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mesopolyploid events in Brassicaceae contrasts with
convergent patterns of gene retention
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» Zhiyong Xiong and J Chris Pires

» Karyotype and Identification of All
Homoeologous Chromosomes of
Allopolyploid Brassica napus and
Its Diploid Progenitors

» Genetics (2011) 187: 37-49 DO
10.1534/genetics.110.122473
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Massive oligonucleotide pools —
>20,000 c. 50-mers = >1,000,000 bp

» Designed along chromosome, then
screened o remove sequences that have
homology to other sites or repetitive DNA

Genetics, Vol. 208, 513-523  February 2018 GEMETICS INVESTIGATION
Cnmparatwe 0I|gu-FISH Mapping: An Efficient and

Powerful Methodology To Reveal Karyotypic and
Chromosomal Evolution

Guilherme T. Braz,*"' Li He,**' Hainan Zhao,*' Tao Zhang,**' Kassandra Semrau,*
Jean-Marie Rouillard,**"" Giovana A. Torres,” and liming Jiang™**

ABSTRACT Developing the karyotype of a eukaryotic species relies on identification of individual chromosomes, which has been a
major challenge for most nonmodel plant and animal speces. We developed a novel chromosome identification system by selecting
and labeling oligonucleotides {oligos) located in specific regions on every chromosome. We selected a set of 54,672 oligos (45 nt)




A05:12000000-12500000:492740-492787 ATATAAAATIGAGAAAAATGGCAAAAAAGATTIATGATCAACTAGAAG
A05:12000000-12500000:493030-493077 CAGAGACAGACTITACCAAAAAGCAATAAAAATTAATAAATATCAAT
A05:12000000-12500000:493220-493267 ATTAAGAAAAAAGGTITAACCTAAATIGGIGGTACAAAATATAATGAA
A05:12000000-12500000:497420-497467 AACAAATIGGAGAAAAATITAAACTTATITTGAGGGAAAATATGAAG

A01:4000000-4500000:990-1037

A01:4000000-4500000:1040-1087
A01:4000000-4500000:1830-1877
A01:4000000-4500000:2190-2237
A01:4000000-4500000:3310-3357
A01:4000000-4500000:3670-3717
A01:4000000-4500000:4270-4317
A01:4000000-4500000:4540-4587

ATATGITGCAGCATITAATGTTGTCAAATTATATAGCAGAAATATAA
AAAAAACTAGITGGCAGTACAAATAATGTAACCATAAAAAAAATCTA
ATTTTGTAAAGATGTTGAAGTATGGAATAAACATAAATICTTTGTTC
TCCAAATGCAGAAAATAAAATATTAATAATGAAACATCCAAATAGCT
CGGACACTATATAATATIGAAAGCAATAAAAAGATATGAATAAATGA
TCCTATAAAAATGAATTATITGTAAGAAATATGATCACTCTCATACA
AGGTITCAAGTTATTATTITAATCTITCTITCTACGTITGTGTTAAT
ATATATATGTATACAATGCGATATTAATIGTCTATITCCATGTATGT
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