S3 Fig. Null allele hm1-2 identified in B73-EMS M, population. (A) Ethyl methanesulfonate (EMS) mutagenesis caused
a G to A substitution at the junction of exon3/intron3. (B) Predicted protein sequence of hm1-2 is 176 amino acids similar
to HM1873 and the mutation in the intron is predicted to generate 26 different amino acids before resulting in a truncated

protein.
A
Hm1-B73  ACACTTCGACGT
hm1-2 ACACTTCGACAT
, 1 2 3 4 5 ;
5 3

B
Hm1-B73 MAEKESNGVRVCVTGGAGF IGSWLVRKLLEKGYTVHATLRNTGDEAKAGLLRRLVPGAAE 60
hm1-2 MAEKESNGVRVCVTGGAGF IGSWLVRKLLEKGYTVHATLRNTGDEAKAGLLRRLVPGAAE 60

RS SRS EEE S S S EEEE S S EEEEEESEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE
Hm1-B73 RLRLFQADLFDAATFAPAIAGCQFVFLVATPFGLDSAGSQYKSTAEAVVDAVRAILRQCE 120
hm1-2 RLRLFQADLFDAATFAPAIAGCQFVFLVATPFGLDSAGSQYKSTAEAVVDAVRAILRQCE 120

RS SRS RS S S S S EEEE S S EEEE SRS EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE
Hm1-B73 ESRTVKRVIHTASVAAASPLLEEEVSASGVGYRDFIDESCWTSLNVDYPLRSAHFDKYIL 180
hm1-2 ESRTVKRVIHTASVAAASPLLEEEVSASGVGYRDFIDESCWTSLNVDYPLRSAHFDISSI 180

RS SR SRS S S S EEEESESEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEES
Hm1-B73 SK=—mm——mm LRSEQELLSYNGGESPAFEVVTLPLGLVAGDTVLGRAPETVESAVAPVSRS 233
hm1-2 QAKLLLISELERLITLIFFS————— - o m oo oo e 200

* * o

Hm1-B73 EPCFGLLRILQQLLGSLPLVHVDDVCDALVFCMERRPSVAGRFLCAAAYPTIHDVVAHYA 293
hM1=2 = e e 200
Hm1-B73 SKFPHLDILKETEAVATVRPARDRLGELGFKYKYGMEEILDSSVACAARLGSLDASKLGL 353
hM1=2 = e e 200
Hm1-B73 QKG 356

hml-2 --= 200



