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33 OctapeptinQCoQandQpolymyxinQresistanceQoccurQviaQdistinctQpathwaysQinQanQepidemicQXDRQKlebsiellaQ
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32 ChironuQtranslatingQnanoporeQrawQsignalQdirectlyQintoQnucleotideQsequenceQusingQdeepQlearninghQ
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rkkqknhQGenomesAnnouncementsfQ2016fQofQ 19

22 SequencingQtechnologiesQandQtoolsQforQshortQtandemQrepeatQvariationQdetectionhQBriefingssins
BioinformaticsfQ2015fQlqfQltngmko 13.4 18

21 InferringQshortQtandemQrepeatQvariationQfromQpairedgendQshortQreadshQNucleicsAcidssResearchfQ2014fQ
omfQelq 20.1 42

20 RepeatgencodedQpolygQQtractsQshowQstatisticalQcommonalitiesQacrossQspecieshQBMCsGenomicsfQ2013fQ
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18 AQgenomeQalignmentQalgorithmQbasedQonQcompressionhQBMCsBioinformaticsfQ2010fQllfQptt 3.6 10

17 ComputingQSubstitutionQMatricesQforQGenomicQComparativeQAnalysishQLecturesNotessinsComputers
SciencefQ2009fQqorgqpp 0.9 4
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highQthroughputQsequencing 1
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F1000ResearchftfQlkso 3.6
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realgtimeQMinIONTMQsequencing 5
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