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~maceeranceer Human genome has 3.1 billion base pairs. -rascc
ACCCTAACCCTAACCCTAACCCCTAACCCTAACCCTAACCCTAACCCTCGCGEGGETACCCTCAGCCGEC
CCCGCCCGEETCTGAN O TEARCACAACTET O T OO TTOACACTACCACCGAAATCTGTGCAGAC
aacGeacerecaeee ~2.9% of the bases encode genes. ACTCCGCCGGCGCAG
CAGAGAGGCGCGCCGCGELCEElaAGGCEtAGACACATGCTAGCGLAETCEGEGEAETEEAGGEGLCETEGECE(C
CGCAGAGAGGCGCGC CGCaElcaaraecAGGcecaAGAGACACATECTACCGCETCCAGGGETEGEAGGECC
CGCAGG( _AGGGGTC
0 - s ”
scareac ~97% of the genome were previously called “junk”. ,ccaccaz

CGCACGGCGCCGGGCTGGGEGCGEGEGGEGEGAGGGETGGCGCCGTGCACGCGCAGAAACTCACGTCACGGTC
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Molecular Function ap

Positively Correlated

Normal Samples

p value cutoff: |<=001

GO Term
G0:0008307

G0O:0003779

Showing 1 to 2 of 2 entries

Description
structural constituent of muscle

actin binding

Search:

p Value
9 55e-5

3.61e-3
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Biological Process o

Positively Correlated

Normal Samples

p value cutoff: <=001

GO Term

G0:0003012
G0:0006936
G0:0033275
G0:0030049
G0:0048747

GO:0061061

Showing 1 to 6 of 6 enfries
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Description
muscle system process
muscle contraction
actin-myosin filament sliding
muscle filament sliding
muscle fiber development

muscle structure development

p Value
1.34e-3
3.48e-3
3.81e3
3.81e3
3.81e-3

4.3%e-3
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Human
Chimp
Gorilla
Orangutan
Rhesus
Baboon
Marmoset
Tarsier
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Guinea Pig
Squirrel
Rabbit
Pika
Alpaca
Dolphin
Cow

Horse

Cat

Dog
Microbat
Megabat
Hedgehog
Shrew
Elephant
Rock hyrax
Tenrec
Armadillo
Sloth
Wallaby
Opossum
Platypus
Chicken
Zebrafinch
Lizard
Atropicalis
Tetraodon
Fugqu
Stickleback
Medaka
Zebrafish
Lamprey
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1. all 46 species:

COCCCCCECCEC00E ((heglY, panTro?), zorzorl), pordhe?), (rheMac?, papHaml)),
calTacl), tarSvrl), michMurl, otoGarl)d, tupBelld, (0 mm®, rod),

diplrdl), cawPor3), speTril), (orylun?, ochPriZ) ),

[ (fwicPacl, (turTral, bosTand) ), §(equiab?, (felCat3, carFam?) ),

imolucl, pteVam1)) ), f(eriBurl, sorbral) ), (f (loxdfrd, proCapl), echTell),
(dasNows, choHof 117 ), morDomS, macEugsl) ), omdnal), ((zalGald, tastut 1),
anoCar 1)), xenlrod), (((tetMiz?, £r?), (gazicul, orylat2)), danRerf)),petMarl)
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Conserved Elements ©

Primates
PhyloP score among different clades

Region Length Score

chri1:2015648-2018783 136 38

[ ] chri1:2017898-2018073 176 20

|
chri1:2019020-2019069 a0 20
chri1:2019082-2019138 o4 16
Bxon Promoter Showing 1 to 4 of 4 entries Previous = Next
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Model Name

Sequence

2D Structure

//biophy.hust.edu.cn/3dRNA
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RNACOMPOSER

Automated RNA Structure 3D Modeling Setver
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http://rnacomposer.ibch.poznan.pl/
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