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Genome wide gene expression profile of murine naive, effector
and memory CD8+T lymphocytes
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Table 1. CD8 Sequencing Summary

Sequenced Mapped tags Tags in
tags Unique Tags  (one locus) Refseq Gene No.
CD8 Naive T 9,853,396 4,949,255 2,957,436 2,329,997 13,235
CD8 Effector T 11,354,738 7,512,665 5,287,872 4,198,234 12,934
CD8 Memory T 8,405,854 3,395,702 3,232,022 2,675,564 12,771

Mapped tags represent number of 25bp 5’end tags getting hits in genome.
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Figurel. Differentially expressed genes in naive, effector, and memory

CD8"T cells. Expression level : >10(>1 copy/cell)
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Figure2. Schematic illustration of the three phases of an antigen-specific CD8 T cell response following
immunization. Newly identified genes which are associated with CD8 T cell differentiation are listed.
(N:gene expression level in naive CD8 Tcells, E: effector, M: memory ).
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