Transcriptome Sequencing of 100 Fishes from the Yangtze River
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SEQUENCING FISHES IN THE YANGTZE RIVER Questions to be Addressed Data Curation for Cypriniformes Phylogeny
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Figure 1. The Yangtze River Basin and sample collection sites in this study. Questions
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Sample Collection (Figure 1 & 2) * Test those amblg[ti]ous hypothesis and unsettled nodes in the
current phylogeny Fish-T1KD! is an collaborative and non-profit initiative to www.fishtlk.org

* Dissection: multiple types of tissues (muscle, gill, eye, liver, heart

and brain) e Distinguish orthologs vs. paralogs (lineage-specific WGD in several | EEMEMEES TrEnSEpters SEGUENCES for LY Everss s speekes
. Species dentifcations morphology and DNA barcodin xa of yprinformes ) o e e e
 Shipping: snap frozen in liquid nitrogen * The origin of Cypriniformes (historical biogeography) » develop new tools for data analysis and management
e Stored: ultra-low refrigerator (-80 OC) Siluriformes  foster extensive global collaboration of fish omics study
e S, e Gymnotformes Current Progress

e ~ 8,000 genome-level frozen fish tissues (stored in -80°C )

Characiformes * available for genome and transcriptome sequencing

e ~ 400 transcriptomes (average data size > 3.5 Gb)
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* data are deposited in www.fishtlk.org (provide with a BLAST tool) 1,000 FISH TRANSCRIPTOME

Catostomidae * Eg: Our data has helped to construct the comprehensive phylogeny of ray-finned fishes (6!
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Figure 2. Classification of the collected samples
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