
1 MAP2

The gene MAP2 is weakly expressed throughout human datasets without significant changes in expression
levels. This gene encodes a protein that belongs to the microtubule-associated protein family. The proteins
of this family are thought to be involved in microtubule assembly, which is an essential step in neurogenesis.
The products of similar genes in rat and mouse are neuron-specific cytoskeletal proteins that are enriched
in dentrites, implicating a role in determining and stabilizing dentritic shape during neuron development.
A number of alternatively spliced variants encoding distinct isoforms have been described. (provided by
RefSeq, Jan 2010)
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Figure 1: IGV Genome Browser screenshot of gene MAP2.
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Figure 2: Sashimi plot of gene MAP2.

1



Scale
chr2:

RefSeq Genes

Sequences
SNPs

Human mRNAs

Spliced ESTs

DNase Clusters

Txn Factor ChIP

Common SNPs(141)

RepeatMasker

Rhesus
Mouse

Dog
Elephant
Chicken

X_tropicalis
Zebrafish
Lamprey

50 kb hg19
210,460,000 210,470,000 210,480,000 210,490,000 210,500,000 210,510,000 210,520,000 210,530,000 210,540,000 210,550,000 210,560,000 210,570,000 210,580,000 210,590,000

RefSeq Genes

Publications: Sequences in Scientific Articles

Human mRNAs from GenBank

Human ESTs That Have Been Spliced

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

DNaseI Hypersensitivity Clusters in 125 cell types from ENCODE (V3)

Transcription Factor ChIP-seq (161 factors) from ENCODE with Factorbook Motifs

100 vertebrates Basewise Conservation by PhyloP

Simple Nucleotide Polymorphisms (dbSNP 141) Found in >= 1% of Samples

Repeating Elements by RepeatMasker

BLAT supercontigs rae

BLAT contigs rae

Multiz Alignments of 100 Vertebrates

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

hg19_ebola_segemehl-HUH-Mock-3h__uniq

hg19_ebola_segemehl-HUH-Mock-7h__uniq

hg19_ebola_segemehl-HUH-Mock-23h__uniq

hg19_ebola_segemehl-HUH-EBOV-3h__uniq

hg19_ebola_segemehl-HUH-EBOV-7h__uniq

hg19_ebola_segemehl-HUH-EBOV-23h__uniq

hg19_marburg_segemehl-HUH-MARV-3h__uniq

hg19_marburg_segemehl-HUH-MARV-7h__uniq

hg19_marburg_segemehl-HUH-MARV-23h__uniq

supercontig12295 supercontig12296
supercontig12297

contig716706
contig498474

contig66781

contig753056
contig240324

MAP2
MAP2
MAP2
MAP2
MAP2

MAP2
MAP2

5S_rRNA

Layered H3K27Ac

100 _

0 _

100 Vert. Cons

4.88 _

-4.5 _

0 -

HUH-Mock-3h__uniq

21 _

1 _

HUH-Mock-7h__uniq

16 _

1 _

HUH-Mock-23h__uniq

11 _

1 _

HUH-EBOV-3h__uniq

18 _

1 _

HUH-EBOV-7h__uniq

29 _

1 _

HUH-EBOV-23h__uniq

31 _

1 _

HUH-MARV-3h__uniq

18 _

1 _

HUH-MARV-7h__uniq

31 _

1 _

HUH-MARV-23h__uniq

78 _

1 _

Figure 3: UCSC Genome Browser screenshot of gene MAP2.
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