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Recombinant human 60S ribosomal protein L15  
Catalog Number: CSB-RP024354h 

Product Name：：：： Recombinant human 60S ribosomal protein L15 

Catalog Number：：：： CSB-RP024354h 

Relevance ：：：： 

As a base for human transcriptome and functional genomics, we created the "full-length 

long Japan" (FLJ) collection of sequenced human cDNAs. We determined the entire 

sequence of 21,243 selected clones and found that 14,490 cDNAs (10,897 clusters) were 

unique to the FLJ collection. About half of them (5,416) seemed to be protein-coding. Of 

those, 1,999 clusters had not been predicted by computational methods. The distribution of 

GC content of nonpredicted cDNAs had a peak at approximately 58% compared with a 

peak at approximately 42%for predicted cDNAs. Thus, there seems to be a slight bias 

against GC-rich transcripts in current gene prediction procedures. The rest of the cDNAs 

unique to the FLJ collection (5,481) contained no obvious open reading frames (ORFs) and 

thus are candidate noncoding RNAs. About one-fourth of them (1,378) showed a clear 

pattern of splicing. The distribution of GC content of noncoding cDNAs was narrow and had 

a peak at approximately 42%, relatively low compared with that of protein-coding cDNAs. 

Mol weight ：：：： 48KDa 

Product Info ：：：： GST-tagged  

Source：：：： E.coli derived 

Image: 

 

Purity：：：： >90%(SDS-PAGE) 

Storage Buffer：：：： PBS, pH 7.4,50% glycerol 

Storage ：：：： Store at -20℃, for extended storage, conserve at -20℃ or -80℃. 

Notes ：：：： 
Repeated freezing and thawing is not recommended. Store working aliquots at 4℃ for up 

to one week. 

AA sequence：：：：：：：： 

GAYKYIQELWRKKQSDVMRFLLRVRCWQYRQLSALHRAPRPTRPDKARRLGYKAKQGY

VIYRIRVRRGGRKRPVPKGATYGKPVHHGVNQLKFARSLQSVAEERAGRHCGALRVLNS

YWVGEDSTYKFFEVILIDPFHKAIRRNPDTQWITKPVHKHREMRGLTSAGRKSRGLGKGH

KFHHTIGGSRRAAWRRRNTLQLHRYR 
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