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Vac_G3vo_trnpsb GAAAAAGGGAGACTGAATCATGAACCAAACCATAAAAATCTTTTTGTTGTAACGAAAAAA 
Vac_1vo_trnpsb  GAAAAAGGGAGACTGAATCATGACCCAAACCATAAAAATGTTTTTCTTGTAACGAAAAAA 
Vac_2vo_trnpsb  GAAAAAGGGAGACTGAATCATGACCCAAACCATAAAAATGTTTTTCTTGTAACGAAAAAA 
                *********************** *************** ***** ************** 
  
Vac_G3vo_trnpsb CGATCTGTAACTAAAAGACTACTCTAG--TCGTAATAAAAAAAAAGAGAAGTAAAGGAGC 
Vac_1vo_trnpsb  GGATCTGTAACTAAAAGACTACTCTAGAGTCGTAATAAACAAAAAGAGAAGTAAAGGAGC 
Vac_2vo_trnpsb  GGATCTGTAACTAAAAGACTACTCTAGAGTCGTAATAAACAAAAAGAGAAGTAAAGGAGC 
                 **************************  ********** ******************** 
  
Vac_G3vo_trnpsb AATGCACTCTTGATAGAACAAGAGGTGATTGCTCCCTTACTTTCAAAAACTCGTATACAC 
Vac_1vo_trnpsb  AATGCACTCTTGATAGAACAAGAGGTGATTGCTCCCTTACTTTCAAAAACTCGTATACAC 
Vac_2vo_trnpsb  AATGCACTCTTGATAGAACAAGAGGTGATTGCTCCCTTACTTTCAAAAACTCGTATACAC 
                ************************************************************ 
  
Vac_G3vo_trnpsb TAGGACTAAAGTCTTATCCAGTTGTAGATGGAGCTTCAATAGCCGCTAGGTCTAGAGGGA 
Vac_1vo_trnpsb  TAGGACTAAAGTCTTATCCAGTTGTAGATGGAGCTTCAATAGCCGCTAGGTCTAGAGGGA 
Vac_2vo_trnpsb  TAGGACTAAAGTCTTATCCAGTTGTAGATGGAGCTTCAATAGCCGCTAGGTCTAGAGGGA 
                ************************************************************ 
  
Vac_G3vo_trnpsb AGTTATGAGCATTACGTT-ATGCATAA 
Vac_1vo_trnpsb  AGTTATGAGCATTACGTTCATGCATAA 
Vac_2vo_trnpsb  AGTTATGAGCATTACGTTCATGCATAA 
                ****************** ******** 

The *** indicate the presence of the same base in all three accessions. By 
counting differences, the more similar and more distant sequences can 

be identified. Barcoding uses differences to infer relatedness. 

The G that is highlighted (red arrow) is the first G in the 
sequence of Vac_1vo_trnpsb in the previous slide. 

Analyzing sequences 

In which species/accessions are similarities found? 
What are the similarities? 
What does that mean? 
 
 

RESULTS ARE NOT IN YET!!!!  
 
 
We have cloned several sequences that will be analyzed. Once 
the sequences are acquired, the above questions can be 
answered. 
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