Appendix C

Appendix C shows the text alignments for all alignments performed using CLUSTAL. Results are shown for each of the three positive GSL samples
compared to the expected amplicon sequences and control sample amplicon sequences for each filarial species.
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Appendix C shows the text alignments for all alignments performed using CLUSTAL. Results are shown for each of the three positive GSL samples compared to the expected amplicon sequences and control sample amplicon sequences for each filarial species.  
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