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Perfect Matches to Short Sequence (ACGGGGGCGTGACCCGGA)
GENCODE VM23 Comprehensive Transcript Set (only Basic displayed by default)

NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) - Annotation Release NCBI Mus musculus Updated Annotation Release 108.20200622 (2020-07-09)

Reference Assembly Fix Patch Sequence Alignments

Reference Assembly Alternate Haplotype Sequence Alignments

Repeating Elements by RepeatMasker

Chromosome Bands Based On Microscopy

Single Cell RNA-Seq Gene Expression from Tabula Muris
Placental Mammal Basewise Conservation by PhyloP

Multiz Alignments of 60 Vertebrates

Simple Nucleotide Polymorphisms (dbSNP 142) Found in >= 1% of Samples

8560014752871612416.1/AAAAAACACGTACATTGCGG

8381305225640411801.1/CGTCAAGGAGCCGCAGATCT
8503083286059320331.1/GCATACACCCTCGTCACAAG
8072997621182501528.1/AGTCCATCGGCACCGACCAA
8215243569433216712.1/ACGGATAGGCAAACTGTAAC
8508192570819327504.1/ATAGGGGTAGTACAGCGTAG
8233188793199375385.1/CGATGAAGGCAGCGTCTACC
8521127225620496971.1/GCCCATCACGTACAACCACG
8252891624152240641.1/CAACCACGGGGTGTTCACTC
8503090860506809418.1/TCCTATAGCGAGCAGACAAG
8221616020964835545.1/CGGAATCTCCAGGAGACGAC
8363479950258615833.1/CGAGGACTCAATGCGACTAT
8560014752871612416.1/AAAAAACACGTACATTGCGG

8127319146266138121.1/CCAGCCGGCAATGGTATCGA
8507863290469974216.1/ACGAACGATCAGCCAATTAG
8527858021326496896.1/AATTTGACAGAAGGTACGCG
8527651204560323139.1/GACCAAATATGGCGGTAGCG
8377259992180429915.1/GGCTCGAACCATCGAATACT
8215451534813664923.1/GGTGCGAATAGTTGCCGAAC
8131543867622171352.1/AGGCTAACCGTACAGACGGA
8415015581069411456.1/AATTATCACGAGCACCACGT
8221325536488853707.1/GCGACACTCGCTAACAAGAC
8129882022222771777.1/CACGGAGGATAATCCCGTGA

8381305225640411801.1/CGTCAAGGAGCCGCAGATCT
8072997621182501528.1/AGTCCATCGGCACCGACCAA
8233188793199375385.1/CGATGAAGGCAGCGTCTACC
8521127225620496971.1/GCCCATCACGTACAACCACG
8252891624152240641.1/CAACCACGGGGTGTTCACTC

8505089214294071003.1/GGGGCTAACGATCGCCACAG
8221616020964835545.1/CGGAATCTCCAGGAGACGAC
8089324279917547529.1/CCAACGGGCTGCCGGAGACA
8129891850231547547.1/GGTGATCGGTCACGGCGTGA
8251474772268720833.1/CAGCTCGCTTCGCCACGATC
8127319146266138121.1/CCAGCCGGCAATGGTATCGA
8560019090791301777.1/CTTCAGGCCGTCAAGTGCGG
8129328902404354641.1/CTCCGCACTTGACGGCCTGA
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