Protein Database: Human Retinal Pigment Epithelium

=0 ) —
. . . - . . £
s Karen A West, Jian Sun, Lin Yan, Karen Shadrach, Azeem Hasan, Masaru Miyagi, John S Crabb, Joe G Hollyfield, Alan D Marmorstein, and John W Crabb @ i
BLINDNE!
Cole Eye Institute and Lerner Research Institute, Cleveland Clinic Foundation, Cleveland, OH
INTRODUCTION TABLE 1 FIGURE 1 FIGURE 2
o [ = = T -
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