Additional File 3 [Figure 1]: Schematic overview showing the different steps of the NoDe algorithm.

ATCCC-TACTACCGA—-CCCGTACTACC—G < Correct  (Count=1000)
ATCCC-TACTACCGA-CGCGTACTACC—G <——— substitution (Count=1)
ATCCC-TACTACCGA-CCCGTACT-CC—G < Deletion  (Count=1) |
ATCCC-TACTACCGA-CCCGTACTACCCG < e |

NoDe Classifier
(i) Extracting quality-features for each position (Perl)
(ii) Running a pre-trained classified (WEKA using JAVA)
(iii) Marking the positions identified as potential error (Perl)

X = un-correctly marked

ATCCC-TAXTACCGA—CCCGTACTACC—G g 1 non-erroneous positions
ATCCC-TACTACCGA—CXCGTACTACC-G <« .~
% ; X = correctly marked

ATCXC-TACTACCGA-CCCGTACTXCC-G SHFONEOUS BOEIHONS
ATCCC-TACTACCGA—CCCGTACTACCXG

Modified Pre-cluster (mothur using C++)

‘Representative Read |
ATCCC-TAXTACCGA-CCCGTACTACC-G <——— (count=1003) |

Replacing the remaining “X”
with the original nucleotides
in pre-NoDe read-version
(mothur using C++)

ATCCC-TACTACCGA—CCCGTACTACC-G <— {Count=11003)



