Methods Table 1: Current Active CRIS Projects Utilizing Plant Genetic Resources:

North Central Evans- Mcintire- Small Special USDA | USDA Coop | USDA

Region State AFRI Allen Hatch | Stennis NRI Other [Business | Grant State | Contract | Agreement | Inhouse Total
Illinois 19 0 23 1 5 11 2 0 0 1 15 15 92
Indiana 11 0 20 0 0 6 1 0 0 0 12 3 53
lowa 20 0 19 0 3 10 1 0 1 0 13 36 103
Kansas 9 0 15 0 0 7 0 0 1 0 7 10 49
Michigan 9 0 46 0 0 6 1 1 0 1 6 3 73
Minnesota 8 0 24 0 2 17 0 0 20 2 6 16 95
Missouri 12 2 7 0 0 8 2 0 0 1 18 16 66
Nebraska 9 0 11 2 0 4 1 0 0 2 15 13 57
North Dakota 2 0 14 0 0 4 1 0 13 2 8 13 57
Ohio 2 0 13 0 0 9 1 1 2 1 23 23 75
South Dakota 6 0 21 0 1 4 1 2 5 1 2 9 52
Wisconsin 7 0 18 0 1 7 1 0 0 0 17 20 71
Totals 114 2 231 3 12 93 12 4 42 11 142 177 843




Appendix Table 1: Abbreviations and Definitions:

AES
ARS
AFLP
CALS
CGC
CRIS
CSR
CuGenDB
DH
DNA
GBS
GEM
GG
GRIN
GUI
GWAS
GxE
ISU
ITPGRFA
MGI
MSU
NCR
NCRPIS
NDSU
NIMSS
NLGRP
NPGS
OPGC
PCR
PGR
PI
PIRU
PVP
QTL
RH
RTAC
SA
SCMV
SNP
U.S.
USDA

Agricultural Experiment Station

Agricultural Research Service

Amplified Fragment Linked Polymorphism
College of Agriculture and Life Sciences

Crop Germplasm Committee

Current Research Information System

Crop Science Registration

Cucurbit Genomics Database

Double haploid

Dioxyribonucleic Acid

Genotyping by Sequencing

Germplasm Enhancement of Maize

GRIN-Global

Germplasm Research Information Network
Graphic User Interface

Genome Wide Association Study

Genotype by Environment Interaction

Iowa State University

International Treaty for Plant Genetic Resources for Food and Agriculture
Maturity Group I

Michigan State University

North Central Region

North Central Regional Plant Introduction Station
North Dakota State University

National Information Management and Support System
National Laboratory for Genetic Resource Preservation
National Plant Germplasm System

Ornamental Plant Germplasm Center

Polymerase chain reaction

Plant Genetic Resources, also for accessions or germplasm
Principal Investigator

Plant Introduction Research Unit

Plant Variety Protection

Quantitative Trait Locus

Relative Humidity

Regional Technical Advisory Committee

Shoot Architecture

Sugarcane Mosaic Virus

Single Nucleotide Polymorphism

United States

U.S. Department of Agriculture



Appendix Table 2: International Origins of NC-007 Accessions

Country of Origin

Afghanistan
Albania

Algeria

Angola

Anguilla

Antigua and Barbuda
Argentina
Armenia
Australia

Austria
Azerbaijan
Bangladesh
Barbados

Belarus

Belgium

Belize

Benin

Bhutan

Bolivia

Bosnia and Herzegovina
Botswana

Brazil

British Virgin Islands
Bulgaria

Burkina Faso
Burundi
Cambodia
Cameroon
Canada

Central African Republic
Chad

Chile

China

Colombia

Congo, (Kinshasa)
Costa Rica

Cote d'lvoire
Croatia

Cuba

Cyprus

Czech Republic
Denmark
Dominican Republic
Ecuador

Egypt

El Salvador
Eritrea

Estonia

Ethiopia

Finland

France

French Guiana
Gambia

Georgia
Germany

Ghana

Accessions (#)

646
46
57

398
23
23

724
15

147

191

118
27
93
49

113

318

174
31

10
349

469

197

545
26

Country of Origin

Greece
Greenland
Grenada
Guadeloupe
Guatemala
Guinea
Guyana
Haiti
Honduras
Hong Kong, SAR China
Hungary
India
Indonesia
Iran, Islamic Republic of
Irag

Ireland
Israel

Italy
Jamaica
Japan
Jordan
Kazakhstan
Kenya

Korea (North)
Korea, South
Kyrgyzstan
Latvia
Lebanon
Libya
Lithuania
Macedonia, Republic of
Madagascar
Malawi
Malaysia
Maldives
Mali

Malta
Martinique
Mauritania
Mauritius
Mexico
Moldova
Monaco
Mongolia
Montenegro
Morocco
Mozambique
Myanmar
Namibia
Nepal
Netherlands
New Zealand
Nicaragua
Niger
Nigeria
Norway

Accessions (#)

182
5
15
11
329
140
4
34
48
26
614
4,591
23
664
57
14
315
303
10
344
15
81
131
12
420
12
2
51
9
21
498
11
68
6
28

sl
308
32
46

231
18

Country of Origin

Oman

Pakistan

Palestinian Territory
Panama

Papua New Guinea
Paraguay

Peru

Philippines

Poland

Portugal

Réunion

Russian Federation
Rwanda

Saint Lucia

Saint Vincent and Grenadines
Saudi Arabia
Senegal

Serbia

Seychelles

Sierra Leone
Slovakia

Slovenia

South Africa

Spain

Sri Lanka

Sudan

Suriname

Swatziland

Sweden
Switzerland

Syrian Arab Republic (Syria)
Taiwan

Tajikistan

Tanzania, United Republic of
Thailand

Togo

Trinidad and Tobago
Tunisia

Turkey
Turkmenistan
Uganda

Ukraine

Uncertain

United Kingdom
United States
Uruguay

Uzbekistan

Venezuela (Bolivarian Republic)

Viet Nam
Yemen
Zambia
Zimbabwe

Grand Total

Accessions (#)

45
828
39

33

5

31
2,287
24
450
439

518

14

76

27

16
378
1,157

11

135
50
219
155
63
32
53

26
169
2,387
58

147
1,795
144
14,798

133
119

21
576
225

54,490




Appendix Table 3: U.S. National Plant Germplasm System Collection Holdings - By Site

Collection Size # Accessions with Inventory

Site Site Name Accessions (#) % of Total  Accessions (#) % of Total
BRW Matl. Germplasm Repository - Brownwood 4,066 0.68% 2,112 0.39%
COR Matl. Germplasm Repository - Corvallis 12,692 2.11% 9,350 1.71%
coT Cotton Collection 10,496 1.75% 9,468 1.73%
DAV Natl. Germplasm Repository - Davis 7,072 1.18% 5,952 1.02%
DLEG Desert Legume Program 2,655 0.44% 2,510 0.45%
GEM Natl. Germplasm Repository - Geneva 7,656 1.27% 4,024 0.74%
GSOR Rice Genetic Stock Center 38,374 6.38% 38,187 6.99%
GSPI Pea Genetic Stock Collection 712 0.12% 712 0.13%
GSZE Maize Genetic Stock Center 8,506 1.41% 3 0.00%
HILO Natl. Germplasm Repository - Hilo 502 0.15% 374 0.07%
MAY Natl. Germplasm Repository - Mayaguez 1,255 0.21% 1,092 0.20%
MiA Natl. Germplasm Repository - Miami 3,392 0.56% 2,073 0.38%
NA Mational Arboretum 9,366 1.56% 5,153 0.94%
NC7 North Central Regional Pl Station 54,490 9.06% 54,404 9,95%
MNED Northeast Regional Pl Station 12,726 2.12% 9,835 1.80%
NRG Potato Germplasm Introduction Station 5,867 0.98% 5,735 1.05%
NSGC National Small Grains Collection 147,838 24.58% 147,697 27.02%
NSSL Mational Laboratory for Genetic Resources Preservation 11,521 1.92% 8,850 1.62%
MNTSL Forest Service National Seed Lab 8,168 1.36% 6,637 1.21%
OPGC Ornamental Plant Germplasm Center 1,377 1.23% 7,272 1.33%
PARL Mational Arid Land Plant Genetic Resources Unit 1,511 0.25% 1,230 0.23%
PGQO  Plant Germplasm Quarantine Program 949 0.16% 28 0.01%
PVPO Plant Variety Protection Voucher Collection 9,020 1.50% 164 0.03%
RIV Matl. Germplasm Repository - Riverside 1,814 0.30% 4 0.00%
S0 Plant Genetic Resources Conservation Unit, Griffin, GA 104,063 17.30% 99,828 18.26%
507 Soybean Collection 22,571 3.75% 22,148 4.05%
TGRC C.M. Rick Tomato Genetics Resource Center 4,050 0.67%
TOB US Nicotiana Germplasm Collection 2,227 0.37% 2,215 0.41%
W6 Western Regional Pl Station 100,082 16.64% 99,946 18.28%

Grand Total 601,418 100.00% 546,603 100.00%

*Incomplete 2021, Data as captured in GRIN-Global as of Nov 04, 2021.



Appendix Table 4: Distributions of NC-007 and NPGS Germplasm, by U.S. Region

NC7 NPGS-wide| NC7 |NPGS-wide
) Order Order Order Order |
Region ltems ofTotal o Region ltems oof Total .-
International 17,801 13.20% | 134,867 International 17,412 23% 76,867
North Central 16,077  2214% = 72,603 North Central 9,794 20% 49,007
Northeast 2136 19.15%  11.156  Northeast 2123 16% 13,140
™ 2 005 013% | 39448 S Southern 5,309 9% 61,762
g Southem - - ’ ™ Western 4,824 13% 37,699
Western 5,333 11.28% 47,276 US & Outlying Regions 1,134
US & Outlying Regions 24 1.17% 2,043 Annual Total 39,552 17% 239,609
Annual Total 45,366  14.76% 307,393 International 21,702 26% 84,434
0,
International 14492 1961% | 73,911 North Central 12831  19% | 65,887
r. Northeast 5,364 34% 15,963
North Central 13,328 20.41% 65,290 S Southern 11.191 16% 68,473
., Northeast 1,321 12.22% 10,806 ™ Western 4531 149, 32,859
& Southern 9,088 17.27% 52,629 US & Outlying Regions 8 1% 710
“ Western 3,695 1014% = 36,422 Annual Total 55,627 21% 268,326
. . International 29 301 28% 104,105
US & Outlying Re 2,455 ' !
e North Central 17,389 26% | 66,965
Annual Total| 41, 36% ' o Northeast 2516 18% | 14,138
International 18,721 23.61% 79,292 S Southern 7,890 15% 54,385
North Central 11,778 15.43% | 76,311 ™ Western 4335 11% 40,296
< Northeast 2025 17.54% 11,548 US & Outlying Regions 800
& T Southemn 4,987 9.41% 52,998 @ i Annual Total 61,431 22% 280,689
58 5 International 16,089 27% 59,077
Western 6107  1431% | 42673 North Central 14484  22% | 65204
US & Outlying Regions 15 1.49% 1,010 & Northeast 5377 5% 21,102
Annual Total 43,633 16.54% 263,832 E Southern 7,467 16% 46,862
International 11,475 18.80% = 61,043 Western 4,909 15% 32,505
US & Outlying Regions 796
North Central 12,652 18.22% 69,432 g
N" . enira - - Annual Total 48,326 21% | 225,546
o Northeast 882 8.05% = 10,958 International 22,450 26% 29,252
§ Southern 5,289 8.51% 62,126 North Central 9,398 16% 58,544
Western 3972 11.12% 35,733 o Northeast 2,680 24% 10,966
US & Outlying Regions 1,642 g :v"'-'the"" gg?; Iha :g:ﬁgg
Annual Total 34,270 14.22% 240,934 estern - 1% ,
: - nua US & Outlying Regions 1 0% 543
nternationa 17,412 22 B65% 76,867 Annual Total 43432 24% 182,034
North Central 9 794 19.98% 49,007 International 19,561 27% 71,757
o Northeast 2,123 16.16% = 13,140 North Central 9,574 19% 49,406
g Southern 5,399 8.74% 61,762 = zor‘t:eaf-' l-g?g 32;" :3:531;5
West 4,824 12.80% = 37,699 & Jouthem - o v
sterm _ ° N Western 4,322 16% | 26,497
US & Outlying Regions 1134 US & Outlying Regions 485 33% 1,472
Annual Total 39,552 16.51% 239,609 Annual Total 39,326 21%, 189,528
2012-2016 Total 204,745  15.83% 1,293,281 10-Year Total 497,680 19% | 2,686,140

*Incomplete 2021 Distributions. Data from GRIN-Global as of November 5, 2021




Appendix Table 5: Distributions from U.S. National Plant Germplasm Sites, 2012-2021

Site Site Name 2012
BRW Natl. Germplasm Repository - Brownwood 0
COR Natl. Germplasm Repository - Corvallis 5,465
COoT Cotton Collection 1,751
DAV Natl. Germplasm Repository - Davis 6,826
GEN Natl. Germplasm Repository - Geneva 7,812
GSOR Rice Genetic Stock Center 9,515
GSPI Pea Genetic Stock Collection 513
HILO Natl. Germplasm Repository - Hilo 114
MAY Natl. Germplasm Repository - Mayaguez 176
MIA Natl. Germplasm Repository - Miami 289
NA National Arboretum 6
NC7 North Central Regional Pl Station 45,366
NE9 Northeast Regional Pl Station 14,244
NR6 Potato Germplasm Introduction Station 8,834
NSGC National Small Grains Collection 97,710

NSSL National Laboratory for Genetic Resources Preservation 1,253

NTSL Forest Service National Seed Lab 421
OPGC Ornamental Plant Germplasm Center 1,181
PARL National Arid Land Plant Genetic Resources Unit 581
S9 Plant Genetic Resources Conservation Unit, Griffin, GA 40,444
SOoY Soybean Collection 33,738

TOB US Nicotiana Germplasm Collection

W6 Western Regional Pl Station 31,154
Grand Total 307,393

*2021 Incomplete stats, data from GRIN-Global as of November 05,2021

2013

4,690
1,375
5,571
5,750
8,654
209
199
248
115

1
41,924
4,767
6,540
53,202
222
1,509
773
796
33,067
34,830

37,071
241,513

2014

7,557
07
7,926
6,263
11,637
211
136
178
184

2
43,633
6,141
6,603
68,979
304
866
768
955
34768
29262

37,362
263,832

2015

6,488

9,442
6,810
16,553
12

122
307

80

190
34,270
7,349
10,186
57,080
710
300
379
677
35,359
26,230
10
28,380
240,934

2016

4,610

2,514
6,035
8,209
89
480
529
456
424
39,552
8,223
13,141
50,847
2,363

1,496
300
43,729
23.030
400
33,182
239,609

2017

5,990

2,702
6,419
8,420
26
354
123
688
337
55,627
6,618
10,019
51,087
3,833

592
304
49,341
22,271
381
43,194
268,326

2018

7,004

5,533
8,014
20,910
1

251
156
712
358
61,431
13,617
8,486
31,255
283

939

520
47,109
28,666
218
45,136
280,689

2019

8,508

6,824
8,006
4,800
81
260
233
695
93
48,326
10,241
6,398
31,592
897
150
1,002
381
34,112
26,320
264
36,273
225,646

2020

5,930
608
2,545
4,265
2,813
549
113
695
178
220
43,432
5,030
4528
29,621
365

155
253
23,333
20,789
299
36,313
182,034

Year

2021

4,053
821
3,199
600
2,715
735
73
389
159
28
39,326
12,918
4,674
17,222
1,008

7
41,416
27,098

180
32,007

Grand
Total

0
60,475
4,652
53,082
59,974
94,226
2,426
2,102
3,034
3,556
1,659
452,887
89,148
79,409
488,595
11,238
3,246
7,285
4,774
382,678
272,234
1,752
360,972

189,528 2,439,404

Multiple values

% of
Total

0.0%
2.5%
0.3%
2.2%
2.5%
3.8%
0.1%
0.1%
0.1%
0.1%
0.1%
18.5%
3.5%
3.1%
20.7%
0.4%
0.1%
0.3%
0.2%
15.5%
11.1%
0.1%
14.5%
100.0%



Appendix Table 6. NC-007 Participant Publications for Project Period to Date

Connecticut

Apicella P, Gardner JA, Mahoney J, Brand M. 2018. Diversity of Fruit Quality Traits in Aronia.
Hort Science 53(9):S388-S388.

Brand MH, Connolly BA, Levine LH, Richards JT, Shine SM, Spencer LE. 2017. Anthocyanins,
total phenolics, ORAC and moisture content of wild and cultivated dark-fruited Aronia species.
Scientia Horticulturae 224:332-42. https://doi.org/10.1016/].scienta.2017.06.021

Hoke O, Campbell B, Brand M, Hau T. 2017. Impact of information on northeastern US
consumer willingness to pay for aronia berries. HortScience 52(3):395-400.
https://doi.org/10.21273/HORTSCI11376-16

Mahoney JD, Hau TM, Connolly BA, Brand MH. 2019. Sexual and apomictic seed reproduction
in Aronia species with different ploidy levels. HortScience 54(4):642-6.
https://doi.org/10.21273/HORTSCI13772-18

Obae SG, Brand MH, Connolly BA, Beasley RR, Lance SL. 2017. Microsatellite Markers for
Aronia melanocarpa (Black Chokeberry) and Their Transferability to Other Aronia Species.
HortScience 52(1):20-3. https://doi.org/10.21273/HORTSCI11276-16

Hawaii

Liu J, Seetharam AS, Chougule K, Ou S, Swentowsky KW, Gent JI, Llaca V, Woodhouse MR,
Manchanda N, Presting GG, Kudrna DA. 2020. Gapless assembly of maize chromosomes using
long-read technologies. Genome biology 21:1-7. https://doi.org/10.1186/s13059-020-02029-9

Presting GG. 2018. Centromeric retrotransposons and centromere function. Current opinion in
genetics & development 49:79-84. https://doi.org/10.1016/j.gde.2018.03.004

Schneider KL, Xie Z, Wolfgruber TK, Presting GG. 2016. Inbreeding drives maize centromere
evolution. Proceedings of the National Academy of Sciences 113(8):E987-96.
https://doi.org/10.1073/pnas.1522008113

Illinois

Becker TM, Jeffery EH, and Juvik JA. 2016. Proposed Method for Estimating Health-Promoting
Glucosinolates and Hydrolysis Products in Broccoli (Brassica oleracea var. italica) Using
Relative Transcript Abundance. J. Agric. & Food Chem.,
https://doi.org/10.1021/acs.jafc.6b04668

Becker TM and Juvik JA. 2016. The Role of Glucosinolate Hydrolysis Products from Brassica
Vegetable Consumption in Inducing Antioxidant Activity and Reducing Cancer Incidence.
Diseases 4. 22; https://doi.org/10.3390/diseases4020022

Chatham LA, Howard JE, and Juvik JA. 2020. A natural colorant system from corn: Flavone-
anthocyanin copigmentation for altered hues and improved shelf life. Food chemistry.
310:125734. https://doi.org/10.1016/j.foodchem.2019.125734
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Chatham LA and Juvik JA. 2021. Linking anthocyanin diversity, hue, and genetics for
breeding natural pigments from purple corn with expanded color ranges and stability. G3
Genes|Genomes|Genetics. 11(2): jkaa062. https://doi.org/10.1093/g3journal/jkaa062

Chatham LA, Paulsmeyer M, and Juvik JA. 2019. Prospects for economical natural colorants:
insights from maize. Theor Appl Genet 132:2927-2946. https://doi.org/10.1007/s00122-019-
03414-0

Chatham LA, West L, Berhow MA, Vermillion KE, and Juvik JA. 2018. Unique Flavanol-
Anthocyanin Condensed Forms in Apache Red Purple Corn. J. Agric. & Food Chem.
66:10844—10854. https://doi.org/10.1021/acs.jafc.8b04723

Dong H, Clark LV, Jin X, Anzoua K, Bagmet L, Chebukin P, Dzyubenko E, Dzyubenko N,
Ghimire BK, Heo K, and Johnson DA. 2021. Managing flowering time in Miscanthus and
sugarcane to facilitate intra-and intergeneric crosses. Plos one. 16(1):¢0240390.
https://doi.org/10.1371/journal.pone.0240390

Dong H, Liu S, Clark LV, Sharma S, Gifford JM, Juvik JA, Lipka AE, and Sacks EJ. 2018.
Genetic mapping of biomass yield in three interconnected Miscanthus populations. GCB
Bioenergy 10(3):165-85. https://doi.org/10.1111/gcbb.12472

Fabio ES, Volk TA, Miller RO, Serapiglia MJ, Kemanian AR, Montes F, Kuzovkina YA, Kling
GJ, and Smart LB. 2017. Contributions of environment and genotype to variation in shrub

willow biomass composition. Industrial Crops and Products 108:149-61.
https://doi.org/10.1016/].indcrop.2017.06.030

Fuzawa M, Ku KM, Palma-Salgado S, Nagasaka D, Feng H, Juvik JA, Sano D, Shisler J, and
Nguyen T. 2016. Effect of Leaf Surface Chemical Properties on the Efficacy of Sanitizer for
Rotavirus Inactivation. Applied and Environmental Microbiology 82:6214-6222.
https://doi.org/10.1128/AEM.01778-16

Fuzawa M, Smith RL, Ku KM, Shisler JL, Feng H, Juvik JA, and Nguyen TH. 2019. Roles of
Vegetable Surface Properties and Sanitizer Type on Annual Disease Burden of Rotavirus Illness
by Consumption of Rotavirus-Contaminated Fresh Vegetables: A Quantitative Microbial Risk
Assessment. Risk Analysis: https://doi.org/10.1111/risa.13426

Gardner AM, Brown AF, Juvik JA. 2016. QTL analysis for the identification of candidate genes
controlling phenolic compound accumulation in broccoli (Brassica oleracea L. var. italica).
Molecular Breeding, 36:81. https://doi.org/10.1007/s11032-016-0497-4

Ghimire BK, Sacks EJ, Kim SH, Yu CY, Chung IM. 2021. Profiling of Phenolic Compounds
Composition, Morphological Traits and Antioxidant Activity of Miscanthus sacchariflorus L.
Accessions. Agronomy 11(2):243. https://doi.org/10.3390/agronomy11020243

Guo Z, Xu M, Nagano H, Clark LV, Sacks EJ, Yamada T. 2021. Characterization of the Ghd§
Flowering Time Gene in a Mini-Core Collection of Miscanthus sinensis. Genes 12(2):288.
https://doi.org/10.3390/genes12020288

Ku KM, Becker TM, and Juvik JA. 2016. Transcriptome and Metabolome Analyses of
Glucosinolates in Two Broccoli Cultivars Following Jasmonate Treatment for the Induction of
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Glucosinolate Defense to Trichoplusia ni (Hiibner). Int. J. Mol. Sci. 17:1135.
https://doi.org/10.3390/ijms17071135

Ku KM, Kim MJ, Jeffery EH, Kang YH, and Juvik JA. 2016. Profiles of Glucosinolates, their
Hydrolysis Products, and Quinone Reductase Inducing Activity from 39 Arugula (Eruca sativa
Mill.) Accessions. J. Agric. & Food Chem. https://doi.org/10.1021/acs.jafc.6b02750

Lee JS, Ku KM, Becker TM, and Juvik JA. 2017. Chemopreventive glucosinolate accumulation
in various broccoli and collard tissues: microfluidic-based targeted transcriptomics for by-
product valorization. PLoS ONE https://doi.org/10.1371/journal.pone.0185112

Li S, Moller CA, Mitchell NG, Lee D, Ainsworth EA. 2021. Bioenergy sorghum maintains
photosynthetic capacity in elevated ozone concentrations. Plant, cell & environment 44(3):729-
46. https://doi.org/10.1111/pce.13962

Lim SH, Yook MIJ, Song JS, Kim JW, Zhang CJ, Kim DG, Park YH, Lee D, Kim DS. 2021.
Diversity in Phenological and Agronomic Traits of Miscanthus sinensis Collected in Korea and
Eastern Asia. Agronomy 11(5):900. https://doi.org/10.3390/agronomy11050900

Luna-Vital DA, Chatham L, Juvik JA, Singh V, Somavat P, and Gonzalez de Mejia E. 2019.
Activating Effects of Phenolics from Apache Red Zea mays L. on Free Fatty-Acid Receptor-1

and Glucokinase Evaluated with a Dual Culture System with Epithelial, Pancreatic and Liver
Cells. Journal of Agricultural and Food Chemistry: https://doi.org/10.1021/acs.jafc.8b06642

Mitros T, Session AM, James BT, Wu GA, Belaffif MB, Clark LV, Shu S, Dong H, Barling A,
Holmes JR, Mattick JE. 2020. Genome biology of the paleotetraploid perennial biomass crop
Miscanthus. Nature communications 11(1):1-1. https://doi.org/10.1038/s41467-020-18923-6

Paulsmeyer MN, Brown PJ, and Juvik JA. 2018. Discovery of Anthocyanin Acyltransferasel
(AATI) in Maize Using Genotyping-by-Sequencing(GBS). G3: Genes, Genomes, Genetics:
8(11):3669-3678. https://doi.org/10.1534/g3.118.200630.

Paulsmeyer M, Chatham L, Becker T, West M, West L, Juvik J. 2017. Survey of Anthocyanin
Composition and Concentration in Diverse Maize Germplasms. Journal of Agricultural and Food
Chemistry 65(21):4341-50. https://doi.org/10.1021/acs.jafc.7b00771

Sacks EJ. Multiple genomes give switchgrass an advantage. 2021. Nature 590:394-395.
https://www.nature.com/articles/d41586-021-00212-x

Schetter A, Lin CH, Zumpf C, Jang C, Hoffmann L, Rooney W, Lee DK. 2021. Genotype-
Environment-Management Interactions in Biomass Yield and Feedstock Composition of

Photoperiod-Sensitive Energy Sorghum. BioEnergy Research 26:1-6.
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