UniprotKB Entry name organism |full name oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular extracellular |cytosol jnucleus mitochndrion enqoplasmlc golgi ¥ extl:acellular
ID sites sites reticulum apparatus membrane region
Q9HAZ2 PRD16_HUMAN [Homo Histone-lysine N- (18.379595 NaN NaN 30379171 MRSKARARKLAKSDGDVVNNMYEP (True False 4.608 |[5.0 2.975 1.975 1.145 2.076 2.346

sapiens

methyltransferase
PRDM16

NRDLLASHSAEDEAEDSAMSPIPVG
PPSPFPTSEDFTPKEGSPYEAPVYIPE
DIPIPADFELRESSIPGAGLGVWAKR
KMEAGERLGPCVVVPRAAAKETDFG
'WEQILTDVEVSPQEGCITKISEDLGS
EKFCVDANQAGAGSWLKYIRVACSC
DDQNLTMCQISEQIYYKVIKDIEPGE
ELLVHVKEGVYPLGTVPPGLDEEPTF
RCDECDELFQSKLDLRRHKKYTCGS
VGAALYEGLAEELKPEGLGGGSGQA
HECKDCERMFPNKYSLEQHMVIHT
EEREYKCDQCPKAFNWKSNLIRHQ
MSHDSGKRFECENCVKVFTDPSNL
QRHIRSQHVGARAHACPDCGKTFAT
SSGLKQHKHIHSTVKPFICEVCHKSY
TQFSNLCRHKRMHADCRTQIKCKD
CGQMFSTTSSLNKHRRFCEGKNHY
TPGGIFAPGLPLTPSPMMDKAKPSPS
LNHASLGFNEYFPSRPHPGSLPFST
APPTFPALTPGFPGIFPPSLYPRPPLL
PPTSLLKSPLNHTQDAKLPSPLGNPA
LPLVSAVSNSSQGTTAAAGPEEKFES
RLEDSCVEKLKTRSSDMSDGSDFED
VNTTTGTDLDTTTGTGSDLDSDVDS
DPDKDKGKGKSAEGQPKFGGGLAPP
GAPNSVAEVPVFYSQHSFFPPPDEQ
LLTATGAAGDSIKAIASIAEKYFGPGF
MGMQEKKLGSLPYHSAFPFQFLPN
FPHSLYPFTDRALAHNLLVKAEPKSP
RDALKVGGPSAECPFDLTTKPKDVK
PILPMPKGPSAPASGEEQPLDLSIGS
RARASQNGGGREPRKNHVYGERKL
GAGEGLPQVCPARMPQQPPLHYAKP
SPFFMDPIYSRVEKRKVTDPVGALKE
KYLRPSPLLFHPQMSAIETMTEKLES
FAAMKADSGSSLQPLPHHPFNFRSP
PPTLSDPILRKGKERYTCRYCGKIFP
RSANLTRHLRTHTGEQPYRCKYCDR
SFSISSNLQRHVRNIHNKEKPFKCH
LCNRCFGQQTNLDRHLKKHEHENA
PVSQHPGVLTNHLGTSASSPTSESD
NHALLDEKEDSYFSEIRNFIANSEM
NQASTRTEKRADMQIVDGSAQCPGL
ASEKQEDVEEEDDDDLEEDDEDSLA
GKSQDDTVSPAPEPQAAYEDEEDEE
PAASLAVGFDHTRRCAEDHEGGLLA
LEPMPTFGKGLDLRRAAEEAFEVKD
VLNSTLDSEALKHTLCRQAKNQAYA
MMLSLSEDTPLHTPSQGSLDAWLK
VTGATSESGAFHPINHL




