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Fig. S1.Map-based cloning of Nup133 and the primary structure of the Lotus Nup133 gene: (A)
Genetic map of the Nup133 region with positions of microsatellite markers and single nucleotide
polymorphism (SNP) markers above the line and distance in cM below. (B) Physical map of the BAC
and TAC clones between the closest linked microsatellite markers. The position of SNP markers used
to fine map the Nup133 locus and the fraction of recombinant plants found in the mapping population
are indicated. Candidate genes identified in the sequence region delimited by the closest linked
recombination events. PPR, Pentatricopeptide repeat-containing protein;  CAB, LHCII type
chlorophyll a/b binding protein; CP, putative Ca2+ transporting ATPase; EP, Expressed protein. Black
line, BAC and TAC clones from MG-20; grey line, BAC clones from B-129. (C) Exon-intron structure
of the Nup133 gene. Lenghts of exons in nucleotides are indicated above, and lenghts of introns in
nucleotides below,  the gene structure


