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Fig. 1. Expression activity of pSPL16::GUS in different tissues and organs.

(A)Three-leaf stage. GUS was detected in leaves concentrated at tip of leaves.

(B)Different florets collected at the In8 stage. GUS was detected in stamens, lemma
and palea.
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[&2. OxH FOxM T #EFE MR KL /MR B RE
(A)OXHERFEFE K Sip1/slp I1ZE 851k - B & FRIREF 4 RIOsSPL16 cDNAE fiL
(pSPLI16,,..) ¥ ASIp1/slp17€E R 1} EP ﬁ‘éfﬁh@{IOXHﬁﬁEﬁk OxHEEFE I Kz
Slp/slp IZEEERRIYEORLAMRBIREA (DL > HEO AN & d /N AR & -
(B)OXMEESE I Keslp 1 /slp 1€k - %HpSPLI Cor B ML Aslp1/slp IZE SRR > 4&
5 7L EOXMEEFE IR - OXMEBIE PR Bilslp 1/slp 17€ AR INRBIREAR L -

Fig. 2. Grain morphology of OxC and OxM T, transgenic plants.

(A)Four OxH transgenic lines and Slp1/slp1 mutant. All the lemma and palea were
degenerate and unclosed. The OxH transgenic lines were generated by introducing
the pSPL16,, . plasmid into the Slp1/slp 1 mutant. The pSPL16,, . plasmid contains
wild-type OsSPL16 cDNA, which is driven by the rice ubiquitin promoter. The OxH
transgenic plants showed similar phenotypes to the Slp1/slp 1 mutant.

(B)Five OxM transgenic lines and s/p/slpI mutant. The OxM transgenic lines were
generated by introducing the pSPL16,, . plasmid into the slp1/slp 1 mutant. The OxM
transgenic plants showed similar morphology to the s/p1/sipl. Scale bar =5 mm (A);
10 mm (B).
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b $%. Slp1/Sip1 Keslp1/slp IFS R K FE 2 OsSPLI 6B R P I A2 52 o
ELESIp 1 ResIp IZE R KT H1] > 853 R OsSPLI6EINA B T Ik % & 14 (single
nucleotide poly morphism, SNP) » [EHHG & KT » & iR OsSPL 16T 11 55 7 {E fa
it e o e L N S

Appendix. Sequence comparison of OsSPLI6 gene between the S/p1/Slpl and
sipl/slpl genotypes.

The SNP in OsSPL16 gene resulted in a missense mutation lysine to asparagine at the
sixth amino acid of OsSPL 16 protein.
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Functional Characterization of the
stunted lemmalpalea 1 Mutant Allele in Rice'

Ya-Ling Hou’

Abstract

The rice stunted lemma/palea 1 (slpl) mutant displays dwarf, shorten panicle
length, seriously degenerated lemma/palea, and sterility. Previous study suggested
that a missense mutation at the sixth amino acid of the OsSPLI6 protein was likely
responsible for the s/p/ mutant phenotypes. The current study showed that
overexpression of the wild-type OsSPL16 allele in the sipl/sipl and Sipl/slpl mutants
were unable to convert the s/p/ mutant phenotype to normal. However, introduction
of the mutant OsSPLI6 allele into a normal rice cultivar resulted in the s/p/ mutant
phenotypes displayed in the transgenic plants. These results concluded the missense
mutation of OsSPLI6 is the slpl mutant allele and a neomorph allele which affects
plant height and development of inflorescence and spikelet.

Key words : Oryza sativa, Lemma, Palea, OsSPLI6.

'The research bulletin is a part of the master thesis of the author.
? Assistant Researcher of Taitung DARES, COA.
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