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Examination of possible mutation bias due to nutritional conditions
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High boron treatment induces DNA damage. The present study aimed to examine
effect of high boron treatment on introduction of mutation in Arabidopsis genome. Arabidopsis have been
successivelg cultivated for several generations with or without high boron treatment. High boron treated
plants exhibited severe necrosis, indicating the treatment was done properly. Genome sequence analysis of
the successive generation indicated that the rate of mutation per generation is not significantly
different between lines cultivated under high boron and lines cultivated under the control condition.
There was a tendency that high boron treatment induce deletion more frequently. The list of the gene to
which the mutations were introduced was not biased to the genes related to responses to boron conditions.
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AT1G77480

AT1G70505
AT1G80490
AT2G24070

AT3G57860
AT3G17340

AT3G59660

AT3G46830
AT4G04780
AT5G21105
AT5G37560

AT5G24260

Eukaryotic aspartyl
protease family protein
TOPLESS-related 1

Family of unknown function
(DUF566)

UV-B-insensitive 4-like
ARM repeat superfamily
protein

C2 domain-containing
protein / GRAM
domain-containing protein
RAB GTPase homolog A2C
mediator 21

Plant L-ascorbate oxidase
RING/U-box superfamily
protein

prolyl oligopeptidase




family protein

AT1609590 Translation protein
SH3-like family protein

AT1628420 homeobox-1

AT1652180 Aquaporin-like superfamily
protein

AT1G60780 Clathrin adaptor complexes
medium subunit family
protein

AT1G67060 -

AT2G41100 Calcium-binding EF hand
family protein

AT3G06320 Ribosomal protein L33
family protein

AT5648110 Terpenoid cyclases/Protein
prenyltransferases
superfamily protein

AT1G78980 STRUBBELIG-receptor

family 5
AT1G02890 AAA-type ATPase family
protein

AT2G43865 -

AT1G14600 Homeodomain-like
superfamily protein

AT1G54400 HSP20-1ike chaperones
superfamily protein

AT2G36550 -

AT4G01770 rhamnogalacturonan
xylosyltransferase 1

AT5G64810 WRKY DNA-binding protein 51

AT1G80070 Pre-mRNA-processing-splicin

AT2G32160

g factor

S-adenosyl-L-methionine-dep
endent methyltransferases
superfamily protein

AT1G08920

AT2G30933

AT3G42560

ERD (early response to
dehydration) six-like 1
Carbohydrate-binding X8
domain superfamily protein
Pentatricopeptide repeat
(PPR) superfamily protein

AT3G43270  Plant invertase/pectin
methylesterase inhibitor
superfamily

AT3G54060 -
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