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Mouse Dec. 2011 (GRCm38/mm10) chr19:5,824,518-5,824,858 (341 bp)

100 bases mm10

5,824,550 5,824,600 5,824,650 5,824,700 5,824,750 5,824,800 5,824,850

RNAz mm10 high confidence hits (p>0.9), genome partition lncRNA, no of species: all

RNAz mm10 high confidence hits (p>0.9), repeat class SINE, no of species: 6to10
RNAz mm10 high confidence hits (p>0.9), CMscan, score 5, gt1000 hits

UCSC Genes (RefSeq, GenBank, tRNAs & Comparative Genomics)

NCBI RefSeq genes, curated subset (NM_*, NR_*, and YP_*) - Annotation Release GCF_000001635.25_GRCm38.p5 (2017-08-04)

Comprehensive Gene Annotation Set from GENCODE Version M16 (Ensembl 91)

Pseudogene Annotation Set from GENCODE Version M16 (Ensembl 91)
2-way Pseudogene Annotation Set from GENCODE Version M16 (Ensembl 91)

PolyA Transcript Annotation Set from GENCODE Version M16 (Ensembl 91)
Placental Mammal Basewise Conservation by PhyloP

Placental Mammal Conservation by PhastCons

60 vertebrates conservation by PhastCons

Multiz Alignments of 60 Vertebrates

Repeating Elements by RepeatMasker
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(((((((...(((((........((((((((((((...)))))))))))).(((((((((
mm10.chr19 CCGCCGCAG-GUGUU-UCUUUUCCUGACCGCGGCUCAUGGCCGCGCUCAGGUUUUGCUUU 58
ochPri2.scaffold_1213 UCCCCACAG-GUGUU-UUUUUUAUCAAGUGCGACUCAUGAACGCCCUCGGGUUCAGCUUU 58
nomLeu2.GL397360 CCGCCGCAG-GUGUU-UCUUUUACUGAGUGCGGCCAUGGGCCGCAUUCAGGUUUUGCUUU 58
papHam1.scaffold21469 CCGCCGCAG-GUGUU-UCUUUUACUGAGUGUGGCCCAUGGCCGCACUCAGGUUUUGCUUU 58
saiBol1.JH378199 CCGCCGCAG-GUGUU-UCUUUUACUGAGUGUG-CCCAUGGCCACACUCAGGUUUUGCUUU 57
otoGar3.GL873659 CCGCCGUGG-GUGUU-UCUUUUACUGAAUGCGGCCCAUGGCCGCACUCAGGUUUUGCUUU 58
susScr3.chr2 CCGUCGUAG-GUGUU-UCUUUUCCUGGAUGCGGCUCAUGGCCGCGUUCAGGUUUUGCUUU 58
canFam3.chr18 CCGCCGCAG-GUGUU-UCUUUUACUGGAUGAGGCUCAUGGCCACAUUCAGGUUUUGCUUU 58
loxAfr3.scaffold_71 CCGCCGCAGGGUGUUUUCUUUUACUGAACGCAGCUCAUGGCUGCGUUCAGGUUUUGCUUU 60
triMan1.JH594719 CCGCCGCGG-GUGUU-UCUUUUACUGAACGCAGCUCAUGGCUGCGUUCAGGUUUUGCUUU 58

.........10........20........30........40........50.........

(..(((........................)))...)))))))))))))))..)))))))
mm10.chr19 UCACCUUUGUCUGAGAGAACGAACGUGAGCAGG--AAAAAGCAAAAGGCACUGGUGGCGG 116
ochPri2.scaffold_1213 UCACCUUGCAGUCUGUGA--AAG-CCGAGCAGGAGAAAAUGCAAAAGGCGCUGGUUGUGG 115
nomLeu2.GL397360 UCACCUUCCGAUCUGUGA--AAGAGUGAGCAGG--AAAAAGCAAAAGGCGCUGGUGGUGG 114
papHam1.scaffold21469 UCACCUUCUGAUCUGUGA--AAGAGUGAGCAGG--AAAAAGCAAAAGGCACUGGUGGUGG 114
saiBol1.JH378199 UCACCUUUCAAUCUGUGA--AACAGUGAGCAGG--AAAAAGCAAAAGGCACUGGUGGUGG 113
otoGar3.GL873659 UCACCUUUCACUGUGUGA--GAAAAUGAGCAGG--AAAAAGCAAAAGGCGCUGGUGGUGG 114
susScr3.chr2 UCACCUUUGAGUCUGUGA--GAAAACGAGCAGG--AAAAAGCAAAAGACGUUGGUGGUGG 114
canFam3.chr18 UCACCUUUGAGUCUGUGC--GAAAACAAGGAGG--AAAAAGCAAAAGACGCUGGUGGUGG 114
loxAfr3.scaffold_71 UCACCUUUGAGUCUGUGA--GAAAAUGAGCAGG--AAAAAGCAAAAGGCGCUGGUGGUGG 116
triMan1.JH594719 UCACCUUUGAGUCUGUGA--GAGAAUGAGCAGG--AAAAAGCAAAAGGCGCUGGUGGUGG 114

.........70........80........90........100.......110........

...(((((((....)))))))(((((.......)))))
mm10.chr19 CACGCCCG-C-ACCU-CGGGCCAGGGUUCGAGUCCCUG 151
ochPri2.scaffold_1213 CACUCCAGC--AAG-GCUGGGCGGGGUUCGAGUCCCCG 150
nomLeu2.GL397360 CACGUCCAGCCACGGCUGGGCCGGGGUUCGAGUCCCUG 152
papHam1.scaffold21469 CACGUCCAGC-ACGGCUGGGCUGGGGUUCGAGUCCCCG 151
saiBol1.JH378199 CACGUCCAGC-ACUGCUGGGCCGGGGUUCGAUUCCCUG 150
otoGar3.GL873659 CACACCCAGC-AUUGCUGGGCCGGGGUUCAAGUCCCUG 151
susScr3.chr2 CACACCUGGC-ACUGCUGGGCCGGGGUUCGAGUCCCCG 151
canFam3.chr18 CACGCCCAGC-ACUGCUGGGCCAGGGUUCAAGUCCCUG 151
loxAfr3.scaffold_71 CACGCCCUGC-AGUGCUGGGCCGGGGUUCGAGUCCCCG 153
triMan1.JH594719 CACGCCUAGC-AGUGCUGGGUCGGGGUUCGAGUCCCCG 151
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