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Nanopore sequencing of MEFV gene
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Our main aim was to investigate if MEFV mutations can be 7 -
identified with nanopore sequencing. METGE94VAL mutation:
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Conclusions

e According to our research, patient 1(F5) had 4 mutations, 1 out of which was the causative
for FMF.

e The second patient 2(F11) also had the FMF, however, as the library concentration was too

ow, no relevant results about mutations were obtained.

e Nanopore Sequencing is a great and cutting-edge technology for sequencing long DNA
fragments, in the presence of a NORMAL DNA library concentration.
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