Bug Report, September 2005 Ciona savignyi Reference Sequence

There was a bug in the program used to generate the Ciona savignyi v2.0 reference sequence (released in September 2005) from the alignment of the two haplotype assemblies, the result of which was that in certain cases a single base was duplicated within the reference sequence.  This affects 67,459 bases out of the total 173 million in the reference sequence.  The error only occurred in positions immediately following certain haplotype specific gaps, and in essence included the base from both haplotypes at a single position rather than choosing one or the other.   

Example: 

Alignment of haplotype sequence: 

Haplotype 1
CAAAAGCTTT

Haplotype 2
C----GCTAT

Mis-Parsed Reference Sequence (G is duplicated): 

CAAAAGGCTAT

Corrected Reference Sequence:

CAAAAGCTAT

We’ve corrected this problem and released the corrected sequence as Ciona savignyi reference sequence version 2.1.  A file containing a mapping of all version 2.1 coordinates to version 2.0 coordinates is provided.  A file listing all of the erroneously duplicated bases in v2.0 (and therefore removed in v2.1) is also provided.

 

File: coormap_sav2.1_to_sav2.0.txt

The file contains a coordinate mapping of all bases in the v2.1 assembly to their position in the v2.0 assembly.  All coordinates are indexed from zero.  First column lists the reftig ID, the second and third columns are in the format “start coordinate-stop coordinate” and contain all positions in v2.1 (column 2) and their corresponding positions in v2.0 (column 3).   

File: sav2.0_removed_bases.txt

This file contains the coordinate of all bases that were erroneously inserted in v2.0 and therefore removed between the v2.0 and v2.1 assemblies.  Positions are given in v2.0 coordinates and indexed from zero. 
