Human Dual Specificity Phosphatase Catalytic Domain
Alignment
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QPCNEVTPRIYVGNASVAQDIPKLQKLGITHVLNAAEGRSFMHVNTNANFYKDSGITYLGIKAND

YSFSQITRSLFLSNGVAANDKLLLSSNRITAIVNAS VEVVNVFFEG--IQYIKVPVTD
SFPVEILPFLYLGCAKDSTNLDVLEEFGIKYILNVT PNLPNLFENAGEFKYKQIPISD
GGPVEILPFLYLGSAYHASRKDMLDALGITALINVS ANCPNHFEGH--YQYKSIPVED
GGPVEILPFLYLGSAYHAARRDMLDALGITALLNVS SDCPNHFEGH--YQYKCIPVED
GGPVEILPYLFLGSCSHSSDLQGLQACGITAVLNVS ASCPNHFEGL--FRYKSIPVED Human VH1-Related

Dual-Specificity
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TQEFNLSAYFERAADFIDQALAQKNGRVLVHCREGYSRSPTLVIAYLMMR-QKMDVKSA Phosphatase VHR
ARDSRLYDFFDPTADLIHTIDM-RQGRTLLHCMAGVSRSASLCLAYLMKY -HSMSL LDA (residues 2-185, white)
HWSQNL SQF FPEAISFIDEARG-KNCGVLVHCLAGISRSVTVTVAYLMQK-LNLSMNDA
NHKADISSWFNEAIDFIDSIKN-AGGRVFVHCQAGISRSATICLAYLMRT-NRVKLDEA DDEXXGpYVATR
NHKADI SSWFMEAIEYIDAVKD-CRGRVLVHCQAGISRSATICLAYLMMK-KRVRLEEA Substrate Peptide IETD
NQMVET SAWFQEATIGFIDWVKN-SGGRVLVHCQAGI SRSATTCLAYLMQS-RRVRIDEA (dark grey)
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