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Sequence: BrickBuilt_5
Parameters: 2 7 7 80 10 50 500
Length:  1001

Tables:   1   

This is table  1  of  1  ( 1 repeats found )

Click on indices to view alignment

Table Explanation

Indices Period
Size

Copy
Number

Consensus
Size

Percent
Matches

Percent
Indels Score A C G T Entropy

(0-2)
250--683 23 18.9 23 95 0 724 27 25 15 31 1.96

Tables:   1   

The End!
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Tandem Repeats Finder Program written by:

                 Gary Benson
      Program in Bioinformatics
          Boston University

Version 4.08

Sequence: BrickBuilt_5

Parameters: 2 7 7 80 10 50 500

Pmatch=0.80,Pindel=0.10
tuple sizes 0,4,5,7
tuple distances 0, 29, 159, 500

Length: 1001
ACGTcount: A:0.29, C:0.24, G:0.18, T:0.28

Found at i:276 original size:23 final size:23

Alignment explanation

    Indices: 250--683  Score: 724
    Period size: 23  Copynumber: 18.9  Consensus size: 23

        240 TTCCATCAAT

                                *  
        250 AGACCATAGTATCCTCTCATGTG
          1 AGACCATAGTATCCTCTCATATG

                              *    
        273 AGACCATAGTATCCTCTCGTATG
          1 AGACCATAGTATCCTCTCATATG

                                *  
        296 AGACCATAGTATCCTCTCATGTG
          1 AGACCATAGTATCCTCTCATATG

               *                *  
        319 AGATCATAGTATCCTCTCATGTG
          1 AGACCATAGTATCCTCTCATATG

               *              * *  
        342 AGATCATAGTATCCTCTCTTGTG
          1 AGACCATAGTATCCTCTCATATG

                                *  
        365 AGACCATAGTATCCTCTCATGTG
          1 AGACCATAGTATCCTCTCATATG

                                *  
        388 AGACCATAGTATCCTCTCATGTG
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          1 AGACCATAGTATCCTCTCATATG

                              *    
        411 AGACCATAGTATCCTCTCGTATG
          1 AGACCATAGTATCCTCTCATATG

                                   
        434 AGACCATAGTATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                                *  
        457 AGACCATAGTATCCTCTCATGTG
          1 AGACCATAGTATCCTCTCATATG

                                   
        480 AGACCATAGTATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                                   
        503 AGACCATAGTATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                                   
        526 AGACCATAGTATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                              *    
        549 AGACCATAGTATCCTCTCGTATG
          1 AGACCATAGTATCCTCTCATATG

                                   
        572 AGACCATAGTATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                    *              
        595 AGACCATAATATCCTCTCATATG
          1 AGACCATAGTATCCTCTCATATG

                              *    
        618 AGACCATAGTATCCTCTCGTATG
          1 AGACCATAGTATCCTCTCATATG

                              *    
        641 AGACCATAGTATCCTCTCGTATG
          1 AGACCATAGTATCCTCTCATATG

                                
        664 AGACCATAGTATCCTCTCAT
          1 AGACCATAGTATCCTCTCAT

        684 GTAAGTTCAT

Statistics
Matches: 392,  Mismatches: 19, Indels: 0
        0.95            0.05        0.00


