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 7 

Gazy, I., Hayward, B., Potapova, S., Zhao, X. and Usdin, K., 2019. Double-strand break repair 
plays a role in repeat instability in a fragile X mouse model. DNA repair, 74, pp.63-69. 
 
Gilchrist, A.E., Lee, S., Hu, Y. and Harley, B.A., 2019. Soluble Signals and Remodeling in a 
Synthetic Gelatin‐Based Hematopoietic Stem Cell Niche. Advanced healthcare materials, 8(20), 
p.1900751. 
 
Gilchrist, A.E., Lee, S., Hu, Y. and Harley, B.A., 2019. Mesenchymal stromal cell remodeling of 
a gelatin hydrogel microenvironment defines an artificial hematopoietic stem cell niche. bioRxiv, 
p.289553. 
 
Goglio, A., Marzorati, S., Rago, L., Pant, D., Cristiani, P. and Schievano, A., 2019. Microbial 
recycling cells: First steps into a new type of microbial electrochemical technologies, aimed at 
recovering nutrients from wastewater. Bioresource technology, 277, pp.117-127. 
 
Gresse, R., Chaucheyras Durand, F., Dunière, L., Blanquet-Diot, S. and Forano, E., 2019. 
Microbiota Composition and Functional Profiling Throughout the Gastrointestinal Tract of 
Commercial Weaning Piglets. Microorganisms, 7(9), p.343. 
 
HamediRad, M., Weisberg, S., Chao, R., Lian, J. and Zhao, H., 2019. Highly efficient single-pot 
scarless Golden Gate assembly. ACS synthetic biology, 8(5), pp.1047-1054. 
 
Hibberd, A.A., Yde, C.C., Ziegler, M.L., Honoré, A.H., Saarinen, M.T., Lahtinen, S., Stahl, B., 
Jensen, H.M. and Stenman, L.K., 2019. Probiotic or synbiotic alters the gut microbiota and 
metabolism in a randomised controlled trial of weight management in overweight adults. 
Beneficial Microbes, 10(2), pp.121-135. 
 
Hoffman, J.D., Yanckello, L.M., Chlipala, G., Hammond, T.C., McCulloch, S.D., Parikh, I., Sun, 
S., Morganti, J.M., Green, S.J. and Lin, A.L., 2019. Dietary inulin alters the gut microbiome, 
enhances systemic metabolism and reduces neuroinflammation in an APOE4 mouse model. PloS 
one, 14(8). 
 
Holland, B., Karr, M., Delfino, K., Dynda, D., El‐Zawahry, A., Braundmeier‐Fleming, A., 
McVary, K. and Alanee, S., 2019. The Effect of the Urinary and Fecal Microbiota on Lower 
Urinary Tract Symptoms Measured by the International Prostate Symptom Score: Analysis 
Utilizing Next‐Generation Sequencing. BJU international. 
 
Hotaling, S., Shah, A.A., McGowan, K.L., Tronstad, L.M., Giersch, J.J., Finn, D.S., Woods, 
H.A., Dillon, M.E. and Kelley, J.L., 2019. Mountain stoneflies may tolerate warming streams: 
evidence from organismal physiology and gene expression. bioRxiv. 
 
Hu, Y., Chen, J., Fang, L., Zhang, Z., Ma, W., Niu, Y., Ju, L., Deng, J., Zhao, T., Lian, J. and 
Baruch, K., 2019. Gossypium barbadense and Gossypium hirsutum genomes provide insights 
into the origin and evolution of allotetraploid cotton. Nature genetics, 51(4), pp.739-748. 



 8 

Huang, L., Riggins, C.W., Rodriguez-Zas, S., Zabaloy, M.C. and Villamil, M.B., 2019. Long-
term N fertilization imbalances potential N acquisition and transformations by soil microbes. 
Science of the Total Environment, 691, pp.562-571. 
 
Huff, H.C., Maroutsos, D. and Das, A., 2019. Lipid composition and macromolecular crowding 
effects on CYP2J2‐mediated drug metabolism in nanodiscs. Protein Science, 28(5), pp.928-940. 
 
Jatt, T., Lee, M.S., Rayburn, A.L., Jatoi, M.A. and Mirani, A.A., 2019. Determination of genome 
size variations among different date palm cultivars (Phoenix dactylifera L.) by flow cytometry. 3 
Biotech, 9(12), p.457. 
 
Jeffrey, J.D., Jeffries, K.M. and Suski, C.D., 2019. Physiological status of silver carp 
(Hypophthalmichthys molitrix) in the Illinois River: An assessment of fish at the leading edge of 
the invasion front. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 
32, p.100614. 
 
Jones, J.M., Heath, K.D., Ferrer, A., Brown, S.P., Canam, T. and Dalling, J.W., 2019. Wood 
decomposition in aquatic and terrestrial ecosystems in the tropics: contrasting biotic and abiotic 
processes. FEMS microbiology ecology, 95(1), p.fiy223. 
 
Kaczmarek, J.L., Liu, X., Charron, C.S., Novotny, J.A., Jeffery, E.H., Seifried, H.E., Ross, S.A., 
Miller, M.J., Swanson, K.S. and Holscher, H.D., 2019. Broccoli consumption affects the human 
gastrointestinal microbiota. The Journal of nutritional biochemistry, 63, pp.27-34. 
 
Kapheim, K.M., Jones, B.M., Søvik, E., Stolle, E., Waterhouse, R.M., Bloch, G. and Ben-
Shahar, Y., 2019. Changes in brain microRNAs are associated with social evolution in bees. 
bioRxiv, p.730317. 
 
Kapheim, K.M., Pan, H., Li, C., Blatti, C., Harpur, B.A., Ioannidis, P., Jones, B.M., Kent, C.F., 
Ruzzante, L., Sloofman, L. and Stolle, E., 2019. Draft genome assembly and population genetics 
of an agricultural pollinator, the solitary alkali bee (Halictidae: Nomia melanderi). G3: Genes, 
Genomes, Genetics, 9(3), pp.625-634.. 
 
Kemper, A.M., Drnevich, J., McCue, M.E. and McCoy, A.M., 2019. Differential gene 
expression in articular cartilage and subchondral bone of neonatal and adult horses. Genes, 
10(10), p.745. 
 
Kleczewski, N., Plewa, D., Kangas, C., Phillippi, E. and Kleczewski, V., 2019. First Report of 
Red Crown Rot of Soybeans Caused by Calonectria ilicicola (Anamorph: Cylindrocladium 
parasiticum) in Illinois. Plant disease, 103(7), pp.1777-1777. 
 
Knight, L.C., Wang, M., Donovan, S.M. and Dilger, R.N., 2019. Early-Life Iron Deficiency and 
Subsequent Repletion Alters Development of the Colonic Microbiota in the Pig. Frontiers in 
nutrition, 6, p.120. 
 



 9 

Kwon, K.M., Bekal, S., Domier, L.L. and Lambert, K.N., 2019. Active and inactive forms of 
biotin synthase occur in Heterodera glycines. Journal of Nematology, 51. 
 
Landesman, W.J., Mulder, K., Fredericks, L.P. and Allan, B.F., 2019. Cross-kingdom analysis of 
nymphal-stage Ixodes scapularis microbial communities in relation to Borrelia burgdorferi 
infection and load. FEMS microbiology ecology, 95(12), p.fiz167. 
 
Landesman, W.J., Freedman, Z.B. and Nelson, D.M., 2019. Seasonal, sub-seasonal and diurnal 
variation of soil bacterial community composition in a temperate deciduous forest. FEMS 
microbiology ecology, 95(2), p.fiz002. 
 
Le Bourvellec, C., Bagano Vilas Boas, P., Lepercq, P., Comtet-Marre, S., Auffret, P., Ruiz, P., 
Bott, R., Renard, C.M., Dufour, C., Chatel, J.M. and Mosoni, P., 2019. Procyanidin—Cell Wall 
Interactions within Apple Matrices Decrease the Metabolization of Procyanidins by the Human 
Gut Microbiota and the Anti-Inflammatory Effect of the Resulting Microbial Metabolome In 
Vitro. Nutrients, 11(3), p.664. 
 
Le, P., Lim, S.J., Baculis, B.C., Chung, H.J., Kilian, K.A. and Smith, A.M., 2019. Counting 
growth factors in single cells with infrared quantum dots to measure discrete stimulation 
distributions. Nature communications, 10(1), pp.1-15. 
 
Lee, J.H., Ancona, V., Chatnaparat, T., Yang, H.W. and Zhao, Y., 2019. The RNA-Binding 
Protein CsrA Controls Virulence in Erwinia amylovora by Regulating RelA, RcsB, and FlhD at 
the Posttranscriptional Level. Molecular Plant-Microbe Interactions, 32(10), pp.1448-1459. 
 
Lee, J., Molley, T.G., Seward, C.H., Abdeen, A.A., Zhang, H., Wang, X., Gandhi, H., Yang, 
J.L., Gaus, K. and Kilian, K.A., 2019. Geometric regulation of histone state directs melanoma 
reprogramming. bioRxiv, p.872226. 
 
Leonardi, M.S., Virrueta Herrera, S., Sweet, A., Negrete, J. and Johnson, K.P., 2019. 
Phylogenomic analysis of seal lice reveals codivergence with their hosts. Systematic 
Entomology, 44(4), pp.699-708. 
 
Leyshon, B.J., Ji, P., Caputo, M.P., Matt, S.M. and Johnson, R.W., 2019. Dietary iron deficiency 
impaired peripheral immunity but did not alter brain microglia in PRRSV-infected neonatal 
piglets. Frontiers in immunology, 9, p.3150. 
 
Li, M., Jordan, N.R., Koide, R.T., Yannarell, A.C. and Davis, A.S., 2019. Interspecific variation 
in crop and weed responses to arbuscular mycorrhizal fungal community highlights opportunities 
for weed biocontrol. Applied Soil Ecology, 142, pp.34-42. 
 
Li, M., Si, B., Zhang, Y., Watson, J. and Aierzhati, A., 2019. Reduce recalcitrance of cornstalk 
using post-hydrothermal liquefaction wastewater pretreatment. Bioresource technology, 279, 
pp.57-66. 



 10 

Lian, J., Schultz, C., Cao, M., HamediRad, M. and Zhao, H., 2019. Multi-functional genome-
wide CRISPR system for high throughput genotype–phenotype mapping. Nature 
Communications, 10. 
 
Lillie, K.J., Giacomini, D.A., Green, J.D. and Tranel, P.J., 2019. Coevolution of resistance to 
PPO inhibitors in waterhemp (Amaranthus tuberculatus) and Palmer amaranth (Amaranthus 
palmeri). Weed Science, 67(5), pp.521-526. 
 
Lin, C.Y., Alexander, C., Steelman, A.J., Warzecha, C.M., de Godoy, M.R. and Swanson, K.S., 
2019. Effects of a Saccharomyces cerevisiae fermentation product on fecal characteristics, 
nutrient digestibility, fecal fermentative end-products, fecal microbial populations, immune 
function, and diet palatability in adult dogs. Journal of animal science, 97(4), pp.1586-1599. 
 
Lin, Y., Yang, Z., Lake, R.J., Zheng, C. and Lu, Y., 2019. Enzyme‐Mediated Endogenous and 
Bioorthogonal Control of a DNAzyme Fluorescent Sensor for Imaging Metal Ions in Living 
Cells. Angewandte Chemie International Edition, 58(47), pp.17061-17067. 
 
Liu, B., Zhang, X., Bakken, L.R., Snipen, L. and Frostegård, Å., 2019. Rapid succession of 
actively transcribing denitrifier populations in agricultural soil during an anoxic spell. Frontiers 
in microbiology, 9, p.3208. 
 
Lombardi, L., Zoppo, M., Rizzato, C., Bottai, D., Hernandez, A.G., Hoyer, L.L. and Tavanti, A., 
2019. Characterization of the Candida orthopsilosis agglutinin-like sequence (ALS) genes. PloS 
one, 14(4). 
 
Louder, M.I., Balakrishnan, C.N., Louder, A.A., Driver, R.J., London, S.E. and Hauber, M.E., 
2019. An acoustic password enhances auditory learning in juvenile brood parasitic cowbirds. 
Current Biology, 29(23), pp.4045-4051. 
 
Mailing, L.J., Allen, J.M., Buford, T.W., Fields, C.J. and Woods, J.A., 2019. Exercise and the 
gut microbiome: a review of the evidence, potential mechanisms, and implications for human 
health. Exercise and sport sciences reviews, 47(2), pp.75-85. 
 
Mäkinen, H., Viitaniemi, H.M., Visser, M.E., Verhagen, I., van Oers, K. and Husby, A., 2019. 
Temporally replicated DNA methylation patterns in great tit using reduced representation 
bisulfite sequencing. Scientific data, 6(1), pp.1-7. 
 
Mailing, L.J., Allen, J.M., Pence, B.D., Rytych, J., Sun, Y., Bhattacharya, T.K., Park, P., Cross, 
T.W.L., McCusker, R.H., Swanson, K.S. and Fahey, G.C., 2019. Behavioral response to fiber 
feeding is cohort-dependent and associated with gut microbiota composition in mice. 
Behavioural brain research, 359, pp.731-736. 
 
Mallott, E.K., Malhi, R.S. and Amato, K.R., 2019. Assessing the comparability of different DNA 
extraction and amplification methods in gut microbial community profiling. Access 
Microbiology, 1(7), p.e000060. 



 11 

Maruyama, S.R., Carvalho, B., González-Porta, M., Rung, J., Brazma, A., Gardinassi, L.G., 
Ferreira, B.R., Banin, T.M., Veríssimo, C.J., Katiki, L.M. and de Miranda-Santos, I.K., 2019. 
Blood transcriptome profile induced by an efficacious vaccine formulated with salivary antigens 
from cattle ticks. npj Vaccines, 4(1), pp.1-10. 
 
Mast, D.H., Checco, J.W. and Sweedler, J.V., 2019. Differential Post-translational Amino Acid 
Isomerization Found Among Neuropeptides in Aplysia californica. ACS Chemical Biology. 
 
Mastrodomenico, A.T., Bohn, M.O., Lipka, A.E. and Below, F.E., 2019. Genomic selection 
using maize Ex-plant variety protection germplasm for the prediction of nitrogen-use traits. Crop 
Science, 59(1), pp.212-220. 
 
Mathur, B., Arif, W., Patton, M., Faiyaz, R., Kalsotra, A., Wheatley, A.M. and Anakk, S., 2019. 
Constitutive Androstane Receptor contributes towards increased drug clearance in cholestasis. 
bioRxiv, p.520692. 
 
McCoy, A.M., Arrington, J. and Yau, P.M., 2019. Effect of preparation method on the protein 
profile of equine amnion dressings. Journal of proteome research, 18(6), pp.2676-2685. 
 
Megahed, A., Zeineldin, M., Evans, K., Maradiaga, N., Blair, B., Aldridge, B. and Lowe, J., 
2019. Impacts of environmental complexity on respiratory and gut microbiome community 
structure and diversity in growing pigs. Scientific reports, 9(1), pp.1-12. 
 
McCray, T., Moline, D., Baumann, B., Vander Griend, D.J. and Nonn, L., 2019. Single-cell 
RNA-Seq analysis identifies a putative epithelial stem cell population in human primary prostate 
cells in monolayer and organoid culture conditions. American journal of clinical and 
experimental urology, 7(3), p.123. 
 
Mei, R., Kim, J., Wilson, F.P., Bocher, B.T. and Liu, W.T., 2019. Coupling growth kinetics 
modeling with machine learning reveals microbial immigration impacts and identifies key 
environmental parameters in a biological wastewater treatment process. Microbiome, 7(1), p.65. 
 
Merrill, L., Chiavacci, S.J., Paitz, R.T. and Benson, T.J., 2019. Quantification of 27 yolk steroid 
hormones in seven shrubland bird species: interspecific patterns of hormone deposition and links 
to life history, development, and predation risk. Canadian Journal of Zoology, 97(1), pp.1-12. 
 
Montgomery, J.S., Sadeque, A., Giacomini, D.A., Brown, P.J. and Tranel, P.J., 2019. Sex-
specific markers for waterhemp (Amaranthus tuberculatus) and Palmer amaranth (Amaranthus 
palmeri). Weed Science, 67(4), pp.412-418. 
 
Munroe, M., Dvoretskiy, S., Lopez, A., Leong, J., Dyle, M.C., Kong, H., Adams, C.M. and 
Boppart, M.D., 2019. Pericyte transplantation improves skeletal muscle recovery following 
hindlimb immobilization. The FASEB Journal, 33(6), pp.7694-7706. 
 



 12 

Napier, J.D., de Lafontaine, G., Heath, K.D. and Hu, F.S., 2019. Rethinking long‐term vegetation 
dynamics: multiple glacial refugia and local expansion of a species complex. Ecography, 42(5), 
pp.1056-1067. 
 
Nayak, D.D. and Metcalf, W.W., 2019. Methylamine-specific methyltransferase paralogs in 
Methanosarcina are functionally distinct despite frequent gene conversion. The ISME journal, 
13(9), pp.2173-2182. 
 
Nethery, M.A., Henriksen, E.D., Daughtry, K.V., Johanningsmeier, S.D. and Barrangou, R., 
2019. Comparative genomics of eight Lactobacillus buchneri strains isolated from food spoilage. 
BMC genomics, 20(1), pp.1-12. 
 
Ngo, M.T. and Harley, B.A., 2019. Perivascular signals alter global gene expression profile of 
glioblastoma and response to temozolomide in a gelatin hydrogel. Biomaterials, 198, pp.122-
134. 
 
Nissimov, J.I., Talmy, D., Haramaty, L., Fredricks, H.F., Zelzion, E., Knowles, B., Eren, A.M., 
Vandzura, R., Laber, C.P., Schieler, B.M. and Johns, C.T., 2019. Biochemical diversity of 
glycosphingolipid biosynthesis as a driver of Coccolithovirus competitive ecology. 
Environmental microbiology, 21(6), pp.2182-2197.  
 
Nogueira, J.P.D.S., He, F., Mangian, H.F., Oba, P.M. and De Godoy, M.R., 2019. Dietary 
supplementation of a fiber-prebiotic and saccharin-eugenol blend in extruded diets fed to dogs. 
Journal of animal science, 97(11), pp.4519-4531. 
 
Oh, S.H., Smith, B., Miller, A.N., Staker, B., Fields, C., Hernandez, A. and Hoyer, L., 2019. 
Agglutinin-like sequence (ALS) genes in the Candida parapsilosis species complex: blurring the 
boundaries between gene families that encode cell-wall proteins. Frontiers in microbiology, 10, 
p.781. 
 
Oelschlager, M.L., Rasheed, M.S.A., Smith, B.N., Rincker, M.J. and Dilger, R.N., Effects of 
Yucca schidigera-derived saponin supplementation during a mixed Eimeria challenge in broilers. 
Poultry Science. 
 
Oosterkamp, M.J., Bauer, S., Ibáñez, A.B., Méndez-García, C., Hong, P.Y., Cann, I. and Mackie, 
R.I., 2019. Identification of methanogenesis and syntrophy as important microbial metabolic 
processes for optimal thermophilic anaerobic digestion of energy cane thin stillage. Bioresource 
Technology Reports, 7, p.100254. 
 
Oren, E., Tzuri, G., Vexler, L., Dafna, A., Meir, A., Faigenboim, A., Kenigswald, M., Portnoy, 
V., Schaffer, A.A., Levi, A. and Buckler, E.S., 2019. The multi-allelic APRR2 gene is associated 
with fruit pigment accumulation in melon and watermelon. Journal of experimental botany, 
70(15), pp.3781-3794. 
 
Oswald, J.A., Allen, J.M., Witt, K.E., Folk, R.A., Albury, N.A., Steadman, D.W. and Guralnick, 
R.P., 2019. Ancient DNA from a 2,500-year-old Caribbean fossil places an extinct bird 



 13 

(Caracara creightoni) in a phylogenetic context. Molecular phylogenetics and evolution, 140, 
p.106576. 
 
Park, J., Selvam, B., Sanematsu, K., Shigemura, N., Shukla, D. and Procko, E., 2019. Structural 
architecture of a dimeric class C GPCR based on co-trafficking of sweet taste receptor subunits. 
Journal of Biological Chemistry, 294(13), pp.4759-4774. 
 
Parkinson, E.I., Erb, A., Eliot, A.C., Ju, K.S. and Metcalf, W.W., 2019. Fosmidomycin 
biosynthesis diverges from related phosphonate natural products. Nature chemical biology, 
15(11), pp.1049-1056. 
 
Patterson, E.L., Saski, C.A., Sloan, D.B., Tranel, P.J., Westra, P. and Gaines, T.A., 2019. The 
draft genome of Kochia scoparia and the mechanism of glyphosate resistance via transposon-
mediated EPSPS tandem gene duplication. Genome biology and evolution, 11(10), pp.2927-
2940. 
 
Pauly, M.D., Bautista, M.A., Black, J.A. and Whitaker, R.J., 2019. Diversified local CRISPR-
Cas immunity to viruses of Sulfolobus islandicus. Philosophical Transactions of the Royal 
Society B, 374(1772), p.20180093. 
 
Pedron, S., Wolter, G.L., Chen, J.W.E., Laken, S.E., Sarkaria, J.N. and Harley, B.A., 2019. 
Hyaluronic acid-functionalized gelatin hydrogels reveal extracellular matrix signals temper the 
efficacy of erlotinib against patient-derived glioblastoma specimens. Biomaterials, 219, 
p.119371. 
 
Porath, H.T., Hazan, E., Shpigler, H., Cohen, M., Band, M., Ben-Shahar, Y., Levanon, E.Y., 
Eisenberg, E. and Bloch, G., 2019. RNA editing is abundant and correlates with task 
performance in a social bumblebee. Nature communications, 10(1), pp.1-14. 
 
R Arnold, W., Zelasko, S., D Meling, D., Sam, K. and Das, A., 2019. Polymorphisms of 
CYP2C8 Alter First-Electron Transfer Kinetics and Increase Catalytic Uncoupling. International 
journal of molecular sciences, 20(18), p.4626. 
 
Ranard, K.M., Kuchan, M.J. and Erdman Jr, J.W., 2019. α‐Tocopherol, but Not γ‐Tocopherol, 
Attenuates the Expression of Selective Tumor Necrosis Factor‐Alpha‐Induced Genes in Primary 
Human Aortic Cell Lines. Lipids, 54(5), pp.289-299. 
 
Rago, L., Zecchin, S., Villa, F., Goglio, A., Corsini, A., Cavalca, L. and Schievano, A., 2019. 
Bioelectrochemical nitrogen fixation (e-BNF): electro-stimulation of enriched biofilm 
communities drives autotrophic nitrogen and carbon fixation. Bioelectrochemistry, 125, pp.105-
115. 
 
Rao, G., Pattenaude, S.A., Alwan, K., Blackburn, N.J., Britt, R.D. and Rauchfuss, T.B., 2019. 
The binuclear cluster of [FeFe] hydrogenase is formed with sulfur donated by cysteine of an [Fe 
(Cys)(CO) 2 (CN)] organometallic precursor. Proceedings of the National Academy of Sciences, 
116(42), pp.20850-20855. 



 14 

Rattan, S., Beers, H.K., Kannan, A., Ramakrishnan, A., Brehm, E., Bagchi, I., Irudayaraj, J.M. 
and Flaws, J.A., 2019. Prenatal and ancestral exposure to di (2-ethylhexyl) phthalate alters gene 
expression and DNA methylation in mouse ovaries. Toxicology and applied pharmacology, 379, 
p.114629. 
 
Říhová, J., Batani, G., Rodríguez-Ruano, S.M., Martinů, J., Nováková, E. and Hypša, V., 2019. 
A new symbiotic lineage related to Neisseria and Snodgrassella arises from the dynamic and 
diverse microbiomes in sucking lice. bioRxiv, p.867275. 
 
Roy, J., Dibaeinia, P., Fan, T.M., Sinha, S. and Das, A., 2019. Global analysis of osteosarcoma 
lipidomes reveal altered lipid profiles in metastatic versus nonmetastatic cells. Journal of lipid 
research, 60(2), pp.375-387. 
 
Saha, A., Seward, C., Stubbs, L. and Mizzen, C.A., 2019. Site-specific phosphorylation of 
histone H1. 4 is associated with transcription activation. bioRxiv, p.814129. 
 
Salvador, A.F., McKenna, C.F., Alamilla, R.A., Cloud, R.M., Keeble, A.R., Miltko, A., Scaroni, 
S.E., Beals, J.W., Ulanov, A.V., Dilger, R.N. and Bauer, L.L., 2019. Potato ingestion is as 
effective as carbohydrate gels to support prolonged cycling performance. Journal of Applied 
Physiology, 127(6), pp.1651-1659. 
 
Sánchez, R.M., Miller, A.N. and Bianchinotti, M.V., 2019. New species of Capronia 
(Herpotrichiellaceae, Ascomycota) from Patagonian forests, Argentina. Plant and Fungal 
Systematics, 64(1), pp.81-90. 
 
Sauers, L.A. and Sadd, B.M., 2019. An interaction between host and microbe genotypes 
determines colonization success of a key bumble bee gut microbiota member. Evolution, 73(11), 
pp.2333-2342. 
 
Schablitsky, J.M., Witt, K.E., Madrigal, J.R., Ellegaard, M.R., Malhi, R.S. and Schroeder, H., 
2019. Ancient DNA analysis of a nineteenth century tobacco pipe from a Maryland slave quarter. 
Journal of Archaeological Science, 105, pp.11-18. 
 
Schmitt, S., Conroy, J.L., Flynn, T.M., Sanford, R.A., Higley, M.C., Chen, M. and Fouke, B.W., 
2019. Salinity, microbe and carbonate mineral relationships in brackish and hypersaline lake 
sediments: a case study from the tropical Pacific coral atoll of Kiritimati. The Depositional 
Record, 5(2), pp.212-229. 
 
Schmidt, J.E., Kent, A.D., Brisson, V.L. and Gaudin, A.C., 2019. Agricultural management and 
plant selection interactively affect rhizosphere microbial community structure and nitrogen 
cycling. Microbiome, 7(1), pp.1-18. 
 
Schweitzer-Natan, O., Ofek-Lalzar, M., Sher, D.J. and Sukenik, A., 2019. Particle-associated 
microbial community in a subtropical lake during thermal mixing and phytoplankton succession. 
Frontiers in microbiology, 10, p.2142. 
 



 15 

 
Selle, K., Andersen, J.M. and Barrangou, R., 2019. Transcriptional response to a large genomic 
island deletion in the dairy starter culture Streptococcus thermophilus. Journal of dairy science, 
102(9), pp.7800-7806. 
 
Shpigler, H.Y., Saul, M.C., Murdoch, E.E., Corona, F., Cash‐Ahmed, A.C., Seward, C.H., 
Chandrasekaran, S., Stubbs, L.J. and Robinson, G.E., 2019. Honey bee neurogenomic responses 
to affiliative and agonistic social interactions. Genes, Brain and Behavior, 18(1), p.e12509. 
 
Si, B., Yang, L., Zhou, X., Watson, J., Tommaso, G., Chen, W.T., Liao, Q., Duan, N., Liu, Z. 
and Zhang, Y., 2019. Anaerobic conversion of the hydrothermal liquefaction aqueous phase: fate 
of organics and intensification with granule activated carbon/ozone pretreatment. Green 
chemistry, 21(6), pp.1305-1318. 
 
Singh, R., Fazal, Z., Corbet, A.K., Bikorimana, E., Rodriguez, J.C., Khan, E.M., Shahid, K., 
Freemantle, S.J. and Spinella, M.J., 2019. Epigenetic remodeling through downregulation of 
polycomb repressive complex 2 mediates chemotherapy resistance in testicular germ cell tumors. 
Cancers, 11(6), p.796. 
 
South, P.F., Cavanagh, A.P., Liu, H.W. and Ort, D.R., 2019. Synthetic glycolate metabolism 
pathways stimulate crop growth and productivity in the field. Science, 363(6422), p.eaat9077. 
 
Steiner, C.F. and Nowicki, C.J., 2019. Eco-Evolutionary Dynamics in the Wild: Clonal Turnover 
and Stability in Daphnia Populations. The American Naturalist, 194(1), pp.117-123. 
 
Sun, R., Zhang, P., Riggins, C.W., Zabaloy, M.C., Rodríguez-Zas, S. and Villamil, M.B., 2019. 
Long-Term N Fertilization Decreased Diversity and Altered the Composition of Soil Bacterial 
and Archaeal Communities. Agronomy, 9(10), p.574. 
 
Suriyavirun, N., Krichels, A.H., Kent, A.D. and Yang, W.H., 2019. Microtopographic 
differences in soil properties and microbial community composition at the field scale. Soil 
Biology and Biochemistry, 131, pp.71-80. 
 
Susanti, D., Frazier, M.C. and Mukhopadhyay, B., 2019. A Genetic System for 
Methanocaldococcus jannaschii, an Evolutionary Deeply Rooted Hyperthermophilic 
Methanarchaeon. Frontiers in microbiology, 10, p.1256. 
 
Swarm, S.A., Sun, L., Wang, X., Wang, W., Brown, P.J., Ma, J. and Nelson, R.L., 2019. Genetic 
dissection of domestication-related traits in soybean through genotyping-by-sequencing of two 
interspecific mapping populations. Theoretical and Applied Genetics, 132(4), pp.1195-1209. 
 
Tabatabaei, S.K., Wang, B., Athreya, N.B.M., Enghiad, B., Hernandez, A.G., Leburton, J.P., 
Soloveichik, D., Zhao, H. and Milenkovic, O., 2019. Dna punch cards: Encoding data on native 
dna sequences via topological modifications. bioRxiv, p.672394. 
 



 16 

Tang, B., Guo, Z.S., Bartlett, D.L., Liu, J., McFadden, G., Shisler, J.L. and Roy, E.J., 2019. a 
cautionary note on the selectivity of oncolytic poxviruses. Oncolytic virotherapy, 8, p.3. 
 
Tchouassi, D.P., Muturi, E.J., Arum, S.O., Kim, C.H., Fields, C.J. and Torto, B., 2019. Host 
species and site of collection shape the microbiota of Rift Valley fever vectors in Kenya. PLoS 
neglected tropical diseases, 13(6), p.e0007361. 
 
Thomas, A.G., Adil, M.T. and Henry, J.J., 2019. Understanding the basis of CYP26 mediated 
regulation of lens regeneration using ex vivo eye cultures and 4-oxo-RA. bioRxiv, p.631994. 
 
Tiffany, A.S., Gray, D.L., Woods, T.J., Subedi, K. and Harley, B.A., 2019. The inclusion of zinc 
into mineralized collagen scaffolds for craniofacial bone repair applications. Acta biomaterialia, 
93, pp.86-96. 
 
Toka, F.N., Dunaway, K., Smaltz, F., Szulc-Dąbrowska, L., Drnevich, J., Mielcarska, M.B., 
Bossowska-Nowicka, M. and Schweizer, M., 2019. Bacterial and viral pathogen-associated 
molecular patterns induce divergent early transcriptomic landscapes in a bovine macrophage cell 
line. BMC genomics, 20(1), p.15. 
 
Torres, N.J., Hartson, S.D., Rogers, J. and Gustafson, J.E., 2019. Proteomic and Metabolomic 
Analyses of a Tea-Tree Oil-Selected Staphylococcus aureus Small Colony Variant. Antibiotics, 
8(4), p.248. 
 
Tvedte, E.S., Walden, K.K., McElroy, K.E., Werren, J.H., Forbes, A.A., Hood, G.R., Logsdon Jr, 
J.M., Feder, J.L. and Robertson, H.M., 2019. Genome of the parasitoid wasp Diachasma 
alloeum, an emerging model for ecological speciation and transitions to asexual reproduction. 
Genome biology and evolution, 11(10), pp.2767-2773. 
 
Vera, J.C., Sun, J., Lin, Y.T., Drnevich, J., Ke, R. and Brooke, C.B., 2019. A common pattern of 
influenza A virus single cell gene expression heterogeneity governs the innate antiviral response 
to infection. bioRxiv, p.858373. 
 
Viitaniemi, H.M., Verhagen, I., Visser, M.E., Honkela, A., van Oers, K. and Husby, A., 2019. 
Seasonal variation in genome-wide DNA methylation patterns and the onset of seasonal timing 
of reproduction in great tits. Genome biology and evolution, 11(3), pp.970-983. 
 
Wallberg, A., Bunikis, I., Pettersson, O.V., Mosbech, M.B., Childers, A.K., Evans, J.D., 
Mikheyev, A.S., Robertson, H.M., Robinson, G.E. and Webster, M.T., 2019. A hybrid de novo 
genome assembly of the honeybee, Apis mellifera, with chromosome-length scaffolds. BMC 
genomics, 20(1), p.275. 
 
Wang, A.A., Harrison, K., Musaad, S., Donovan, S.M., Teran‐Garcia, M. and STRONG Kids 
Research Team, 2019. Genetic risk scores demonstrate the cumulative association of single 
nucleotide polymorphisms in gut microbiome‐related genes with obesity phenotypes in preschool 
age children. Pediatric obesity, 14(9), p.e12530. 



 17 

Warner, G.R., Li, Z., Houde, M.L., Atkinson, C.E., Meling, D.D., Chiang, C. and Flaws, J.A., 
2019. Ovarian metabolism of an environmentally relevant phthalate mixture. Toxicological 
Sciences, 169(1), pp.246-259. 
 
Wedow, J.M., Yendrek, C.R., Mello, T.R., Creste, S., Martinez, C.A. and Ainsworth, E.A., 2019. 
Metabolite and transcript profiling of Guinea grass (Panicum maximum Jacq) response to 
elevated [CO 2] and temperature. Metabolomics, 15(4), p.51. 
 
Wen, F., Smith, M.R. and Zhao, H., 2019. Construction and Screening of an Antigen-Derived 
Peptide Library Displayed on Yeast Cell Surface for CD4+ T Cell Epitope Identification. In 
Immunoproteomics (pp. 213-234). Humana, New York, NY. 
 
Winter, J., Luu, A., Gapinske, M., Manandhar, S., Shirguppe, S., Woods, W.S., Song, J.S. and 
Perez-Pinera, P., 2019. Targeted exon skipping with AAV-mediated split adenine base editors. 
Cell discovery, 5(1), pp.1-12. 
 
Wise, B.R., Roane, T.M. and Mosier, A.C., 2019. Community Composition of Nitrite Reductase 
Gene Sequences in an Acid Mine Drainage Environment. Microbial ecology, pp.1-14. 
 
Wu, S., Wang, X., Reddy, U., Sun, H., Bao, K., Gao, L., Mao, L., Patel, T., Ortiz, C., Abburi, 
V.L. Hernandez, A., Levi, Amon and Nimmakayala, P., 2019. Genome of ‘Charleston Gray’, the 
principal American watermelon cultivar, and genetic characterization of 1,365 accessions in the 
US National Plant Germplasm System watermelon collection. Plant biotechnology journal, 
17(12), pp.2246-2258. 
 
Xing, Y., Wu, S. and Men, Y., 2019. Exposure to environmental level pesticides stimulates and 
diversifies evolution in Escherichia coli towards greater antibiotic resistance. bioRxiv, p.665273. 
 
Yin, Y., Fitzek, E., Orton, L., Entwistle, S., Grayburn, S.W., Ausland, C. and Duvall, M.R., 
2019. Cell wall enzymes in Zygnema circumcarinatum UTEX 1559 respond to osmotic stress in 
a plant-like fashion. Frontiers in plant science, 10, p.732. 
 
Zhang, L., Zhang, Y., Chen, Y., Gholamalamdari, O., Ma, J. and Belmont, A.S., 2019. TSA-Seq 
2.0 reveals both conserved and variable chromosomal distances to nuclear speckles. bioRxiv, 
p.824433. 
 
Yuan, H., Mei, R., Liao, J. and Liu, W.T., 2019. Nexus of stochastic and deterministic processes 
on microbial community assembly in biological systems. Frontiers in microbiology, 10, p.1536. 
 
Zeineldin, M.M., Megahed, A., Burton, B., Aldridge, B., Blair, B. and Lowe, J., 2019. Effect of 
single dose of antimicrobial administration at birth on fecal microbiota development and 
prevalence of antimicrobial resistance genes in piglets. Frontiers in microbiology, 10, p.1414. 
 
Zeineldin, M.M., Megahed, A., Blair, B., Burton, B., Aldridge, B. and Lowe, J., 2019. Negligible 
impact of perinatal tulathromycin metaphylaxis on the developmental dynamics of fecal 



 18 

microbiota and their accompanying antimicrobial resistome in piglets. Frontiers in microbiology, 
10, p.726. 
 
Zerpa-Catanho, D., Wai, J., Wang, M.L., Nguyen, J. and Ming, R., 2019. Differential gene 
expression among three sex types reveals a MALE STERILITY 1 (CpMS1) for sex 
differentiation in papaya. BMC Plant Biology, 19(1), p.545. 
 
Zhang, C., Wipfler, R.L., Li, Y., Wang, Z., Hallett, E.N. and Whitaker, R.J., 2019. Cell structure 
changes in the hyperthermophilic crenarchaeon Sulfolobus islandicus lacking the S-layer. MBio, 
10(4), pp.e01589-19. 
 
Zhao, B., Chaturvedi, P., Zimmerman, D.L. and Belmont, A.S., 2019. Versatile multi-transgene 
expression using improved BAC TG-EMBED toolkit, novel BAC episomes, and BAC-MAGIC. 
bioRxiv, p.708024. 
 
Ziegler, Y., Laws, M.J., Guillen, V.S., Kim, S.H., Dey, P., Smith, B.P., Gong, P., Bindman, N., 
Zhao, Y., Carlson, K. and Yasuda, M.A., 2019. Suppression of FOXM1 activities and breast 
cancer growth in vitro and in vivo by a new class of compounds. NPJ Breast Cancer, 5(1), pp.1-
11. 
 
Zucchi, M.I., Cordeiro, E.M., Allen, C., Novello, M., Viana, J.P.G., Brown, P.J., Manjunatha, S., 
Omoto, C., Pinheiro, J.B. and Clough, S.J., 2019. Patterns of Genome-Wide Variation, 
Population Differentiation and SNP Discovery of the Red Banded Stink Bug (Piezodorus 
guildinii). Scientific reports, 9(1), pp.1-11. 
 
Zucchi, M.I., Cordeiro, E.M., Wu, X., Lamana, L.M., Brown, P.J., Manjunatha, S., Viana, J.P.G., 
Omoto, C., Pinheiro, J.B. and Clough, S.J., 2019. Population Genomics of the Neotropical brown 
stink bug, Euschistus heros: The most important emerging insect pest to soybean in Brazil. 
Frontiers in genetics, 10, p.1035. 


