1. How to interpret the output?
a. The Tiling Array Transcriptome Window.





b. The T-DNA Express Mapping Window.
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Please note: We are using NCBI pseudo-molecules/annotation (13-AUG-2001).
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c. The Click-popup Window
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chromosome bar


click on the bar to shift the center





highlight (center) coordinate





right coordinate


= center+winsize/2





left coordinate
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chromosome name





zoom in/out buttons
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T-DNA or cNDA





mapping of MySequence





CODE ( the gene name





COD2 ( the old gene name





CHRO ( the chromosome 





TITL ( the gene title or function





COOR ( the gene’s mapping direction and coordinates


        C/W  backward/forward, ‘-’ Exon    ‘,’ Intron





HITS ( the cDNA or T-DNA that the gene hits





CHRO ( the chromosome





DIRE ( the cDNA or T-DNA’s direction and  coordinates





LOCA ( the hit position on the gene: Exon, Intron, L300-5’ (left,   


 300bp, 5’end), R300-3’ (right, 300, 3’end)





CLON ( the cDNA or T-DNA name


55.00 ( the average value of the best 20- continuous-base quality scores.


.x ( Vector sequence found and removed


.n ( Vector sequence not found


.f ( Low quality, might contain vector. Use at your own risk.





CHRO ( the chromosome





DIRE ( the cDNA or T-DNA’s direction and coordinates





VALU ( E-value it hits on the genome. If the 


e-value is high, user’s judgment is necessary.





HITS ( the gene that the cDNA or T-DNA hits





COD2 ( the gene’s old name





TITL ( the gene title or function





LOCA ( the hit position on the gene





COOR ( the gene’s direction and coordinates





zoom in/out buttons





Chromosome coordinate ruler


To center or scroll a position 





Tiling array transcriptome raw signal (upstrand & downstrand) 


Change the min & max intensity value of the preference to zoom in/out the signal &background.





mapping of 


MycDNA sequence





Database title and chromosome window





Displayed features





Highlight








