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Abstract: A homologue of APETALAI gene, designated StAP1, was isolated from potato ‘Désirée’ (Solanum
tuberosum) by RT-PCR (GenBank accession number GU220568). The ORF of the StAP1 was 735 bp long and
encoded a putative protein of 244 amino acids with a molecular weight of 28.57 kDa and a theoretical pl of
8.32. StAP1 protein contained a conserved MADS domain and had a high identity with AP1 homologous mem-
ber from tobacco. Analysis on the mRNA level of St4PI showed that it was highly expressed in leaves, apical
buds and flowers, and was expressed at lower levels in tubers. Further analysis with StCOL-antisense transgenic
potato plants indicated that St4P1 expression was regulated by StCOL.
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Fig.1 Agarose gel electrophoresis of amplification product of
StAPI from potato
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Fig.2 Alignment of the amino acid sequence of StAP1with that of other homologous
HIR] 2 BRI B (B B, DR L R A LB R B, S Rl R 532 S (StAP L, ADAT7531); M FF(ALAPI,
NP_177074); ¥ 4(MdAP1-like, AAL61543); JHEL(NAP1-2, AAD01422); Z24(PnAP1, BAG71406); Hi%i(VvAP1-like, XP_002263170).
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Fig.3 Tertiary structure model of NAP1 (A) and StAP1 (B)
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Fig.4 Phylogenetic analysis of StAP1

EA MRG0 SR ¥ (StAPL, ADAT7531).
MHH(NAPL1-2, AADO01422). #:(Ipomoea nil, PnAPI1,
BAG71406). #3¢(Spinacia oleracea, SpAP1, ACE75943).
i Bl (Phytolacca americana, PaAP1-like, AAP83384). #Ek
(Hydrangea macrophylla, HmAPI1-like, BAG68946). 7il%]
(VVAP1-like, XP_002263170). 4/} (Paeonia suffruticosa,
PsAPI1-like, AAP83419). ¥ (MdAPI-like, AAL61543). L
(Pyrus pyrifolia, PPAP1, ABP93401). #k(Prunus persica,
PpAP1-like, ABU63953). B ¥ (Rosa hybrid cultivar, RAP1-
like, ACS74806). &(Ziziphus jujuba, ZjAPI1-like,
ACG70964). flif¥(CsAP1, AAR01227). "R (Mangifera
indica, MSAP1-like, ACS45102). W IF(AtAPI,
NP177074). Hi#(BOAPL, CAA86024). ¥ (Capsella
bursa-pastoris, CbAP1-like, ACD76816)FIHI#(Salix discolor,
SAP1, AAY82244).
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Table 1 Analysis of StAP1 domains
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Fig.5 Expression analysis of St4PI in different tissues
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Fig.6 Expression analysis of St4P1 in StCOL-antisense
potato plants

i 20 TEF; 3: 2% 40 MR, 50 AR, WT: BFAE R,
StCOL-mutant: Jx X StCOL 3Rk, StGAPDH: W%,
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