UniprotKB Entry name organism full name oglcnacscore o-glcnac phosphorylation sites PMIDS |[sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasma eXtI:a'
ID sites reticulum apparatus membrane [regio:
Q92508 PIEZ1_HUMAN Homo Piezo-type 26.147272 T2095 [T734;S758;S1391;S1396;51636;516 [39531497 MEPHVLGAVLYWLLLPCALLAACLL |False True 2.289 [2.398 [2.062 5.0 1.15 4.79 2.46
sapiens |mechanosensitive 46;T1854 RFSGLSLVYLLFLLLLPWFPGPTRCG
ion channel LQGHTGRLLRALLGLSLLFLVAHLAL

component 1

QICLHIVPRLDQLLGPSCSRWETLSR
HIGVTRLDLKDIPNAIRLVAPDLGILV
VSSVCLGICGRLARNTRQSPHPREL
DDDERDVDASPTAGLQEAATLAPTR
RSRLAARFRVTAHWLLVAAGRVLAV
TLLALAGIAHPSALSSVYLLLFLALCT
WWACHFPISTRGFSRLCVAVGCFGA
GHLICLYCYQMPLAQALLPPAGIWA
RVLGLKDFVGPTNCSSPHALVLNTG
LDWPVYASPGVLLLLCYATASLRKLR
AYRPSGQRKEAAKGYEARELELAEL
DQWPQERESDQHVVPTAPDTEADN
CIVHELTGQSSVLRRPVRPKRAEPRE
ASPLHSLGHLIMDQSYVCALIAMMV
WSITYHSWLTFVLLLWACLIWTVRS
RHQLAMLCSPCILLYGMTLCCLRYV
WAMDLRPELPTTLGPVSLRQLGLEH
TRYPCLDLGAMLLYTLTFWLLLRQF
VKEKLLKWAESPAALTEVTVADTEPT
RTQTLLQSLGELVKGVYAKYWIYVCA
GMFIVVSFAGRLVVYKIVYMFLFLLC
LTLFQVYYSLWRKLLKAFWWLVVAY
TMLVLIAVYTFQFQDFPAYWRNLTG
FTDEQLGDLGLEQFSVSELFSSILVP
GFFLLACILQLHYFHRPFMQLTDME
HVSLPGTRLPRWAHRQDAVSGTPLL
REEQQEHQQQQQEEEEEEEDSRDE
GLGVATPHQATQVPEGAAKWGLVAE
RLLELAAGFSDVLSRVQVFLRRLLEL
HVFKLVALYTVWVALKEVSVMNLLL
VVLWAFALPYPRFRPMASCLSTVWT
CVIIVCKMLYQLKVVNPQEYSSNCTE
PFPNSTNLLPTEISQSLLYRGPVDPA
NWFGVRKGFPNLGYIQNHLQVLLLL
VFEAIVYRRQEHYRRQHQLAPLPAQ
AVFASGTRQQLDQDLLGCLKYFINF
FFYKFGLEICFLMAVNVIGQRMNFL
VTLHGCWLVAILTRRHRQAIARLWP
NYCLFLALFLLYQYLLCLGMPPALCI
DYPWRWSRAVPMNSALIKWLYLPD
FFRAPNSTNLISDFLLLLCASQQWQ
VFSAERTEEWQRMAGVNTDRLEPL
RGEPNPVPNFIHCRSYLDMLKVAVF
RYLFWLVLVVVFVTGATRISIFGLGY
LLACFYLLLFGTALLQRDTRARLVLW
DCLILYNVTVIISKNMLSLLACVFVE
QMQTGFCWVIQLFSLVCTVKGYYDP
KEMMDRDQDCLLPVEEAGIIWDSV
CFFFLLLQRRVFLSHYYLHVRADLQ
ATALLASRGFALYNAANLKSIDFHRR
IEEKSLAQLKRQMERIRAKQEKHRQ
GRVDRSRPQDTLGPKDPGLEPGPDS
PGGSSPPRRQWWRPWLDHATVIHS
GDYFLFESDSEEEEEAVPEDPRPSA
QSAFQLAYQAWVTNAQAVLRRRQQ
EQEQARQEQAGQLPTGGGPSQEVEP
AEGPEEAAAGRSHVVQRVLSTAQFL
WMLGQALVDELTRWLQEFTRHHGT
MSDVLRAERYLLTQELLQGGEVHRG
VLDQLYTSQAEATLPGPTEAPNAPST
VSSGLGAEEPLSSMTDDMGSPLSTG
YHTRSGSEEAVTDPGEREAGASLYQ
GLMRTASELLLDRRLRIPELEEAELF
AEGQGRALRLLRAVYQCVAAHSELL
CYFIIILNHMVTASAGSLVLPVLVFL
WAMLSIPRPSKRFWMTAIVFTEIAVV
VKYLFQFGFFPWNSHVVLRRYENKP
YFPPRILGLEKTDGYIKYDLVQLMAL
FFHRSQLLCYGLWDHEEDSPSKEH
DKSGEEEQGAEEGPGVPAATTEDHI
QVEARVGPTDGTPEPQVELRPRDTR
RISLRFRRRKKEGPARKGAAATEAED
REEEEGEEEKEAPTGREKRPSRSGG
RVRAAGRRLQGFCLSLAQGTYRPLR
RFFHDILHTKYRAATDVYALMFLAD
VVDFIIIIFGFWAFGKHSAATDITSSL
SDDQVPEAFLVMLLIQFSTMVVDRA




LYLRKTVLGKLAFQVALVLAIHLWM
FFILPAVTERMFNQNVVAQLWYFVK
CIYFALSAYQIRCGYPTRILGNFLTKK
YNHLNLFLFQGFRLVPFLVELRAVM
DWVWTDTTLSLSSWMCVEDIYANIF
[IKCSRETEKKYPQPKGQKKKKIVKY
GMGGLIILFLIAIIWFPLLFMSLVRSV
VGVVNQPIDVTVTLKLGGYEPLFTM
SAQQPSIIPFTAQAYEELSRQFDPQP
LAMQFISQYSPEDIVTAQIEGSSGAL
WRISPPSRAQMKRELYNGTADITLR
FTWNFQRDLAKGGTVEYANEKHML
ALAPNSTARRQLASLLEGTSDQSVVI
PNLFPKYIRAPNGPEANPVKQLQPN
EEADYLGVRIQLRREQGAGATGFLE
WWVIELQECRTDCNLLPMVIFSDKV
SPPSLGFLAGYGIMGLYVSIVLVIGKF
'VRGFFSEISHSIMFEELPCVDRILKL
CQDIFLVRETRELELEEELYAKLIFLY
RSPETMIKWTREKE




