
Five Year Publication List

James C. Schnable

H-Index: 30
Lab members in bold.

Postdoc/visiting scholar† in Schnable Lab.
Graduate student‡ in Schnable Lab.

Undergraduate authors in Schnable Lab.
Authors contributed equally∗

Journal Publications 2020-2016

2020 Journal Publications (N=18)

71. Liang Z‡, Qiu Y, Schnable JC (2020) Distinct characteristics of genes associated with phenome-
wide variation in maize (Zea mays). Molecular Plant doi: 10.1016/j.molp.2020.03.003 bioRxiv doi:
10.1101/534503

Selected as an Editor’s Choice by MaizeGDB Editorial Board May 2020

Journal Impact Factor (2020 Report): 12.1
Altmetric Score (Percentile at Journal): 52 (96th)
Schnable Lab Percent Contribution: 80%
Contribution Statement: All aspects of the paper with the exception of generating the original
statistical method (Y. Qiu).

70. Miao C‡, Xu Y, Liu S, Schnable PS, Schnable JC (2020) Increased power and accuracy of causal
locus identification in time-series genome-wide association in sorghum. Plant Physiology doi:
10.1104/pp.20.00277 bioRxiv doi: 10.1101/2020.02.16.951467

"News and Views" highlighting this article by Y Yu doi: 10.1104/pp.20.00797

Journal Impact Factor (2020 Report): 6.9
Altmetric Score (Percentile at Journal): 29 (91st)
Schnable Lab Percent Contribution: 80%
Contribution Statement: Y. Xu ran a new type of statistical analysis he had generated at Iowa
State, S. Liu and PS Schnable contributed genotyping data for the sorghum population, all other
aspects of the paper carried out by Schnable lab members.

69. Dai X‡, Xu Z, Liang Z‡, Tu X, Zhong S, Schnable JC, Li P (2020) Non-homology based prediction
of gene functions. The Plant Genome doi: 10.1002/tpg2.20015 bioRxiv doi: 10.1101/730473

Journal Impact Factor (2020 Report): 3.8
Altmetric Score (Percentile at Journal): 16 (96th)
Schnable Lab Percent Contribution: 90%
Contribution Statement: Z Xu, X Tu, and S Song contributed data. P Li co-mentored X Dai with
Prof. Schnable. All other aspects of the paper carried out by Schnable lab members.

68. Miao C‡, Pages A, Xu Z, Rodene E, Yang J, Schnable JC (2020) Semantic segmentation of sorghum
using hyperspectral data identifies genetic associations. Plant Phenomics doi: 10.34133/2020/4216373

Journal Impact Factor (2020 Report): New Journal
Altmetric Score (Percentile at Journal): 32 (93rd)
Schnable Lab Percent Contribution: 80%
Contribution Statement: R Rodene and J Yang contributed data. Z Xu advised on statistical
analysis methods. All other aspects of the paper carried out by Schnable lab members.

https://scholar.google.com/citations?user=cik4JVYAAAAJ
https://doi.org/10.1016/j.molp.2020.03.003
https://doi.org/10.1101/534503
https://doi.org/10.1104/pp.20.00277
https://doi.org/10.1101/2020.02.16.951467
https://doi.org/10.1104/pp.20.00797
https://doi.org/10.1002/tpg2.20015
https://doi.org/10.1101/730473
https://doi.org/10.34133/2020/4216373
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67. Carvalho DS‡, Nishimwe AV, Schnable JC (2020) IsoSeq transcriptome assembly of C3 panicoid
grasses provides tools to study evolutionary change in the Panicoideae. Plant Direct 10.1002/pld3.203

bioRxiv doi: 10.1101/689356

Journal Impact Factor (2020 Report): 1.7
Altmetric Score (Percentile at Journal): 26 (92nd)
Schnable Lab Percent Contribution: 100%
Contribution Statement: N/A

66. Lai X‡, Bendix C, Yan L†, Zhang Y†, Schnable JC, Harmon F (2020) Interspecific analysis of diurnal
gene regulation in panicoid grasses identifies known and novel regulatory motifs. BMC Genomics

doi: 10.1186/s12864-020-06824-3
Selected as an Editor’s Choice by MaizeGDB Editorial Board October 2020

Journal Impact Factor (2020 Report): 3.6
Altmetric Score (Percentile at Journal): 11 (91st)
Schnable Lab Percent Contribution: 75%
Contribution Statement: Plants were grown and RNA samples were collected in the Harmon
lab. RNA-seq libraries were build and sequenced in the Schnable lab. Expression, comparative
genomics, and promoter motif analysis conducted in the Schnable lab. Phylogenetic analysis of
clock genes conducted in the Harmon lab.

65. Adams J, Qiu Y, Xu Y, Schnable JC (2020) Plant segmentation by supervised machine learning meth-
ods. The Plant Phenome Journal doi: 10.1002/ppj2.20001

Journal Impact Factor (2020 Report): New Journal
Altmetric Score (Percentile at Journal): 9 (71st)
Schnable Lab Percent Contribution: 25%
Contribution Statement: Provided the datasets employed in the paper. Originated idea for in-
cluding neighborhood information for pixel classification. Drafted portions of the paper and revised
the remainder.

64. Raju SKK†, Atkins M, Enerson A, Carvalho DS‡, Studer AJ, Ganapathysubramanian B, Schn-
able PS, Schnable JC (2020) Leaf Angle eXtractor - A high throughput image processing frame-
work for leaf angle measurement in maize and sorghum. Applications in Plant Sciences doi:
10.1002/aps3.11385

Journal Impact Factor (2020 Report): 1.6
Altmetric Score (Percentile at Journal): 25 (73rd)
Schnable Lab Percent Contribution: 75%
Contribution Statement: AJ Studer collaborated with JC Schnable in generating one of the sev-
eral time lapse datasets analyzed. M Atkins, B Ganapathysubramanian and PS Schnable developed
a new algorithm to track leaf angles in images. All other aspects of the paper conducted in the
Schnable lab.

63. Han J, Wang P, Wang Q, Lin Q, Yu G, Miao C‡, Dao Y, Wu R, Schnable JC, Tang H, Wang K
(2020) Genome-wide characterization of DNase I-hypersensitive sites and cold response regulatory
landscapes in grasses. The Plant Cell doi: 10.1105/tpc.19.00716

"In Brief" highlighting this article by SKK Raju doi: 10.1105/tpc.20.00471

Journal Impact Factor (2020 Report): 9.6
Altmetric Score (Percentile at Journal): 20 (65th)
Schnable Lab Percent Contribution: 20%
Contribution Statement: Generating conserved noncoding sequence data, coming up with an
implementing a method to compare patterns of change open chromatin data for equivalent regions
of gene promoters across species.

62. Zheng Z, Hey S, Jubery T, Liu T, Yang Y, Coffey L, Miao C‡, Sigmon B, Schnable JC, Hochholdinger
F, Ganapathysubramanian B, Schnable PS (2020) Shared genetic control of root system architecture
between Zea mays and Sorghum bicolor. Plant Physiology doi: 10.1104/pp.19.00752

Journal Impact Factor (2020 Report): 6.9

https://doi.org/10.1002/pld3.203
https://doi.org/10.1101/689356
https://doi.org/10.1186/s12864-020-06824-3
http://dx.doi.org/10.1002/ppj2.20001
https://doi.org/10.1002/aps3.11385
https://doi.org/10.1105/tpc.19.00716
https://doi.org/10.1105/tpc.20.00471
https://doi.org/10.1104/pp.19.00752
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Altmetric Score (Percentile at Journal): 41 (95th)
Schnable Lab Percent Contribution: 25%
Contribution Statement: Sorghum portion of paired maize and sorghum field trials. Develop-
ing and implementing a method to compare the outcomes of GWAS analyses between maize and
sorghum.

61. Gaillard M∗, Miao C‡∗, Schnable JC, Benes B (2020) Voxel carving based 3D reconstruction of
sorghum identifies genetic determinants of radiation interception efficiency. Plant Direct doi:
10.1002/pld3.255 bioRxiv doi: 10.1101/2020.04.06.028605v1

Journal Impact Factor (2020 Report): 1.7
Altmetric Score (Percentile at Journal): 23 (88th)
Schnable Lab Percent Contribution: 50%
Contribution Statement: Schnable lab generated data. Benes lab analyzed data to construct 3D
models. Schnable lab conducted the GWAS and analyzed the results. Writing was shared equally
between the two groups.

60. Wang R, Qiu Y, Zhou Y, Liang Z‡, Schnable JC (2020) A high-throughput phenotyping pipeline for
image processing and functional growth curve analysis. Plant Phenomics doi: 10.34133/2020/7481687

Journal Impact Factor (2020 Report): New Journal
Altmetric Score (Percentile at Journal): 18 (74th)
Schnable Lab Percent Contribution: 20%
Contribution Statement: Contributed the image data used in this paper. Evaluated the outcomes
of multiple iterations of the new code being developed. Drafted portions of the paper and edited the
remainder.

59. Jarquin D, Howard R, Liang Z‡, Gupta SK, Schnable JC, Crossa J (2020) Enhancing hybrid predic-
tion in pearl millet using genomic and/or multi-environment phenotypic information of inbreds.
Frontiers in Genetics doi: 10.3389/fgene.2019.01294

Journal Impact Factor (2020 Report):
Altmetric Score (Percentile at Journal): 8 (73rd)
Schnable Lab Percent Contribution: 10%
Contribution Statement: Diego, from our own department, should get the lion’s share of credit
for this paper. We had a cool dataset we were able to share with him and Reka (from Statistics). If
he’s claimed anything less than 70% credit on his own report, please bump him up.

58. Raju SKK†, Thompson AM, Schnable JC (2020) Advances in plant phenomics: From data and
algorithms to biological insights. Applications in Plant Sciences doi: 10.1002/aps3.11386

Journal Impact Factor (2020 Report): 1.6
Altmetric Score (Percentile at Journal): 17 (66th)
Schnable Lab Percent Contribution: 67%
Contribution Statement: Drafted 2/3rds of the paper, edited the remaining 1/3.

57. Peng B, Guan K, Ainsworth EA, Asseng S, Bernacchi CJ, Cooper M, Delucia EH, Elliot JW, Ewert F,
Grant RF, Gustafson DI, Hammer GL, Jin Z, Jones JW, Kimm H, Lawrence DM, Li Y, Lombardozzi
DL, Marshall-Colon A, Messina CD, Ort DR, Schnable JC, Tang J, Vallejos CE, Wu A, Yin X, Zhou W
(2020) Advancing multi-scale crop modeling for agricultural climate change adaptation assessment.
Nature Plants doi: 10.1038/s41477-020-0625-3
Journal Impact Factor (2020 Report): 13.2
Altmetric Score (Percentile at Journal): 97 (76th)
Schnable Lab Percent Contribution: 4%
Contribution Statement: Drafted one section of the manuscript and edited and provided feedback
for the remainder.

56. Benes B, Guan K, Lang M, Long S, Lynch J, Marshall-Colon A, Peng B, Schnable JC, Sweetlove L,
Turk M (2020) Multiscale computational models can guide experimentation and targeted measure-
ments for crop improvement. The Plant Journal doi: 10.1111/tpj.14722

https://doi.org/10.1002/pld3.255
https://doi.org/10.1101/2020.04.06.028605
https://doi.org/10.34133/2020/7481687
https://doi.org/10.3389/fgene.2019.01294
https://doi.org/10.1002/aps3.11386
https://t.co/rl4ywzzDhy?amp=1
https://doi.org/10.1111/tpj.14722
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Journal Impact Factor (2020 Report): 6.1
Altmetric Score (Percentile at Journal): 17 (86th)
Schnable Lab Percent Contribution: 10%
Contribution Statement: Drafted one section of the manuscript and edited and provided feedback
for the remainder.

55. Moisseyev G, Park K, Cui X, Freitas D, Rajagopa D, Konda A, Martin-Olenski M, Mcham M, Liu K,
Du Q, Schnable JC, Moriyama E, Cahoon E, Chi Z (2020) RGPDB: Database of root-associated genes
and promoters in maize, soybean, and sorghum. Database doi: 10.1093/database/baaa038

Journal Impact Factor (2020 Report): 2.6
Altmetric Score (Percentile at Journal): 7

Schnable Lab Percent Contribution: 7%
Contribution Statement: Provided a purality of data. Contributed to database design decisions.
Edited the manuscript.

54. McFarland BA, AlKhalifah N, Bohn ... Schnable JC (34 of 54 authors) ... Xu W, Yeh CT, de Leon N
(2020) Maize Genomes to Fields (G2F): 2014 –2017 field seasons’ genotype, phenotype, climatic, soil
and inbred ear image datasets. BMC Research Notes doi: 10.1186/s13104-020-4922-8
Journal Impact Factor (2020 Report): 1.3
Altmetric Score (Percentile at Journal): 25 (97th)
Schnable Lab Percent Contribution: 11%
Contribution Statement: Secured funding for and conducted yield trials and phenotyping for
hundreds of ex-PVP hybrids in eight of sixty-eight total unique environments (eastern and western
nebraska with and without irrigation in 2016 and 2017) covered in this data release paper.

2019 Journal Publications (N=10)

53. Qi P, Eudy D, Schnable JC, Schmutz J, Raymer P, Devos KM (2019) High density genetic maps of
seashore paspalum using genotyping-by-sequencing and their relationship to the Sorghum bicolor
genome. Scientific Reports doi: 10.1038/s41598-019-48257-3
Journal Impact Factor (2020 Report): 4.0
Altmetric Score (Percentile at Journal): 8 (67th percentile)
Schnable Lab Percent Contribution: 15%
Contribution Statement: Draft genome sequence used to generate one of the two sets of genetic
maps used in this paper.

52. Schnable JC (2019) Genes and gene models, an important distinction. New Phytologist doi:
10.1111/nph.16011

Journal Impact Factor (2020 Report): 8.5
Altmetric Score (Percentile at Journal): 45 (90th)
Schnable Lab Percent Contribution: 100%
Contribution Statement: N/A

51. Ge Y, Atefi A, Zhang H, Miao C‡, Ramamurthy RK, Sigmon B, Yang J, Schnable JC (2019) High-
throughput analysis of leaf physiological and chemical traits with VIS-NIR-SWIR spectroscopy: A
case study with a maize diversity panel. Plant Methods doi: 10.1186/s13007-019-0450-8
Journal Impact Factor (2020 Report): 3.6
Altmetric Score (Percentile at Journal): 25 (95th)
Schnable Lab Percent Contribution: 35%
Contribution Statement: Conducted field component of the research. J Yang & RK Ramamurthy
conducted greenhouse component. Y Ge, A Atefi and H Zhang analyzed the data.

50. Ali MA, Wang X, Chen Y, Jiao Y, Mahal NK, Satyanarayana M, Castellano MJ, Schnable JC, Schnable
PS, Dong L (2019) Continuous Monitoring of Nitrate Variation Using Miniature Soil Sensor with

https://doi.org/10.1093/database/baaa038
https://doi.org/10.1186/s13104-020-4922-8
https://doi.org/10.1038/s41598-019-48257-3
https://doi.org/10.1111/nph.16011
https://doi.org/10.1186/s13007-019-0450-8
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Poly(3-octyl-thiophene) and Molybdenum Disulfide Nanocomposite. ACS Applied Materials &
Interfaces doi: 10.1021/acsami.9b07120

Journal Impact Factor (2020 Report): 8.8
Altmetric Score (Percentile at Journal): 2

Schnable Lab Percent Contribution: 10%
Contribution Statement: Conducted field experiments to validate the sensor described in the
manuscript.

49. Li Y, Li D, Jiao Y, Schnable JC, Li Y, Li H, Chen H, Hong H, Zhang T, Liu B, Liu Z, You Q, Tian Y,
Gou Y, Guan R, Zhang L, Chang R, Zhang Z, Reif J, Zhou X, Schnable PS, Qiu L. (2019) Identification
of Loci Controlling Adaptation in Chinese Soybean Landraces via a Combination of Conventional
and Bioclimatic GWAS. Plant Biotechnology Journal doi: 10.1111/pbi.13206

Journal Impact Factor (2020 Report): 8.1
Altmetric Score (Percentile at Journal):
Schnable Lab Percent Contribution: 15%
Contribution Statement: Designed concept and implementation strategy for bioclimactic GWAS
using data on original GPS tagged collection locations of soybean lines. Outlined manuscript and
edited draft written by collaborators.

48. Atefi A, Ge Y, Pitla S, Schnable JC (2019) In vivo human-like robotic phenotyping of leaf traits in
maize and sorghum. Computers and Electronics in Agriculture doi: 10.1016/j.compag.2019.104854

Journal Impact Factor (2020 Report): 3.9
Altmetric Score (Percentile at Journal): 142 (99th)
Schnable Lab Percent Contribution: 25%
Contribution Statement: Co-originated concept and approaches for validation and visualization.
Drafted sections of manuscript and edited others.

47. Li L, Li X, Li L, Schnable JC, Gu R, J Wang (2019) QTL identification and epistatic effect analysis of
seed size- and weight-related traits in Zea mays L. Molecular Breeding doi: 10.1007/s11032-019-
0981-8
Journal Impact Factor (2020 Report): 2.1
Altmetric Score (Percentile at Journal): 6 (87th)
Schnable Lab Percent Contribution: 15%
Contribution Statement: Proposed additional analyses/visualizations. Drafted portions of the
manuscript and edited others.

46. Yan L†, Kumar SKK†, Lai X‡, Zhang Y‡, Dai X‡, Rodriguez O, Mahboub S, Roston RL, Schnable
JC (2019) Parallels between artificial selection in temperate maize and natural selection in the cold-
adapted crop-wild relative Tripsacum. The Plant Journal doi: 10.1111/tpj.14376 bioRxiv doi:
10.1101/187575

Journal Impact Factor (2020 Report): 6.1
Altmetric Score (Percentile at Journal): 20 (84th)
Schnable Lab Percent Contribution: 90%
Contribution Statement: O Rodriguez collected tripsacum accessions. RL Roston and S Mahboub
generated lipid data. All other aspects of the paper conducted in the Schnable lab.

45. Bai G, Ge Y, Scoby D, Leavit B, Irmak S, Graef G, Schnable JC, Awada T. (2019) NU-Spidercam: A
large-scale, cable-driven, integrated sensing and robotic system for precision phenotyping, remote
sensing, and agronomic research. Computers and Electronics in Agriculture doi:
10.1016/j.compag.2019.03.009

Journal Impact Factor (2020 Report): 3.9
Altmetric Score (Percentile at Journal): 9 (76th)
Schnable Lab Percent Contribution: 15%
Contribution Statement: Conducted 1/2 of the field experiments described in this study.

44. Zou C, Miki D, Li D, Tang Q, Xiao L, Rajput S, Deng P, Peng L, Huang R, Zhang M, Sun Y, Hu J,
Fu X, Schnable P, Li F, Zhang H, Feng B, Zhu X, Liu R, Schnable JC, Zhu JK, Zhang H (2019) The

https://doi.org/10.1021/acsami.9b07120
https://doi.org/10.1111/pbi.13206
https://doi.org/10.1016/j.compag.2019.104854
https://doi.org/10.1007/s11032-019-0981-8
https://doi.org/10.1007/s11032-019-0981-8
https://doi.org/10.1111/tpj.14376
https://doi.org/10.1101/187575
https://doi.org/10.1016/j.compag.2019.03.009
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genome of broomcorn millet. Nature Communications doi: 10.1038/s41467-019-08409-5
Journal Impact Factor (2020 Report): 12.1
Altmetric Score (Percentile at Journal): 89 (85th)
Schnable Lab Percent Contribution: 14%
Contribution Statement: Generated a genetic map using an asian/north american cross of Pan-
icum miliaceum which was used to order and orient the scaffolds of the genome into pseudo-
molecules.

2018 Journal Publications (N=11)

43. Miao C‡, Yang, J†, Schnable JC (2018) Optimizing the identification of causal variants across varying
genetic architectures in crops. Plant Biotechnology Journal doi: 10.1111/pbi.13023 bioRxiv doi:
10.1101/310391

Journal Impact Factor (2020 Report): 8.1
Times Cited To Date: 13

Contribution Statement: All analyses and writing conducted by lab members.

42. Ott A, Schnable JC, Yeh CT, Wu L, Liu C, Hu HC, Dolgard CL, Sarkar S, Schnable PS (2018)
Linked read technology for assembling large complex and polyploid genomes. BMC Genomics

doi: 10.1186/s12864-018-5040-z
Journal Impact Factor (2020 Report): 3.6
Times Cited To Date: 15

Contribution Statement: Conducted an analysis of a linked read genome assembly of proso
millet, a previously unsequenced allotetraploid grass to assess the accuracy with which separate
subgenomes were assembled and resolved using this new linked-reads technique.

41. Liu S,∗ Schnable JC,∗ Ott A,∗ Yeh CT, Springer NM, Yu J, Meuhbauer G, Timmermans MCP, Scanlon
MJ, Schnable PS (2018) Intragenic Meiotic Crossovers Generate Novel Alleles with Transgressive
Expression Levels. Molecular Biology and Evolution doi: 10.1093/molbev/msy174

Journal Impact Factor (2020 Report): 11.1
Times Cited To Date: 2

Contribution Statement: Analysis of relative correlation between recombination frequency per
megabase and the relative density of either syntenic or nonsyntenic genes separately was conducted
in the Schnable Lab@UNL.

40. Raju SKK†, Barnes A, Schnable JC, Roston RL§ (2018) Low-temperature tolerance in land plants:
Are transcript and membrane responses conserved? Plant Science doi: 10.1016/j.plantsci.2018.08.002

Journal Impact Factor (2020 Report): 3.6
Times Cited To Date: 17

Contribution Statement: Sunil and I wrote the portions of this review focused on conserved pat-
terns transcriptional responses to cold stress across diverse plants, and worked collaboratively with
the Roston lab on the combined transcript/lipid analyses.

39. Miao C, Fang J, Li D, Liang P, Zhang X, Yang J†, Schnable JC, Tang H§ (2018) Genotype-Corrector:
improved genotype calls for genetic mapping. Scientific Reports doi: 10.1038/s41598-018-28294-0
Journal Impact Factor (2020 Report): 4.0
Times Cited To Date: 7

Contribution Statement: Improved and documented the core algorithm. Conducted tests of how
much the core algorithm improved genotype call accuracy in a RIL and F2 population when using
sub-optimal sequencing depth. Wrote the paper collaboratively with Haibao Tang.

38. Alkhalifah N, Campbell DA, Falcon CM, ... Schnable JC (31 of 44 authors) ... Spalding EP, Edwards J,
Lawrence-Dill CJ (2018) Maize Genomes to Fields: 2014 and 2015 field season genotype, phenotype,
environment, and inbred ear image datasets. BMC Research Notes doi: 10.1186/s13104-018-3508-1

https://doi.org/10.1038/s41467-019-08409-5
https://doi.org/10.1111/pbi.13023
https://doi.org/10.1101/310391
https://doi.org/10.1186/s12864-018-5040-z
https://academic.oup.com/mbe/advance-article/doi/10.1093/molbev/msy174/5090457?guestAccessKey=0823f03f-550f-40ac-9f4b-1c3670490e94
https://doi.org/10.1016/j.plantsci.2018.08.002
https://doi.org/10.1038/s41598-018-28294-0
https://doi.org/10.1186/s13104-018-3508-1
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Journal Impact Factor (2020 Report): 1.3
Times Cited To Date: 13

Contribution Statement: Data collection from grow outs of Genomes to Fields hybrids at Ne-
braska field sites, assisted in writing the manuscript itself.

37. Liang Z‡, Gupta SK, Yeh CT, Zhang Y†, Ngu DW,Kumar R, Patil HT, Mungra KD, Yadav DV,
Rathore A, Srivastava RK, Gupkta R, Yang J, Varshney RK, Schnable PS, Schnable JC (2018) Pheno-
typic data from inbred parents can improve genomic prediction in pearl millet hybrids. G3: Genes

Genomes Genetics doi: 10.1534/g3.118.200242

Selected as the outstanding scientific article of 2018 by ICRISAT’s research program in Asia.
Journal Impact Factor (2020 Report): 2.8
Times Cited To Date: 14

Contribution Statement: Built the libraries, analyzed the SNP data, conducted the GS tests, wrote
the paper. Field data and extracted DNA contributed by ICRISAT collaborators. Sequencing and
SNP calling contributed by ISU collaborators.

36. Xu Y, Qiu Y, Schnable JC (2018) Functional modeling of plant growth dynamics. The Plant Phe-
nome Journal doi: 10.2135/tppj2017.09.0007 bioRxiv doi: 10.1101/190967

Recieved the "Outstanding Paper Award" from TPPJ editorial board in 2020.
Journal Impact Factor (2020 Report): Not yet assigned.
Times Cited To Date: 7

Contribution Statement: Conceived of the experiment to test subsampling on different days.
Wrote the paper

35. Carvalho DS‡, Schnable JC, Almeida AMR (2018) Integrating phylogenetic and network approaches
to study gene family evolution: the case of the AGAMOUS family of floral genes. Evolutionary

Bioinformatics doi: 10.1177/1176934318764683 bioRxiv doi: 10.1101/195669

Journal Impact Factor (2020 Report): 2.1
Times Cited To Date: 2

Contribution Statement: Conducted the majority of the analyses. Wrote the paper.

34. Lai X‡, Yan L†, Lu Y, Schnable JC (2018) Largely unlinked gene sets targeted by selection for domes-
tication syndrome phenotypes in maize and sorghum. The Plant Journal doi: 10.1111/tpj.13806

bioRxiv doi: 10.1101/184424

Journal Impact Factor (2020 Report): 6.1
Times Cited To Date: 11

Contribution Statement: All experiments, analysis, and writing conducted by lab members.

33. Nani TF, Schnable JC, Washburn JD, Albert P, Pereira WA, Sobrinho FS, Birchler JA, Techia VH
(2018). Location of low copy genes in chromosomes of Brachiaria spp. Molecular Biology Reports

doi: 10.1007/s11033-018-4144-5
Journal Impact Factor (2020 Report): 2.1
Times Cited To Date: 3

Contribution Statement: Identified candidate low copy genes which were used to design probes
for hybridization.

2017 Journal Publications (N=12)

32. Liang Z‡, Schnable JC (2017) Functional divergence between subgenomes and gene pairs after whole
genome duplications. Molecular Plant doi: 10.1016/j.molp.2017.12.010

Journal Impact Factor (2020 Report): 12.1
Times Cited To Date: 29

Contribution Statement: All experiments, analysis, and writing conducted by lab members.

https://doi.org/10.1534/g3.118.200242
https://doi.org/10.2135/tppj2017.09.0007
https://doi.org/10.1101/190967
https://doi.org/10.1177/1176934318764683
https://doi.org/10.1101/195669
https://doi.org/10.1111/tpj.13806
https://doi.org/10.1101/184424
https://doi.org/10.1007/s11033-018-4144-5
http://doi.org/10.1016/j.molp.2017.12.010
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31. Liang Z‡, Pandey P, Stoerger V, Xu Y, Qiu Y, Ge Y, Schnable JC (2017) Conventional and hyperspec-
tral time-series imaging of maize lines widely used in field trials. GigaScience doi: 10.1093/giga-
science/gix117 bioRxiv doi: 10.1101/169045

Journal Impact Factor (2020 Report): 6.95

Times Cited To Date: 25

Contribution Statement: All analyses and writing conducted by lab members. Ge, Qiu, and Xu
labs each assisted in developing new analytical approaches. Vincent Stoerger assisted with data
generation.

30. Gage J, Jarquin D, Romay M, ... Schnable JC (29th of 40 authors) ... Yu J, de Leon N (2017)
The effect of artificial selection on phenotypic plasticity in maize. Nature Communications doi:
10.1038/s41467-017-01450-2
Selected as an Editor’s Choice by MaizeGDB Editorial Board December 2017

Journal Impact Factor (2020 Report): 12.1
Times Cited To Date: 42

Contribution Statement: Generated and contributed yield and field phenotyping data from Ne-
braska field sites of Genomes to Fields project.

29. Washburn JD, Schnable JC, Brutnell TP, Shao Y, Zhang Y, Ludwig M, Davidse G, Pires JC (2017)
Genome-guided phylo-transcriptomic methods and the nuclear phylogentic tree of the paniceae
grasses. Scientific Reports doi: 10.1038/s41598-017-13236-z
Journal Impact Factor (2020 Report): 4.0
Times Cited To Date: 11

Contribution Statement: Grew plants, extracted RNA, built and sequenced libraries and shared
data. Consulted with the lead author on the syntenic gene analysis.

28. Ott A,∗ Liu S,∗ Schnable JC, Yeh CT, Wang C, Schnable PS (2017) Tunable Genotyping-By-Sequencing
(tGBS®) enables reliable genotyping of heterozygous loci. Nucleic Acids Research doi:
10.1093/nar/gkx853

Journal Impact Factor (2020 Report):
Times Cited To Date: 56

Contribution Statement: Wrote portions of the manuscript, designed additional analyses to vali-
date datasets which were executed by Alina Ott.

27. Lai X‡, Schnable JC, Liao Z, Xu J, Zhang G, Li C, Hu E, Rong T, Xu Y, Lu Y (2017) Genome-wide
characterization of non-reference transposable elements insertion polymorphisms reveals genetic
diversity in tropical and temperate maize. BMC Genomics doi: 10.1186/s12864-017-4103-x
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