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Introduction 
Early diagnosis and treatment of infections are more important than ever with the rise of antibacterial resistant “superbug” bacteria like 
Methicillin-resistant Staphylococcus aureus (MRSA). If the bacterial strain behind an infection is recognized earlier, treatment with 
effective antibiotics can begin earlier and recovery times are reduced. The usual procedure for diagnosing bacterial infections involves 
culturing samples on nonspecific media and then assaying the pure cultures. This approach can delay treatment for days or weeks and 
has limited sensitivity because clinical samples may have low concentrations of bacteria or may contain hard-to-culture strains. Faster 
methods such as real-time PCR testing [1] or more accurate methods such as specialized culture media [2] have been developed but both 
are limited to testing for a single type of bacteria. The same problems apply to identifying bacteria in environmental samples. Soil 
bacteria are notoriously difficult to isolate and some species need to be incubated for months to form visible colonies [3]. 

 
Using NextGENe to analyze sequence data from next generation sequencing systems (such as the Illumina and Ion Torrent) solves all 
of these problems. NextGENe is able to align sequence reads across many bacterial references at one time. Thus, accurate and rapid 
identification of even a small amount of bacteria is possible without being limited to testing for a single species or strain. The results are 
displayed in the sequence alignment viewer (figure 1) and are available for export in an expression report (figure 3). This method is also 
very useful for high throughput screening of antibacterial activity. Direct sequencing can be used to monitor the amount and identity of 
bacterial growth. 

 

 
Figure 1: Alignment results. The identity of any species in the reference file is accessible in the alignment viewer or the expression report. 

 
Methodology 
A dataset (SRA001099) was downloaded from the NCBI short read archive (http://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi). It is a 
sequencing library from the sputum of a cystic fibrosis (CF) patient containing 4,499 reads. 

 
The data was converted to fasta format and filtered using NextGENe’s format conversion tool. Reads with less than 60 called bases or 
with a median score less than 20 were rejected. Reads were trimmed where three or more consecutive bases with a score less than 16 
were found. After processing there were 4,405 reads remaining. The remaining reads were aligned to a reference consisting of 5,164 
bacterial 16S ribosomal RNA sequences downloaded from RDP database (https://rdp.cme.msu.edu/). All classified type-strain isolates 
were included in the reference. 

 
A second dataset (SRA009753) was also examined. It consists of over 300,000 barcoded sequencing reads from eight different 
compost or soil samples. After DNA extraction from the community microbial samples PCR was used to amplify the 16S rRNA region. 
NextGENe’s format conversion tool was also used to filter this dataset. After quality filtering the reads were sorted with NextGENe’s 
Barcode Sorting tool which removed the barcode sequences and sorted the reads into separate files. The primer sequences were then 
removed with the format conversion tool. Each sample was aligned to the RDP 16s rRNA reference individually. 
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Error correction was used for both alignments in order to remove homopolymer errors. It works by parsing the reads into shorter 
keywords and comparing those keywords between reads in order to generate a consensus sequence. Keywords are created by dividing 
the reads where a nucleotide is repeated 3 or more times (a homopolymer). If aligned homopolymers vary in length the median number 
of bases is used in the consensus sequence. 

 
Procedure 
1. Filter and trim reads for quality using NextGENe’s format conversion tool. 
2. Align reads to the 16s rRNA reference. A high base matching percentage should be used because parts of the 16S rRNA are very 

similar between species (figure 2). 
3. The expression report can be found under the “Report” menu on the toolbar in the sequence alignment viewer. 

 

 
 
Results 
Human Sputum Samples 

Figure 2: Alignment Settings 

In the first dataset 1,677 of the 4,405 reads were aligned to the references using 98% base matching. The expression report lists the number 
of reads aligned to each 16S rRNA reference and the results can be sorted based any one of several different measurements. 

 

Figure 3: Expression Report 
 

Error correction and alignment of the 4,405 reads took less than a minute. 42 different references had at least two reads aligned to them. 
8 of the top 15 most-matched references (11.5% of matched reads) belonged to the Moraxella genus which is associated with lower 
respiratory infections in adults with chronic lung disease such as cystic fibrosis. . 

 
Soil and Compost Samples 
The number of aligned reads varied for each sample in the second dataset, but ranged from 639 to 6,651 (2.0% to 15.5%). Each alignment took less 
than 1 minute to finish. The top results are summarized in table 1. Most of the top matches were nitrogen-fixing, composting, or other soil bacteria. 
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Table 1: The top three matched references for each 
sample in the second dataset. 

 
Discussion 
NextGENe’s error correction using the condensation 
tool is used to correct homopolymer errors that are one 
of the biggest problems with semiconductor technology. 
After error correction the sample is rapidly aligned to the 
reference. The incorrect alignment of reads caused by 
highly similar sequences is avoided by requiring 
a very high base matching percentage and by rejecting 
reads that map perfectly to several sites in the reference. 
When references with only one aligned read are ignored 
in order to increase specificity, there are 42 bacterial 
species identified in the first dataset, close to the 36 
identified in the original study [4]. 

 
Sensitivity and specificity can be adjusted by changing 
the required base matching percentage. 16s rRNA 
sequences are well conserved among bacteria, with 
those in the same genus often sharing greater than 96% similarity. Using 98 to 99% base matching is recommended in order to allow 
some species-level specificity while maintaining reasonable sensitivity. Table 2 shows the sensitivity (number of matched reads) and 
specificity (number of reads aligned to Moraxella bovis) at several base matching levels. The reads aligned to Moraxella bovis in the 
human sputum sample are assumed to be false positives because that species- unlike the others in the Moraxella genus- is normally 
found in cow eye infections. 

 
Table 2: Comparison of sensitivity and specificity at different base matching percentages 

 
NextGENe’s barcode sorting tool makes it very easy to process samples that are barcoded like the second dataset. The barcode 
sequences are removed and the reads are grouped either based on automatic detection or based on a file defining the sequences. The 
analysis of two very different datasets demonstrates the utility of a large reference. Though the reads are compared to over 5000 
different bacteria- including human pathogens and soil microbes- aligning over 40,000 reads takes less than a minute. As expected, 
mesophilic bacteria were found in the mesophilic digestion samples, soil bacteria were found in the soil sample, and thermophilic 
bacteria were found in the thermophilic digestion and compost samples all without culturing. 

 
In addition to Roche GS FLXTM, NextGENe is capable of processing data from the Illumina and Ion Torrent systems.  The increased 
depth of coverage (10 million and 100 million reads per run, respectively) can provide even greater sensitivity so that bacteria present 
at very low concentrations can be detected. 
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