
Operating manual of AS locus structure map  in H -DBAS 

 

1. Whole explanation  

 

 

 

ᵑ Information  of locus 

There is l ocus information  of H-InvDB. HIX ID  is link ed to the locus of H-InvDB . 

 

ᵒ Download (human locus only)  

UCSC refFlat format file of representative AS variants (RASVs) is offered . 

 

ᵓ Wide view  

This is a button  to adjust  the viewer size in accordan ce with the screen size of brows er. 

 

ᵔ Annotation controller (human locus only)  

This is a gadget to display annotation information like protein motif on Main and Scale 

views (Details are given in 2. Annotation controller ). 

 

ᵕ Explanation of color  

Simple  explanation of colors used in Main and S cale views. 

 

ᵖ Comparison (human locus only)  



When other species locus corresponded to human one by comparative genomics exists, 

selected the other sp ecies locus is shown under the M ain view ( Details are given in  3. 

Comparison ) . 

 

ᵗ Scale view 

This is a gadget to select the display form of RASVs and display the zoom of RASVs and 

genome on Main view ( Details are given in  4. Scale view) . 

 

ᵘ Main view  

RASVs and genome are displayed. The operation results of Annotation controller, 

Comparison and Scale view are disp layed. By checking the checkboxes in the superior 

region, AS variants except for RASVs (Other ASVs), RefSeq and Ensembl transcripts 

are displayed ( Details are given in  5. Main view ) . 

 

2. Annotation controller  

 

 

 

ᵑ Protein annotation  

Protein motif and transmembrane domain are displayed in the ORF of RASV with 

different from ORF color by checking the checkbox.  

GO and Subcellular localization signal are displayed as the highlighted background of 

RASV by checking the checkbox.  

 

ᵒ AS affect ing protein function  

RASV pair which affect above mentioned four protein annotations are displayed as the 



highlighted background s of them. After selecting an annotation ite m, RASV pair can be 

selected from the underneath  list. The display are  cleared by cl icking C lear button.  

 

ᵓ Complex AS pattern  

RASV pair of complex AS pattern are displayed as the highlighted background s of them. 

After selecting a pattern ite m, RASV pair can be selected from  the underneath  list. The 

display are cleared by clicking C lear bu tton.  

 

ᵔ Genomic element  

ESE, ESS and retrotrans poson are displayed in the lower part of exons of RASVs. Fox 

and Nova a re displayed in the genome within  300bp from exon terminals.  

 

3. Comparison  

 

 

 

ᵑ Selection of other species (and the locus ID)  

Selected other species locus is displayed und er the Main view. By selecting D efault, the 

display is cleared.  In a state that other species is selected, the function of Base and 

Amino in Scale vi ew is unavailable.  

  


