Chinese Hamster Orthology Map and Chromosome Scaffold

Defining Reqgions of Conserved Synteny Between Chinese Hamster and Other Sequenced Genomes

Flowchart of Chromosome Mapping

Construction of an Orthology Map

Chinese Hamster/Mouse
Genome Alignment Zoo - FISH (Yang et. al. 2000,
(Dr. Colin Dewey) Romanenko et. al. 2006)

Human/Mouse/Rat/Dog

Annotation of Chinese -
hamster and CHO cell ESTs
by BLAST comparison to
Ensemble mouse genome v40

Z00-FISH (reciprocal chromosome
painting) was used to define regions
of conserved synteny between mouse
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chromosomal rearrangements

- The locations of breakpoints in }
chromosome structure are
conserved among mammals
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Comparative chromosome map of the
laboratory mouse and Chinese hamster
defined by reciprocal chromosome
painting
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A Genomic Context for Data Analysis

Analysis of Transcribed CHO Genes

- X-axis: Each bar represents a contiguous 1 Mb
region mouse chromosome 2

- Y-axis (positive): The bar height is the number
of known genes in the 1 Mb region of the mouse
genome

- Y-axis (negative): The bar height is the number
of unique genes isolated from CHO cell line
cDNA libraries

- Comparison of ‘gene dense’ and ‘gene sparse’
regions can identify large chromosomal regions
not actively expressed in CHO cells
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‘Gene Dense’ regions where few hamster genes have been isolated
in cDNA libraries
Number of Chinese Hamster Genes Isolated per 1 Mb
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