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DNA sequencing methods

DNA isolated from whole blood from one koala

Shotgun sequencing using Roche 454 technology

PRIMER3 was used to design suitable primers for koala STRs

Genotyping samples and testing for polymorphism

• Results for STR  
genotypes in 
three different 
individual samples 
(A,B,C). The peaks 
represent the 
STRs of three 
individuals.
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Figure 1. Workflow to obtain DNA STRs from koala DNA 

Table 1. Excel spreadsheet with STR data from DNA 

sequencing.
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Table 2. Output data spreadsheet. The data shown in 

the table consist of the sample name (column A) and 

STR data for each koala (columns B-E) at two different 

repeats (columns B and C; D and E). Question mark 

indicates missing data from that repeat.

Figure 2. 
Summary of 
python code. This 
program reads 
multiple large 
excel 
spreadsheets and 
outputs a new 
spreadsheet with 
a small subset of 
the all the data. 
The output is a 
.csv file with just 
the sample name 
of the koala and 
the STR data 
associated with 
each sample 
(Table 2). 
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• The objective of this project was to learn programming in 
Python.

• I created my own project using a dataset with results from 
my work with koala DNA single tandem repeats (STRs). 

• An example of the dataset used for this project is shown in 
Table 1.  

← AGAGAGAGAGAGAGAG→
Example of a STR (8 AG repeats)


