRBase microRNAs cut by DICER?
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What tRNAs are processed by DICER?
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tRNA locus

block 1 (591)
block 2 (30)

block 3 (4)
block 4 (125)

block 5 (38)
block 6 (50)

no block is favored for DICER cleavage 



Are there any new ncRNA types cut by DICER?
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chr22:
--->

hY4 RNA-like

Mammal Cons

Gaps
Human
Rhesus
Mouse

Dog
Horse

Armadillo
Opossum
Platypus

Lizard
Chicken

X_tropicalis
Stickleback

50 bases hg18
39791500 39791510 39791520 39791530 39791540 39791550 39791560 39791570 39791580 39791590 39791600 39791610

TGTTATGACAAGATTTTTTTTAGCCAAATTTAGCACTGGGAGGTCGTATACCAAATGTAGTGACACTAATGTTAGTAAGCTCTGACAACCCACTACCATCGGACCAGCCAAGAAGCCAGATTTGATGTTGG
cytoplasmic fraction - control - read distribution (-)

cytoplasmic fraction - DICER knockdown - read distribution (-)

UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
Non-coding RNA Genes (dark) and Pseudogenes (light)

Vertebrate Multiz Alignment & PhastCons Conservation (28 Species)

1
CTGTTATGACAAGATTTTTTTTAGCCAAATTTAGCACTGGGAGGTCGTATACCAAATGTAGTGACACTAATGTTAGTAAGCTCTGACAACCCACTACCATCGGACCAGCCAAGAAGCCAGATTTGATGTTGG
CTGTTATGACA - -ATTTTTTTAAGCCAAATTGAGCAGTGGGAGGTTGTATACCAAATGTAGTGACACTAATGTTAACAAGCTCTGACAACACACTACCATTGGACTAGTCAAGAAGCCAGATTCGATGTTGG
====================================================================================================================================
CCATGATCACAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -AAACAGGTGTGATGCTGG
=============================================================================================================CAAGAAGGCAGATCTGATGCTGG
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hY3 RNA-like

Mammal Cons
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Human
Rhesus
Mouse

Dog
Horse

Armadillo
Opossum
Platypus

Lizard
Chicken

X_tropicalis
Stickleback

50 bases hg18

73062660 73062670 73062680 73062690 73062700 73062710 73062720 73062730 73062740 73062750 73062760 73062770 73062780 73062790

TACAAATACATATAACTTTTTTTTAGGCCAGTCAAGTGAGGCAGTGGGAGTGGAGAAGGAAACAAAGAAATCTGTAACTAGTTATAATCAAATACTTGTAAACACCACTGCACTCGGACCAGCCCACATATCTTTTTTGTTGTTGTTGT

cytoplasmic fraction - control - read distribution (-)

cytoplasmic fraction - DICER knockdown - read distribution (-)

UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics

Non-coding RNA Genes (dark) and Pseudogenes (light)

Vertebrate Multiz Alignment & PhastCons Conservation (28 Species)

GTACAAATACATATAACTTTTTTTTAGGCCAGTCAAGTGAGGCAGTGGGAGTGGAGAAGGAAACAAAGAAATCTGTAACTAGTTATAATCAAATACTTGTAAACACCACTGCACTCGGACCAGCCCACATATCTTTTTTGTTGTTGTTGT
======================================================================================================================================================
======================================================================================================================================================
======================================================================================================================================================
======================================================================================================================================================
GT
======================================================================================================================================================

======================================================================================================================================================
======================================================================================================================================================
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Is it possible to find new microRNAs?
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chr1:
--->

Mammal Cons

Gaps
Human
Rhesus
Mouse

Dog
Horse

Armadillo
Opossum
Platypus

Lizard
Chicken

X_tropicalis
Stickleback

50 bases hg18

27559910 27559920 27559930 27559940 27559950 27559960 27559970 27559980 27559990 27560000 27560010
CCGTGTACTCATAATCAAACTGCCGGGCGCGGGGTGAGATGGGAGTTCAGCAGGGCCCGCGGCCCCTCGCCCTCCGCGAGCTCCCAGTCCCGCGTCCTCACCTCCAACATCTCCCCCGCGCC

cytoplasmic fraction - control - read distribution (-)

cytoplasmic fraction - DICER knockdown - read distribution (-)

UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics

Vertebrate Multiz Alignment & PhastCons Conservation (28 Species)

E T Y E Y D F E L M E G A GMAP3K6
E T Y E Y D F E L M E G A GMAP3K6
E T Y E Y D F E L M E G A GMAP3K6

2 1 7 4 +
E T Y E Y D F CTGCCGGGCGCGGGGTGAGATGGGAGTTCAGCAGGGCCCGCGGCCCCTCGCCCTCCGCGAGCTCCCAGTCCCGCGTCCTCAC E L M E G A G
E T Y E Y D F CTGCCGGGCACGGAGTGAGATGGG -GTTCAGCAGGGCGCGCGGCCCCTCGCCCTCCGCGAGCTCCCAGTCCCGCGTCCTCAC E L V E G V G
E S Y E Y D F CTGTGGAACCCAGAGCACC - - - - CGCTTAGCAGGGACCCTTCACCCCTCACTCTCCTCCAACCCCCATTTCTGCAGCCTCAC E L V E R A G
E T Y E Y D F CTGCAGGGGG - -GGGCGGAGACGGGGTTCA - - - - -GCCCGTTGGCCTTGCCCCTCCTCGCGCTCCCAGGCCCC - TTCCTCAC E L V E K V G
E T Y E Y D F CTGCGGGGGT - -GGATGGGATGGGGGTTCAGCAGGGCTCTCAGCCCTTCCCCCTCCTCCAACTCCCAGCCCCCGTTCCTCAC E L V E G V G
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
E T Y E Y E F CTG - -GGGCAATG- - -GAGAGGGAGGGTCAGCCGGCCCCCGGGCCCCAGGACCCCCACCAGCCCCGGGGCCCTC - - - - TTAC E L V E K T A
E D Y D Y E Y CTGGAAGGA - - - GGGAGGAAGGCGGGGTAGATCGAGC- - - - - ACGCCTCGCCCCACGTCACTTCCCGCGCCC===============================
E T Y E Y D Y CTG==========GACAGCACGGGAATACAGCAATGATTCCTGTATCTC==========================TCCTTAC E L S D G D C
E D Y E Y D Y CTG====================================================================================================
E D Y D Y E Y CTG====================================================================================================
E D T D Y E Y CTG - - - - - - -GAA============================AATGTTTG- - - - - - - - - - - - CCTCCAGCG - - - - - - - - - - - - - - - - - - - - A D G D G
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chr2:

Mammal Cons
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Horse
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X_tropicalis
Stickleback

50 bases hg18

81100040 81100050 81100060 81100070 81100080 81100090 81100100 81100110 81100120 81100130 81100140 81100150 81100160 81100170 81100180

cytoplasmic fraction - control - read distribution (+)

cytoplasmic fraction - DICER knockdown - read distribution (+)

UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics

Vertebrate Multiz Alignment & PhastCons Conservation (28 Species)
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Usefull script?
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