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C-T at ntd 499 -> Arg-Trp at codon 167

Germline/Somatic
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Von Hippel-Lindau
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Type 1 (PHEO-)
RCC?
ND
cviJx
RGCY
BetI Mael
WCCGGW CTAG
SfaNI Scrfl Rlaiv
CCNHRGG GGHNNRCC
Gsul HpaIll CcviJgx
CCGG RGCY
ECORII BspMII DdeI
CCWGG TCCGGA CTHAG

170
GluArgCysLeuGlnValval ArgSerLeuvalLysProGlu
AGCGATGCCTCCAGGTTGTCCGGAGCCTAGTCAAGCCTGAG

AGCGATGCCTCCAGGTTGTCTGGAGCCTAGTCAAGCCTGAG
GluArgCysLeuGlnValval TrpSerLeuvalLysProGlu
170

CCWGG GGHNCC CTHAG
ECORII NlaIiv DdeI
CTGGAG RGCY
Gsul Gsul CviJx
CCRGG CTAG
SfaNI Scrfl Mael
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