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Elucidation of sequence features of plant core promoter
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It is known that among eukaryotic promoters, TATA-box (TATA), initiator
(Inr), TFIIB-Recognition Element (BRE), etc. exist as core promoters. The core promoter is in demand
for transcription initiation by RNA polymerase 1l. On the other hand, the current situation is that
there is little knowledge about plant core promoters.
In this study, the effects of various core promoter elements on mRNA transcription were evaluated in
detail in plants in vivo. As a result, it was shown that TATA-box, YR rule, and T-rich sequence are
important for determining the transcription start point and transcription efficiency.
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1. TATA-box T A TSS

class TA-ratio-1 TA-ratio-2 TA-ratio-3 TA-ratio-4 TA-ratio-5| total

ITSS-usage-1 368 312 274 245 234 1433

I'TSS-usage-2 343 306 270 262 252 1433

I'TSS-usage-3 294 312 293 269 264 1432

rTSS-usage-4 268 268 296 308 293 1433

I'TSS-usage-5 160 235 299 349 390 1433

total 1433 1433 1432 1433 1433 7164
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