UniprotKB Entry name |organism full oglcnacscore o_glcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol nucleus mitochndrion em!oplasmlc golgi [plasma extl_'acellular
ID name sites sites reticulum apparatus membrane region
P37304 PAM1 YEAST |Saccharomyces |Protein|24.475439 NaN S659;S732;S767 (33229814 MTSALRVLVCGDHPNLILYTSRFQH |None None None [None None None None None None

cerevisiae

PAM1

AKNIEFYLVNNSKNANYEVSSLFYG
TERFQIQNHFQSLLDLVDLNNENG
GLVFDLIIMSASSLQEIPQVLRDIKP
MMNKTTKILFESSGFIYLEPFIKASV
DLSLSNIFSIFTDYDIRRLDNGSYKQ
FTTANAKSFSVSIGQTTSVHENSYSS
DIIPILNTFQKLFQKLFPRDVVTLYDH
SPSAFLAKEWELALPQICFDPLLIILE
EKNPSTLDDHVLAKPLISGLLGESLL
IIKKMGIAMNNPNFQNEQTILKHWK
NKCEDLPDGPALLYNFIHKASSLNID
LLLLQPILLADDFGVKTPYLECLFTM
MTQYQLLNKGDSEWFIRKDENTALT
RVDDLQNSIALKDGKIMQLQNSEST
LKNEIKELQSQVLSLKQEVSSSKAN
NGQELEILKKKVQMGDNSLFDRPN
SNTNGISPSDNIVDVDLNYERSDQG
NNSSGNDSRRQSFFNSTSDTTLSRD
ETSLKERELEVRMKELELQERELEL
QRKALQQQQQYQQRPPKQVYSGPS
GTPTSGNNNNKSYNPNRKSSYSQP
QHVAMMTSRGLHGPSAASSSPVISA
NNFVDPVSSGTPYSSNSSRFSQQIPS
QQYMHTVKPTSRKNRSSVMPNIGYV
PGLTNNEYGRKFNGNGMNGTQSRL
NSLSNQSTFRSQQGPPITQQKSFQN
NGGSMRTNRIPSANYNISNQQSGFV
NSISSPNLSNLENRNTVQNSRNADS
APCVNQLNSDSPPQLQSLSQNGTSK
IVPQINITQPSPIQTNFATSDNPAAVIK
LGTPSEDTVSAAATANNISTMGDES
RKEDVKEKKKKKFSFFGKRKK




