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I am a bioinformatician trained in evolutionary genomics. I received a bachelor’s 
degree in computer science from University of Maryland University College, and a 
Ph.D. in bioinformatics at Boston University. I completed a postdoc at the National 
Human Genome Research Institute and a second postdoc at the Sars International 
Centre for Marine Molecular Biology in Norway. 
 
I joined the Whitney Laboratory as an Assistant Professor in 2014 and received 
tenure and promotion to Associate professor in 2020. My laboratory focuses on 

applying phylogenetics and genomics to fundamental questions in animal biology to understand the 
evolution of biodiversity. Emphasis is currently on: (1) understanding the nervous system of 
ctenophores, (2) understanding the biogeography of Mnemiopsis ctenophores, (3) genomic 
sequencing, annotation, and analyses of many invertebrate genomes including ctenophores, 
cnidarians, sea cucumbers, bryozoans, and doliolids, and (4) regeneration in ctenophores.  
 
My laboratory currently consists of one senior researcher Yuriy Bobkov, Ph.D. (1/2 time shared with 
Strother Laboratory), two postdocs Remi Ketchum, Ph.D. and Adolfo Lara, Ph.D., one Ph.D. student 
Natalia Padillo (UF Genetics and Genomics) and one undergraduate researcher Nina Castillo (UF 
Biology). 
 
I continue to participate in Whitney Lab’s IDEA Committee. IDEA conducted the second ever climate 
survey in March 2022 and engaged the community and administration based on trends that were 
evident from the survey. I continue to serve as the co-faculty adviser to the University of Florida’s 
chapter of the Society for Advancement of Chicanos/Hispanics and Native Americans in Science 
(SACNAS). 
 
Education: 
2001-2007   Boston University, Boston, MA 

Ph.D. in Bioinformatics (with John Finnerty, Ph.D. & Andreas Baxevanis, Ph.D.) 
2001    University of Maryland University College, Adelphi, MD 

B.S. in Computer Science 
 

Professional Experience: 
2020-present  Associate Professor, Whitney Laboratory for Marine Bioscience, St Augustine, FL 
2014-2020   Assistant Professor, Whitney Laboratory for Marine Bioscience, St Augustine, FL 
2011-2013   Postdoctoral Fellow, Sars International Centre for Marine Molecular Biology, 

Bergen, Norway. (with Andreas Hejnol, Ph.D.) 
2007-2011   Postdoctoral Fellow, National Human Genome Research Institute/NIH, Bethesda, 

MD (with Andreas Baxevanis, Ph.D.) 
1996-2001   Bioinformatics Software Programmer, National Human Genome Research 

Institute/NIH, Bethesda, MD 
 

Research Interests: 
• Evolutionary genomics 
• Marine invertebrate zoology 
• Biodiversity 
• Phylogenetics 
• Embryology 
• Neurobiology 
• Ecology 
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Membership in Professional Societies: 
• Society for Advancement of Chicanos/Hispanics and Native Americans in Science (SACNAS) 
• Society for Systematic Biology 
• Society for Integrative and Comparative Biology 
• Society for Ctenophorology 

 
Recent Publications (2011-2022): 
 
Ketchum, R.N., Davidson, P.L., Smith, E.G., Wray, G.A., Burt, J.A., Ryan, J.F., Reitzel, A.M. 2022. A 
chromosome-level genome assembly of the highly heterozygous sea urchin Echinometra sp. EZ 
reveals adaptation in the regulatory regions of stress response genes. Genome Biology and Evolution, 
doi:10.1093/gbe/evac144 

Tekle, Y.I., Wang, F., Tran, H., Hayes, D., Ryan, J.F. 2022. The Draft Genome of Cochliopodium 
minus reveals a complete meiosis toolkit and provides insight into the evolution of sexual mechanisms 
in Amoebozoa. Scientific Reports. doi:10.1038/s41598-022-14131-y 

Santander, M.D., Maronna, M.M., Ryan, J.F., da Silva, S.C. 2022. The state of Medusozoa genomics: 
current evidence and future challenges. GigaScience. doi:10.1093/gigascience/giac036 

Babonis, L.S., Enjolras, C., Ryan, J.F., Martindale, M.Q. 2022. A novel regulatory gene promotes novel 
cell fate by suppressing ancestral fate in the sea anemone Nematostella vectensis. Proceedings of the 
National Academy of Sciences. doi:10.1073/pnas.2113701119 

Almazan, E.M.P., Ryan, J.F., Rouhana, L. 2021. Regeneration of planarian auricles and 
reestablishment of chemotactic ability. Frontier in Cell and Developmental Biology. 
doi:10.3389/fcell.2021.777951 
 
Hernandez, A.M., Ryan, J.F. 2021. Six-state Amino Acid Recoding is not an Effective Strategy to Offset 
Compositional Heterogeneity and Saturation in Phylogenetic Analyses. Society of Systematic 
Biologists. doi:10.1093/sysbio/syab027 
 
Medina-Feliciano, J.G., Pirro, S., Garcia-Arraras, J.E., Mashanov, V., Ryan, J.F. 2021. Draft genome of 
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Science. doi:10.3389/fmars.2021.603410 
 
Ketchum, R.N., Smith, E.G., DeBiasse, M.B., Vaughan, G.O., McParland, D., Leach, W.B., Al-
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DeBiasse, M.B., Colgan, W.N., Harris, L., Davidson, B., Ryan, J.F. 2020. Inferring tunicate 
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Biology and Evolution. 12(6):948-964. 
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Dardaillon, J., Dauga, D., Simion, P., Faure, E., Onuma, T.A., DeBiasse, M.B., Louis, A., Nitta, K.R., 
Naville, M., Besnardeau, L., Reeves, Wang, K., Fagotto, M., Guéroult-Bellone, M(g)., Fujiwara, S., 
Dumollard, R., Veeman, M., Volff, J.N., Roest, Crollius, H., Douzery, E., Ryan, J., Davidson, B., 
Nishida, H., Dantec, C., Lemaire, P. W. 2020. ANISEED 2019: 4D exploration of genetic data for an 
extended range of tunicates. Nucleic acids research. Jan 8;48(D1):D668-75. 

Babonis, Leslie S., et al. Genomic analysis of the tryptome reveals molecular mechanisms of gland cell 
evolution. 2019. EvoDevo 10.1, 1-18. 

Colgan, W., Leanza, A., Hwang, A., DeBiasse, M.B., Llosa, I., Rodrigues, D., Adhikari, H., Corona, 
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Pastrana, C.C., DeBiasse, M.B., Ryan, J.F. 2019. Sponges lack ParaHox genes. Genome biology and 
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DeBiasse, M.B., Ryan, J.F. 2019. Phylotocol: Promoting transparency and overcoming bias in 
phylogenetics. Systematic biology. Jul 1;68(4):672-8. 

Hernandez, A.M., Ryan, J.F. 2018. Horizontally transferred genes in the ctenophore Mnemiopsis leidyi. 
PeerJ. ;6. 
 
Kayal, E., Bentlage, B., Pankey, M.S., Ohdera, A.H., Medina, M., Plachetzki, D.C., Collins, A.G., Ryan, 
J.F. 2018. Phylogenomics provides a robust topology of the major cnidarian lineages and insights on 
the origins of key organismal traits. BMC Evolutionary Biology. Dec;18(1):68. 
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Winnikoff, J.R., Powers, M.L., Gasca, R., Browne, W.E., Johnsen, S., Schlining, K.L., Thun, S.V., 
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Sasson, D.S. & Ryan, J.F. 2017. A reconstruction of sexual modes throughout animal evolution. BMC 
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Martin-Duran, J.M.*, Ryan, J.F.*, Vellutini, B.C.C., Pang, K., and Hejnol, A. 2017. Increased taxon 
sampling reveals thousands of hidden orthologs in flatworms. Genome Research, 
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of animal body plans. Nature, doi:10.1038/nature16994. 
 
Zwarycz, A.S., Nossa, C.W., Putnam, N., & Ryan, J.F. 2016. Timing and scope of genomic expansion 
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Biology and Evolution, doi:10.1093/gbe/evv243. 
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genes in Mnemiopsis leidyi: a new view of ctenophore photocytes. BMC Biology, Dec 21;10:107. 
 
Maxwell, E.K., Ryan, J.F., Schnitzler, C.E., Browne, W.E., Baxevanis, A.D. 2012. MicroRNAs and 
essential components of the microRNA processing machinery are not encoded in the genome of the 
ctenophore Mnemiopsis leidyi. BMC Genomics, Dec 20;13:714. 
 
Dubuc, T.Q.*, Ryan, J.F.*, Shinzato, C., Satoh, N., Martindale, M.Q. 2012. Coral comparative 
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Mnemiopsis leidyi. Mitochondrial DNA, Aug;22(4):130-42. 
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Hurle, B., Marques-Bonet, T., Antonacci, F., Hughes, I., Ryan, J.F., NISC Comparative Sequencing 
Program, Eichler, E.E., Ornitz, D.M., and Green, E.D. 2011. Lineage-Specific Evolution of the 
Vertebrate Otopetrin Gene Family Revealed by Comparative Genomic Analyses. BMC Evolutionary 
Biology, Jan 24;11(1):23. 
 
Research Support: 
 
PI, Allen Distinguished Investigator Award (12/1/2021 — 11/31/2024) “Reconstructing the development 
and functional architecture of the motor neural circuits of the last common animal ancestor” 
($1,500,000) 
 
PI, NSF (6/1/2020 – 5/31/2023) “ANT LIA Collaborative Research: Interrogating Molecular and 
Physiological Adaptations in Antarctic Marine Animals” ($130,765) 
 
PI, NSF (3/6/2020 – 3/5/2023) “EAGER: Exploration of evolutionary mechanisms across multiple 
scales” ($299,600) 
 
PI, NSF (09/15/2015 – 09/14/2020) “Dimensions: Collaborative Research: Life at extremes: Linking 
the phylogenetic and genomic diversity of ctenophores to ecophysiological adaptations in the deep sea” 
($596,549) 
 
PI, NSF (03/01/2016 – 02/28/2023) “REU Site: Marine Biodiversity: lessons from molecules, 
development and behavior” ($340,259) 
 
PI, UF Biodiversity Institute, (4/15/2019–12/31/2020) “Developing a genomic foundation to assess the 
biodiversity & evolutionary dynamics of sea cucumber across the marine biosphere” ($40,000) 
 
PI, UF Office of Research (2/1/2020 – 2/1/2021) “Southeast SACNAS regional conference” ($3,000) 
 
PI, NSF (02/15/2016 – 01/31/2017) “Meeting: Ctenopalooza - A Workshop on Ctenophore Biology, 
March 14-15, 2015, Saint Augustine, Florida” ($21,710) 
 
PI, UF Office of Research (12/9/2015 – 12/8/2016) “Ctenopalooza, The First Meeting of Ctenophore 
Biologists” ($3,000) 
 



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


