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MaizeLODE

through community curation
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DOUBLE TRIAGE OF MAIZE GENES
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COMMUNITY ANNOTATION TRAINING

This project has given students great opportunities to increase their knowledge of
genome annotation and be part of scientific research working with the same data, tools,
and in real time with maize researchers.

Medium term | Student Quote

Ll cEeL B e “Personally, | learned more about my strengths and
efficacy weaknesses, time management, flexibility, accommodation,
trial and error and the importance of learning from mistakes.”

Increased “There is so much that goes on in the background of science
motivation in that does not get appreciated and | found a new passion for
science science through this experience.”

External “Although many sleepless nights were spent on this research,
VEILEL RG] the realness of it all was the most rewarding aspect. | felt like
scientific what | was doing in lab actually mattered beyond a simple
community grade.”

Increased “sometimes results don’t come in the first try. But continuing
tolerance for to try is what is important, you can’t just give up if something
obstacles doesn’t turn out the way you had hoped.”

Student Quote

Enhanced “Not only did this research give me new skills and knowledge, but
e i it helped me boost my confidence of being a science major. It
showed me that | have what it takes to be a female student in
the STEM field, and that | can do much more.”

i i a
Investigating the Seed Size Transcription Factors in Zea mays

Yostina M. Lamei, Rebecca L. Scipelt

Blology Departmant, Midcte Tennessee State University

Career “This project personally has meant a great deal to me, because it
clarification was the first time | was actually able to experience real lab
conditions. It reassured me that | was in the right field of study,
and | whole-heartedly enjoyed every minute of the research
(minus deadline stress).”

Persistence in “this lab experience because it has given me the confidence to
science do other research at MTSU, which | was unsure if | wanted to do
previously.”

Rebecca Seipelt, Honors Genetics Class, MTSU (Fall 2019): 18 students (17 female, 1 male)
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