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ABSTRACT: AIM To study the karyotype, genome size and other characteristics information of Bletilla striata
(Thumb.) Reich b. f.. METHODS

hybridization ( FISH) ; its genome size estimated by flow cytometry, with tomato as an internal reference; its

B. sitriata had its karyotype analyzed by two-color fluorescent in situ

biological information about genomic size, heterozygosity rate, GC content, etc. by genomic survey analysis.
RESULTS
chromosomes possessing karyotype 2C, with one pair strongly displaying 5S rDNA sites in the gap between two

DAPI fluorescence staining and FISH of telomere revealed that B. striata sm and st diploid

homologous chromosomes, and one pair of 18S rDNA sites in the secondary constriction site of the short arm of the
chromosome analyzed by RDNA FISH. After K-mer analysis correction and Genoscope evaluation, B. siriata’ s
2. 37 Gb genome size and 60. 11 Gb effective data revealed by whole gene survey analysis turned out to be 2. 53 Gb
genome size, coexisting with 1. 099% heterozygous rate, 67.45% repetitive sequences, 36. 11% GC content, and
23. 73 total sequencing depth. CONCLUSION Through this study, B. striata had its karyotype determined based
on 5S rDNA and 18S rDNA FISH, and its genome size data supplemented for the first time, providing basic
reference data for species classification, population evolution research, whole genome sequencing, assembly and
redundancy processing of B. striata.

KEY WORDS: Bletilla striata ( Thumb.) Reich b. f.; genomic investigation; flow cytometry; K-mer analysis;

two-color fluorescence in situ hybridization
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