Supporting Information Table 1. Experimentally Measured and Predicted NRTs of All 834 peptides

NRT NRT
Peptide seq meas pred Peptide seq meas pred
ASAQLETIK 0.431 0.437 FGEIEEVELGRIQK 0.566 0.601
YFPDATILALTTNEK 0.671 0.666 GDPVYLK 0.448 0.454
MVEVNACLK 0.504 0.496 IVVFNNSVLGFVAMEMK 0.774 0.774
QHEFSHATGELTALLSAIK 0.674 0.623 NGVEERK 0.127 0.090
LDEAGVRMIGPNCPGVITPGECK 0.586 0.611 TCPK 0.121 0.133
VNEDLGLLSEEK 0.547 0.561 FFPAEANGGVK 0.497 0.509
NHLNMHFVSNVDGTHIAEVL K 0.587 0.621 GFSGEDATPALEGADVVLISAGVARK 0.679 0.683
GFTSEITVTSNGK 0.500 0.480 ERVTEAFK 0.410 0.391
DAASFAPLHNPAHLIGIEEALK 0.651 0.661 IIQIDINPASIGAHSK 0.596 0.584
LGELLEALK 0.608 0.597 NYDPRATVMRETCHEVLK 0.527 0.534
RAMDVYCHRLAK 0.440 0.443 IYAYLSRGLCGR 0.545 0.541
ITDAYAENPQIANLLLAPYF K 0.745 0.754 LLPWIDGLLDAGEK 0.753 0.737
QEAAPAAAPAPAAGVK 0.438 0.460 LLAWLETLK 0.679 0.682
QVIDASHAEGK 0.371 0.372 ITASVAEK 0.420 0.455
PLSPETWQHLK 0.529 0.530 HLINK 0.171 0.194
SIREAGVQEADFLANVDK 0.581 0.596 VLGVK 0.386 0.400
VGIVSRSGTLTYEAVK 0.526 0.562 DSVSYGVVK 0.452 0.436
IAAGDTSNLGDTSTLADPGVVEK 0.550 0.590 NGLACITPISALNQPGK 0.622 0.600
AMQEVLQQFAHVK 0.599 0.575 ELGTK 0.141 0.140
LASAK 0.123 0.172 ARHLVDLYQQQGVEK 0.477 0.503
GVNLPGVSIALPALAEK 0.698 0.656 FLCIAK 0.510 0.493
VTGQALTVNEK 0.431 0.449 AGQTFTFTTDK 0.501 0.508
VIVVTDGERILGLGDQGIGGMGIPIGK 0.700 0.682 LSPTLAMYRAK 0.505 0.523
RALIVTDRFLFNNGYADQITSVLK 0.687 0.755 LPYITFPEGSEEHTYLHAQRQK 0.572 0.581
APVIVQFSNGGASFIAGK 0.635 0.648 LIQLMNETVDGDYQTFK 0.630 0.667
TDITELEAFRK 0.538 0.525 NINPTQTAAWQALQK 0.575 0.561
TRNAIIFSPHPRAK 0.436 0.465 VMWGSRWDELLRK 0.608 0.626
DWGYQLAREEFGGELIDGGPWLK 0.729 0.742 AVLNRGVSVVVLPGDVALK 0.629 0.672
LMPEFWQFPTVSMGLGPIGAIYQAK 0.812 0.827 EYLPASYHEGSK 0.443 0.454
ESAPAAAAPAAQPALAARSEK 0.468 0.468 GVHEGHVAAEVIAGK 0.444 0.427
ELLEDPTRLLLDVGLCGR 0.733 0.731 RGLCGR 0.242 0.209
SVLCIGGSWLVPADALEAGDYDRITK 0.723 0.736 MRTLGTAACPPYHIAFVIGG TSAETNLK 0.642 0.687
LVSWYDNETGYSNK 0.540 0.556 MVGGVTPGK 0.410 0.426
VHPNDDVNK 0.264 0.294 NLDDK 0.136 0.135
RPFK 0.144 0.158 EYAPAEDPGVVSVSEIYQYYK 0.664 0.638
MVPCDFIAPAITHNPLSDHH QK 0.629 0.622 HQFAQSLNYEIAK 0.518 0.511
APNSPVAGRATVFIFPDLNTGNTTYK 0.660 0.653 HVTWRGEAIPGSLFDFALYFFHNYQALLAK 0.880 0.815
RMQAAGAQAYLVNTGWNGTGK 0.555 0.564 EDGIYVTMEGK 0.513 0.509
EGTRPAVVIPTNEELVIAQDASRLTAGLCGR 0.720 0.700 IINELEGIFEGAGWNVIK 0.756 0.782
IAFGCDHVGFILK 0.632 0.651 LRIMFPMIISVEEVRALRK 0.698 0.728
ESGLLGLTEVTSDCRYVEDNYATK 0.648 0.623 ANSGHPGAPMGMADIAEVLWNDFLK 0.826 0.740
QLIPQLK 0.539 0.502 TAGVIGTGK 0.374 0.387
GVVPQLVK 0.524 0.475 YIPEELRK 0.440 0.458
HFSTTPAEK 0.355 0.357 LMAELEGLCGR 0.583 0.609
LNERHYGALQGLNK 0.454 0.453 ALLSMAIRAAK 0.549 0.503
IAEAAVVGIPHNIK 0.537 0.532 FCQEEDK 0.344 0.358
YYDELPTEGNEHGQAFRDVE LEK 0.552 0.572 TAELAGFSVPENTK 0.581 0.583
TTLSTDPK 0.371 0.361 LELPSLQDFGALLEEQSK 0.762 0.729
MLNK 0.163 0.204 ERAADVRDIGK 0.382 0.352
AIEGTDRSSLRILGSVGEPINPEAWEWYWK 0.727 0.758 DWRGGRGASQNIIPSSTGAAK 0.490 0.468
QTYCGPIGAEYMHITSTEEK 0.581 0.558 GFDSPREFYVGRLTEGIATL GAAFYPK 0.747 0.708
PARVVMEK 0.369 0.412 AVAAVNGPIAQALIGK 0.622 0.593
DSILEAIDAGIK 0.662 0.588 LAVNFGAEILK 0.634 0.606
FSATFDDQMLVDYSK 0.625 0.651 LNAK 0.124 0.149
VIPSIAYTEPEVAWVGLTEK 0.708 0.723 AEAPAAAPAAK 0.365 0.367
TRTQQIEELQK 0.422 0.456 FNLMLETK 0.577 0.574
IFMGLATIFLERDLALIEINPLVITK 0.897 0.868 EAAPAAAPAAAAAK 0.404 0.432
VYYDLLEQRRK 0.497 0.494 DFEDAVEK 0.451 0.443
QRSLYIPYAGPVLLEFPLLNK 0.767 0.742 AGVYDK 0.199 0.203
HFDEMK 0.330 0.319 DVTIADLFAK 0.658 0.590
AGRGLCGR 0.310 0.320 HYFDPK 0.387 0.355
YVALQFLRNSDIAAK 0.606 0.619 PGVITGDDVQK 0.438 0.474
YIALRCAGFNNVDLDAAK 0.595 0.628 FPLPVEVIPMARSAVARQLVK 0.703 0.693
RYYLGNADEIAAK 0.498 0.492 LAPSLTLGCGSWGGNSISENVGPK 0.631 0.643
NRITEETLAK 0.418 0.410 LQTLGLTQGTVVTISAEGED EQK 0.607 0.647
LLAYNCSPSFNWQK 0.609 0.617 IYQLK 0.426 0.436
HFAALSTNAK 0.415 0.429 VLPAVAMLEERAK 0.617 0.573
QMNDEIHQNLVGVSNHRTLE FAK 0.545 0.581 GDVLNYDEVMERMDHFMDWLAK 0.783 0.734
LDNLVFVINCNLQRLDGPVTGNGK 0.730 0.706 EEAHGAPLGEEEVALARQK 0.497 0.498
EGVFHTEWLDGLCGR 0.647 0.653 GIANSILIK 0.552 0.515
TLGEFIVEK 0.556 0.565 IGVAMLRILK 0.610 0.610
LSEDAFDDQCTGANPRYPLISELK 0.629 0.651 LRGSVNPECTLAQLGAAK 0.583 0.569
RISTVPEAVEMQSRVAK 0.500 0.512 DITLAMDCAASEFYK 0.661 0.657
NDSFRLMGFGHRVYK 0.532 0.542 AAYSSGK 0.133 0.149
RLLTTCNIPVPSDVRVATEFSETAPATLK 0.656 0.678 GMNTAVGDEGGYAPNLGSNAEALAVIAEAVK 0.727 0.719




NRT NRT
Peptide seq meas pred Peptide seq meas pred
QWRRGFAVTPPELTK 0.543 0.561 DIADYEHNQLMRRLRQLIAQSWHTDEIRK 0.683 0.618
VNNIGEIAAAGADMFVAGSAIFDQPDYK 0.794 0.778 PLFSSHMIDLSEESLQENIEICSK 0.688 0.715
VNPGSIILSAEMMLRHMGWTEAADLIVK 0.868 0.822 EIGPLATPDVLHWTDSLPK 0.693 0.664
MRGSHHHHHHTDPALRAIK 0.343 0.339 ADLWLAEYYDQRLVDK 0.650 0.697
ASMEVPSPQAGIVK 0.530 0.532 VQQPEFAAAK 0.451 0.449
GNDFFQQIQLTQCTRCVK 0.618 0.606 GAIVGMTGYGESAPADK 0.513 0.530
NDDYLILDAVNNQVYVNPTN EVIDK 0.683 0.699 YTSSVVIDESVIQGIK 0.618 0.615
SAGLCGR 0.354 0.356 LRPSPVDEAK 0.395 0.439
FPNGVK 0.404 0.400 VEPEALTLLAQQAFHDASFMLRPAHQK 0.778 0.752
ALAEHGIVFGEPK 0.527 0.548 RLQELAK 0.360 0.385
GAITIATREK 0.419 0.408 VAAEQSLITVEGDK 0.514 0.550
ALAAGADVVHFDVMDNHYVPNLTIGPMVLK 0.719 0.788 DEEHNNQVLNK 0.368 0.349
ESWQDLPQNK 0.480 0.464 VINDNFGIIEGLMTTVHATTATQK 0.733 0.703
DHPIYYAGPAK 0.442 0.473 HYGRPMDIEWAK 0.505 0.501
IPSINVSK 0.481 0.446 AGTHDSHGAPLGDAEIALTREQLGWK 0.601 0.591
QILLDTYYGRDYVEGETAAK 0.584 0.626 LEQAK 0.129 0.171
VNVGDK 0.158 0.188 VVMTGPSK 0.389 0.426
IRGIPADLEDRRVEITGPVERK 0.534 0.551 TYSINEGNYIK 0.509 0.477
YNQLIRIEEALGEK 0.623 0.585 RAVEEARAVTDK 0.379 0.349
FTGANTLEVEGENGK 0.492 0.505 RVFIRADLNVPVK 0.534 0.566
VVSDYLAK 0.460 0.476 IRMVYAPTQEHGK 0.447 0.451
DIALGEEFVNK 0.568 0.566 QYLIAPSILSADFARLGEDTAK 0.719 0.719
DQRVAASK 0.133 0.135 IEVEDFPAFILVDDK 0.733 0.740
TICGLCGR 0.470 0.474 PIAQPRTGGDAPDQTTTIVRANSSTTTAAEPLK 0.518 0.514
SFPQLK 0.485 0.439 GQRVWTGGGDEETLSK 0.464 0.493
HRLDVQFDNVEEAIAMSAMYAANHLK 0.751 0.703 VIHDISEMNRIEPGDVLVTD MTDPDWEPIMK 0.698 0.722
AQREYASFTQEQVDK 0.463 0.470 LAVNIGLEILK 0.676 0.663
YPLADYALTPDMAIVDANLVMDMPK 0.794 0.799 GYINSLGALTGGQALQQAK 0.610 0.613
TPSDVLAVHLLLK 0.644 0.636 MVQAPIFHVNADDPEAVAFVTRLALDFRNTFK 0.813 0.797
DGHLIVNGK 0.398 0.401 DDLLEVAMELENIALNDPYFIEK 0.886 0.825
RVVMCSGK 0.334 0.376 AGIALNDNFVK 0.559 0.533
AGEGEAVRVDLNRPMK 0.476 0.473 VIAAGANVVRMNFSHGSPEDHK 0.515 0.546
VFEGNRPTNSILLREITPFS LGALIALYEHK 0.775 0.763 AETLAK 0.198 0.184
IIDLSAIQDEVILVAADLTP SETAQLNLK 0.853 0.843 YINELQANPAK 0.469 0.476
LDVILLMSVNPGFGGQSFIPQTLDK 0.785 0.787 LVLVLNCGSSSLK 0.605 0.606
ELHRDVCRFANTLLELGIK 0.675 0.663 FIRDHIAK 0.387 0.436
LAREAVEGAK 0.388 0.394 LYPNVDFYSGIILK 0.695 0.693
RPQDRVALPDVPK 0.493 0.473 SGFINK 0.390 0.396
PSLLMCK 0.509 0.503 GPSIMPGGQK 0.442 0.428
GLCGR 0.251 0.256 SATPAQAQAVHK 0.364 0.358
LNGSRHMVHELVSNLRK 0.486 0.480 SEFAENDAYVHATPLIRRLAREFGVNLAK 0.697 0.671
LEQEK 0.124 0.167 EQGLNSENFVAFNLTERMQLIGGTWYGGEMK 0.755 0.745
HLAK 0.118 0.141 DIFTK 0.430 0.425
QAVQIEK 0.381 0.384 VTSDARIRASLPTIELALK 0.615 0.641
FAAYK 0.382 0.344 VALDPLTGPMPYQGRELAFK 0.646 0.678
TEEVCARQIDAVLK 0.555 0.539 VSRAIAFAVGK 0.494 0.469
STNRPYTSRYIGSLVADFHRNLLK 0.624 0.624 ISPRFTIAASFGNVHGVYK 0.600 0.614
TANGCEAVCIFVNDDGSRPVLEELK 0.667 0.671 GNRSQQVTDACK 0.338 0.321
LGSQFHIPHGLANALLICNVIRYNANDNPTK 0.692 0.690 SQSSNDVFPTAMHVAALLALRK 0.698 0.654
GNRSQQVTDACHK 0.338 0.282 FAALEAAGVK 0.522 0.490
HGGFYLGSIGGPAAVLAQGS IK 0.666 0.654 DLANAIRALSMDAVQK 0.676 0.597
DPATLDYVVPFK 0.626 0.615 GVLGYTEDDVVSTDFNGEVCTSVFDAK 0.681 0.684
EHGIRRYGAHGTSHFYVTQEAAK 0.434 0.458 LIDDAVAWAK 0.563 0.581
RVIVRLSDFK 0.508 0.508 YVGLK 0.398 0.393
VIDEMRSELAK 0.475 0.506 SLISLK 0.505 0.462
YINIGVAVDTPNGLVVPVFK 0.724 0.720 VAEETPHLIHK 0.426 0.446
IARPRQLYTGYEK 0.455 0.478 SLRRIDRSNVREK 0.361 0.362
VDMALVGDIK 0.573 0.579 PFIYQAPFPMGK 0.639 0.636
PFLNAYSRLLIK 0.626 0.617 ALLLK 0.462 0.483
LVAMGGIGHTSCLYTDQDNQPARVSYFGQK 0.594 0.614 LLAARIQQQQDIDNGTLPDFISETASIRDADWK 0.680 0.720
AAQEIVNSGK 0.377 0.384 VREATRLAQEK 0.364 0.366
TFTTQETMTNAHSARDWFLK 0.575 0.633 IIRNTNFEDAK 0.425 0.470
TQTGALIMIFDSADGAADAAPAQAEEK 0.685 0.722 HGERFMERYAPNAK 0.439 0.420
LHGYLPSRQPNFTEK 0.489 0.529 AVTLGLK 0.486 0.465
LTQLISAAQK 0.498 0.509 VLPITIHGDAAVTGQGVVQETLNMSK 0.652 0.679
AGGVK 0.118 0.111 MWRLLHGESK 0.480 0.486
PMDPYVVEEDPGVK 0.539 0.547 GLCGR 0.253 0.256
IGNEK 0.123 0.123 ASMEVPAPFAGTVK 0.586 0.573
GLVTRQLSGK 0.432 0.417 GPEIRTMK 0.390 0.387
YLANK 0.205 0.210 SSNTETFVAIRVDIDNWRWAGVPFYLRTGK 0.727 0.729
PVVGYIAGVTAPK 0.564 0.561 IVIRPLPGLPVIRDLVVDMGQFYAQYEK 0.840 0.809
VFMVDRFGLLTDK 0.637 0.688 GRILREDVQAYVK 0.488 0.488
MPTSLIHALALTK 0.624 0.621 TQSWQEAAWWSEVFSYAEDRFNLPRGTIK 0.775 0.776
GLTDAAQQVVAAVEGK 0.670 0.543 EFVESLETPRRILLMVK 0.650 0.700
RAEAAPAATGGGIPGMLPWPK 0.628 0.623 TYLYQETK 0.447 0.454
QAIAMPSGLCGR 0.546 0.536 RFSLEGGDALIPMLK 0.665 0.671




NRT NRT
Peptide seq meas pred Peptide seq meas pred
LQDLAK 0.366 0.424 HIPEFVRRAK 0.426 0.422
ISGANLSRNWVMIPHVTHFDK 0.598 0.645 GSDYIGDQDAIEYMCK 0.583 0.562
ENNFALPAVNCVGTDSINAVLETAAK 0.726 0.688 SQSTVGAGDSMVGAMTLK 0.563 0.551
IFDFVK 0.570 0.547 NLRSRLMATQAWLEARLK 0.651 0.631
ELAESEGAIERK 0.421 0.426 AQQSWNEK 0.349 0.357
AVQDVILK 0.497 0.507 ILDPRNTYASPEQWQEK 0.540 0.555
VFLNIGDK 0.539 0.529 FIEEK 0.354 0.421
IANDVRWLASGPRCGIGEISIPENEPGSSIMPGK 0.656 0.667 ISWMEIYTGEK 0.630 0.608
GLGEAK 0.166 0.152 IVSYAQGFSQLRAASEEYNW DLNYGEIAK 0.690 0.759
RLVTYQTDANGQPVNQILVEAATDIAK 0.688 0.681 IVTTLGPATDRDNNLEK 0.494 0.542
TFSEAIISGEWK 0.605 0.597 ACIGIITNPVNTTVAIAAEVLK 0.826 0.726
NHFASEYTYNAYK 0.528 0.497 LPLGSRPAK 0.401 0.441
SLYEADLVDEAK 0.542 0.561 QYGEAFEK 0.432 0.414
LTLNGDTAVELDVLK 0.643 0.681 NHTTIFSEWYALDLVK 0.711 0.693
LNVPENPIIPYIEGDGIGVDVTPAMLK 0.762 0.765 NGALNAAIVGQPAYK 0.529 0.518
DIWPSAQEIARAVEQVSTEMFRK 0.839 0.681 GLDDLAK 0.444 0.430
WTSQSALDLGEPLSLITESV FARYISSLK 0.871 0.792 GNDFFQQIVNK 0.596 0.539
VVNGLGK 0.365 0.397 TVRGQYTAGFAQGK 0.441 0.439
LGRHVAILGDLQGPK 0.531 0.549 DGAYVREHFFGK 0.501 0.482
STQVYGQDVWLPAETLDLIREYRVAIK 0.758 0.767 MTDLDLAGK 0.487 0.519
IEDVPQEQRDIFSLTNEEVQ ELAK 0.677 0.671 EPARPMVAIVGGSK 0.495 0.505
LLSNFFAQTEALAFGK 0.745 0.746 TVRSLADIGEALK 0.571 0.533
LREGITATDLVLTVTQMLRK 0.769 0.696 RIYK 0.137 0.150
VFMADFEDSLAPDWNK 0.676 0.714 ENRFTGWYDVDLSEK 0.589 0.585
RIVLPEGDEPRTVK 0.478 0.509 VLSGPQAQPAGDK 0.410 0.453
FEALATCDALVQAHGALK 0.606 0.657 SMFSGEK 0.396 0.397
YGDEQVK 0.341 0.340 APIVHALRGK 0.408 0.427
IEVEDFPAFILVDDK 0.732 0.740 RLGGDTAK 0.142 0.145
EVLESRLPGILELSRTFAHVDPVK 0.697 0.684 VLPELNGK 0.478 0.471
QYPIVSIEDGLDESDWDGFAYQTK 0.709 0.681 DIGAQYIIGHSERRTYHK 0.501 0.508
PTQEQYDEFK 0.456 0.471 VIDGQINLRDAVNGTISYTNEAGK 0.605 0.597
EELAIPPQIK 0.551 0.546 RISIK 0.302 0.246
DEDGNYLVDVILDEAANK 0.730 0.636 VTAVEAK 0.298 0.305
LGGGLSAEALTEK 0.525 0.532 GTGVGGRLTREDVEK 0.420 0.423
DDETLSK 0.231 0.195 TEEVIAENPGK 0.429 0.433
WVDSITEAWAMDNDAPK 0.645 0.672 TQEQQVVAACDK 0.421 0.429
EITSTDDFYRLGK 0.535 0.538 ERMDNGEGLPQYIK 0.510 0.502
MAVAESGMGIVEDK 0.534 0.571 IELLPYHELGK 0.578 0.594
TIIGFGSPNK 0.521 0.495 QVDILGK 0.472 0.451
VNPETTLFLVASK 0.637 0.618 TENTRVSYPIYHIDNIVK 0.573 0.589
LVPYYTVK 0.517 0.535 VGIDYK 0.428 0.412
VQLLGSGSILRHVREAAEILAK 0.686 0.669 RWIQQRIESGRATFNSEEK 0.479 0.498
EGLTLK 0.438 0.397 FADVACAGPLLAAELDALGK 0.748 0.730
VEMK 0.147 0.170 TNWLRGLCGR 0.566 0.501
TYLYQETK 0.439 0.454 VICQGFTGSQGTFHSEQAIAYGTK 0.561 0.611
IRVSTFK 0.431 0.431 EDEK 0.115 0.092
MRAVQEQVASEK 0.400 0.399 IQLVGDDLFVTNTK 0.633 0.653
GQAIYAYVTLNHGEEPSPELYAEVRNWVRK 0.665 0.670 ATDLFLK 0.520 0.531
FICIADASK 0.514 0.507 ELPYMNFPK 0.597 0.566
RIQNAGTEVVEAK 0.424 0.411 DDTEYYLLTSEHVSVSEFEG QEILK 0.681 0.703
LTVLDSLSK 0.549 0.545 APYNGRK 0.142 0.123
LLPSLYQLEK 0.614 0.628 QENVYYYITTLNENYHMPAMPEGAEEGIRK 0.671 0.653
GQAGLCGR 0.365 0.391 ISYISTGGGAFLEFVEGK 0.708 0.697
MVINALNANVK 0.539 0.515 LDLFANEK 0.538 0.519
VNPRLAGLCGR 0.480 0.481 TVTYDFERLMDGAK 0.617 0.576
DALGEHILERVETIRK 0.588 0.544 RPDLMIDGPLQYDAAVMADVAK 0.696 0.692
GCPHLCPWCANPESISGK 0.586 0.586 GMPLYEHIAELNGTPGK 0.587 0.578
MIAVTTTSGTGSEVTPFAVVTDDATGQK 0.648 0.627 WVAMGEEYK 0.512 0.517
IRVTAERDPANLK 0.443 0.454 EAIFEGHIMLLEDEELEQEI IALIK 0.842 0.850
HPELTDMVIFRENSEDIYAGIEWK 0.685 0.733 PAIGVGAGNTPVVIDETADIK 0.604 0.631
MRTLGTAACPPYHIAFVIGGTSAETNLK 0.649 0.687 SRAFADIVK 0.480 0.450
IFRAAALAAADARIPLAK 0.593 0.563 ELAVK 0.331 0.261
EDEIVIDRK 0.426 0.446 TLTQTLNEK 0.440 0.452
VVITATQMLDSMIK 0.698 0.686 TDIDDVTQLAK 0.532 0.524
QAGLCGR 0.361 0.395 GLCGR 0.259 0.256
LYNDAGISNDRILIK 0.551 0.613 VLDLIAHISK 0.573 0.554
LFPFFGFTAENIVAK 0.762 0.743 MRADK 0.120 0.104
LEHNPGQYIPQELRQAGEGEAVK 0.557 0.540 ADEQILDIGDASAQELAEILK 0.754 0.737
FLK 0.300 0.336 SRFLGK 0.360 0.357
GVLPTCQDTGTAIIVGK 0.586 0.597 EPIPVIPTCHYMMGGIPTK 0.641 0.628
YAALCDVFVMDAFGTAHRAQASTHGIGK 0.671 0.681 MAQQQGVAVK 0.388 0.434
AGLVDILGASGAENVQGEVQQK 0.623 0.627 FNQIGSLTETLAAIK 0.688 0.672
TYHYYSLPLAAK 0.554 0.541 GANFDK 0.205 0.198
QEAALGAGAAHSEALNFIVNTILAQK 0.758 0.754 LDGVK 0.317 0.255
QTVYAFLGDGEMDEPESK 0.631 0.589 LEGGNDVSLK 0.439 0.456
QLFARYGLPAPVGYACTTPREAEEAASK 0.611 0.652 VMFGLCGR 0.563 0.547




NRT NRT
Peptide seq meas pred Peptide seq meas pred
GEQQAMQVATRAK 0.424 0.395 YAPFEIPSEIYAQWDAK 0.716 0.687
FNIDADK 0.443 0.436 ARDIVAGIASEEEDEIVVFEGCEHAK 0.655 0.677
DSMGAIDVPADK 0.496 0.500 YTDTPAGAALVAAGPK 0.533 0.551
FLLDANLGK 0.584 0.585 SLECVEYPELGMEAIWK 0.708 0.722
TPELNLFK 0.581 0.532 GETCPNELVGLCGR 0.555 0.563
NFRQLHSK 0.290 0.350 LIFDK 0.480 0.496
VRRALYLGK 0.413 0.437 ELLGLCGR 0.547 0.526
YDSTHGRFDGTVEVK 0.452 0.464 YLQQVNESFGFELEFFDFLLTEK 0.877 0.850
LIOTITEGIPTLDMLTVK 0.774 0.786 LSNPVRLVK 0.480 0.470
SLGDITRLPK 0.519 0.487 LEDLLAAK 0.520 0.526
SLRNYGITAPIDVHLMVK 0.621 0.644 HNLPHNSLNFVFHGGSGSTAQEIK 0.544 0.581
ALLHVAK 0.419 0.433 GVLHTTGGYLVYAALTFK 0.684 0.696
YYDPRVWLRAGQTSMIARLEK 0.652 0.646 EISTTIAFVRALNVMLK 0.750 0.723
TSAESILTTGPVVPVIVVK 0.685 0.676 SIGTLSAFEQNALEGMLDTLK 0.794 0.749
NRITINYFAMPPSTFGAICK 0.672 0.670 DVLMEEIVANYHANTK 0.625 0.592
NYPDRVLPDRQAVTMDK 0.496 0.511 QEQTPLAVIAGK 0.568 0.511
HMTADAAAHEVIEGQASALE ELDDEYLK 0.674 0.714 TGNTPDGRRAGAPFGPGANPMHGRDQK 0.445 0.446
VLNNGDLGENK 0.418 0.440 AEFIEK 0.415 0.439
MSYVEGLLSSNQK 0.579 0.536 RIDK 0.118 0.108
GDVAVFFGLSGTGK 0.640 0.602 NPNVTSVEHVVVLK 0.546 0.530
RSDIEIVAINDLLDADYMAYMLK 0.806 0.800 ESDELIAK 0.417 0.437
RAIHTLWNVLDELDQAWLPVEK 0.777 0.790 PFHYQAPFPLK 0.580 0.586
AGGYLTDGTELHDTNFARIAEACGITGIRVEK 0.644 0.676 AAGLSQYEHLIDDAIAWGK 0.720 0.690
QILTAEAVEFLTELVTHFTPQRNK 0.869 0.751 IAAVAEDGEPCVTYIGADGA GHYVK 0.579 0.646
ERIELTRNSFGGAK 0.472 0.449 DIQK 0.130 0.142
LVLVRHGESQWNK 0.463 0.504 YPETAALVADWTDEQIWALNRGGHDPK 0.699 0.690
EIVIK 0.416 0.438 QELRDEGK 0.156 0.224
IMWVMYEHPETHFEELALRFMDIRK 0.735 0.805 VDLNRPMK 0.418 0.426
VVDAAVEK 0.379 0.427 GQIEGAVSSSDASTEK 0.420 0.423
TGSLIMIFEVEGAAPAAAPAK 0.700 0.709 QVAAILHDPEASENDK 0.486 0.501
GFSLYMLRAIISGRGDEVIELAK 0.755 0.757 VEAEQSLITVEGDK 0.514 0.549
QLRTNVPHIFAIGDIVGQPMLAHK 0.657 0.693 LAVYSTK 0.417 0.435
QGIRCIVDSSGEALSAALAIGNIELVK 0.783 0.750 GVFTFDPGFTSTASCESK 0.629 0.619
ILIGEVTVVDESEPFAHEK 0.625 0.678 TARILINTPASQGGIGDLYNFK 0.631 0.670
ITLQNGK 0.377 0.394 NSTAMLTTFNEVNMK 0.593 0.598
LTSLRQYTTVVADTGDIAAMK 0.620 0.653 DVMPEVNAVLEK 0.589 0.574
VLLENLLRWQDGNSVTEEDIHALAGWLK 0.782 0.831 ELGLK 0.403 0.344
VTTIHQGGTSSVTALTGSTEESQFGLCGR 0.650 0.676 GMFSMMNYLLPLK 0.777 0.735
EAIRMGSEVFHHLAK 0.520 0.509 GEAASNPEVIARTLRK 0.493 0.458
LAQLLRYSSNIALMCGSGCAGAHK 0.617 0.644 SAMEPVWNGK 0.490 0.472
LSYTGEVK 0.438 0.433 EAILEAQSVK 0.474 0.477
AITDVVNIGIGGSDLGPYMV TEALRPYK 0.738 0.724 AGAGTDAAIDSLK 0.482 0.471
VVNSK 0.118 0.158 MPNLLPFQTK 0.630 0.593
TLNAEIVFVMSQGTDTPEQLK 0.691 0.683 ADAFAVIVK 0.561 0.515
IFRAGCIIRAQFLQK 0.606 0.659 AYPQEAAEFTRRMK 0.501 0.469
AAGVETEVFFEVEADPTLSIVRK 0.689 0.723 GVYNTYIEDNLRYSQNAALDMYK 0.643 0.652
PGNVVLTPTILRDSQEYVSK 0.613 0.597 LCDEVLFDLK 0.647 0.660
GGLNLTNEELAQTFTEWNNG ELSSYLIDITK 0.803 0.799 LRLLYECNPMAFLAEQAGGK 0.713 0.725
RHGIRLGFMSFY VK 0.612 0.588 IMIDLDGTENK 0.542 0.561
QLANRILPELK 0.554 0.551 LFGVTTLDIIRSNTFVAELK 0.736 0.776
VREIAAK 0.248 0.289 YLERMSK 0.379 0.395
GLPADVVPGDILLLDDGRVQLK 0.707 0.714 AATEGTIPLIPGISTVSELMLGMDYGLK 0.856 0.801
HFAATGK 0.167 0.180 NIAHQVK 0.480 0.304
AATYEQIK 0.413 0.407 LGLCGR 0.443 0.451
ELANAIRALSMDAVQK 0.615 0.592 AELAK 0.145 0.174
RAVASVLMSK 0.459 0.451 ANEAYLQGQLGNPK 0.496 0.484
IYADK 0.169 0.253 GLAASLMK 0.507 0.474
TVLK 0.175 0.211 INREGIWIEK 0.506 0.517
LWGAQTQRSLEHFRISTEK 0.553 0.578 EQQQDVITRTFTQSMGLCGR 0.621 0.602
DYLDGVDVAEGELVVLENVRFNK 0.740 0.731 NYTPYEGDESFLAGATEATTTLWDK 0.713 0.688
IRTYGLCGR 0.459 0.469 LADSGLNITAAK 0.558 0.557
YVALQFLRNSEIAAK 0.612 0.608 CSEVVVYFK 0.561 0.521
TEIDK 0.154 0.148 SSSVETMPDLPLK 0.575 0.566
DNTPMFVK 0.443 0.483 GTLGQDVIDIRTLGSK 0.596 0.558
VDFSK 0.342 0.345 VMVTSHLGRPTEGEYNEEFSLLPVVNYLK 0.701 0.723
IGRTHLQDATPLTLGQEISGWVAMLEHNLK 0.832 0.748 HLECVAYPELGMEAIWK 0.677 0.698
TILWNGPVGVFEFPNFRK 0.721 0.720 ILDWIK 0.586 0.570
QQQDLVNDALNVEGLCGR 0.627 0.624 SLLRHPLAVSSLEELANGTFLPAIGEIDELDPK 0.774 0.793
FAIIDAVNGEEYLSGLAECFHLPEARIK 0.777 0.752 EHLGTGDVK 0.357 0.343
SMLLQRNAGLCGR 0.510 0.543 LFIDNFDK 0.592 0.594
LLTK 0.254 0.294 GYGMGDAAEGK 0.410 0.396
EDIRAFAENWLGK 0.646 0.583 AADIVLQAAIAAGAPK 0.626 0.588
ELAGVAGCAVAIAPPEMYIDMAK 0.707 0.741 TAAILLDTK 0.513 0.535
LHGGEPANFLDVGGGATK 0.547 0.543 SLFK 0.391 0.369
AGQLNPDTRIIGVGRADWDK 0.551 0.555 EEGYSFDFAYTSVLK 0.665 0.647
GLNPTRAIGHIK 0.470 0.432 AAEIAK 0.175 0.197
VLEVQGMK 0.470 0.485 HAIVAITEHMCDVDELAHFI EK 0.672 0.697




NRT NRT
Peptide seq meas pred Peptide seq meas pred
MVHNGIEYGDMQLIAEAYSL LK 0.772 0.762 CTNPQWK 0.405 0.398
LDAPLIVVATQGGK 0.619 0.616 AELGIPK 0.468 0.439
LLEEK 0.351 0.349 TADQLIVGGGIANTFIAAQGHDVGK 0.661 0.712
VGINGFGRIGRIVFRAAQK 0.606 0.598 VVVPAQGK 0.393 0.410
EYAEVFEGTAEWK 0.589 0.594 ELALQSGLAHK 0.483 0.471
RMGHAGAIIAGGK 0.398 0.394 NTNITGVIVNK 0.502 0.462
ALVAGGVRVLEVTLRTECAVDAIRAIAK 0.729 0.716 SGHPGAPMGMADIAEVLWRDFLK 0.802 0.716
AGIAK 0.138 0.160 QDAAYRESVLPK 0.462 0.456
EVNTGTNLPAQIDLYAVDGD EYK 0.636 0.630 EVNTGTNLPAQIDLYAVDGDEYK 0.637 0.630
HGGFYLGSIGGPAAVLAQQSIK 0.669 0.658 AAAEGEMK 0.205 0.204
TLGLTGEEK 0.448 0.452 ECDLAGAIK 0.485 0.459
ALFRQMLGEEMK 0.568 0.619 EVNVPDIGGDEVEVTEVMVK 0.648 0.630
GVLPTCQDTGTAIIVGK 0.589 0.597 AFAASNELEVNATHK 0.493 0.469
YIVRDDTTRDTFWWADK 0.592 0.634 VNVGDK 0.158 0.188
QTVAAYIAK 0.477 0.448 LNAPVDEQGRTRPDLSEIFDDSSK 0.585 0.539
VVREALETFMK 0.555 0.569 FAVLK 0.470 0.464
SVRNIYDYYK 0.500 0.474 GSGPYFYLPK 0.581 0.550
IYGDRQAMAAGEK 0.410 0.438 LEHAVPMAK 0.415 0.450
RVSDMEPK 0.357 0.341 SLGIHVFDLNEVDSLGIY VDGADEINGHMQMIK 0.741 0.778
GMEGAINAK 0.407 0.392 TIVK 0.165 0.224
GIIELSRELMTISK 0.675 0.642 DHPIYYAGPAK 0.451 0.473
QRWPDVLLQFEDFAQK 0.712 0.698 HQVNILYTAPTAIRALMAEGDK 0.688 0.667
ASEVDEALQRAFSIDGPVLVDVVVAK 0.759 0.748 PVEELNIITCHLGNGGSVSAIRNGK 0.609 0.618
FTEGAFK 0.451 0.460 SIEK 0.127 0.136
VLAEQALAQPTTDELMTLVN K 0.685 0.737 NTSFAPGNVSIK 0.515 0.477
EVTVEDLMK 0.567 0.526 EISSHDSSTNGLINRYK 0.465 0.469
ESAWNEK 0.373 0.364 VFQVAK 0.421 0.436
ELVEFAGK 0.499 0.488 ISADQVDQEVERFLSGRAK 0.671 0.547
NLVQQVAK 0.457 0.412 TIASFQQQLSDMGYK 0.613 0.599
SQNGAAMSFGRTSTFLDVYIERDLK 0.684 0.663 ELLIEAQNLGLGAQFGGK 0.663 0.717
LHTYRDAIPTQSVLTITSNVVYGK 0.644 0.638 TQLPSGSELSLYDIAPVTPGVAVDLSHIPTAVK 0.728 0.725
IIHRDINK 0.332 0.398 FLREEMGVK 0.467 0.503
DGYTFVSHQQEVGTGYFDK 0.563 0.547 YVLAGEGNK 0.419 0.422
AGETFGEEK 0.374 0.379 AAGYELGK 0.409 0.382
DASRYSSTISDPDTNVK 0.456 0.481 RAENMLWHK 0.433 0.424
HEIVAHLVERGVEVIDK 0.567 0.574 TLESAGVK 0.377 0.387
GGGAALTREK 0.241 0.243 ELSALVNRELTQPDDVRK 0.540 0.557
SIYFRRGSLPIALDEVITDGHK 0.634 0.647 PAPEGATMHWYHAPQPVVTPEEEELRK 0.560 0.606
MPTMAAMCYK 0.545 0.547 FAIDQEK 0.439 0.443
GDWLDCAK 0.514 0.478 LTGMAFRVPTPNVSVVDLTVRLEK 0.699 0.703
ETMERVK 0.276 0.209 QGDLICLDGK 0.533 0.521
AQETK 0.117 0.090 VLVPTQEAIQK 0.501 0.545
VFTEVTVGGPLSNNK 0.560 0.566 AFQELNAIDVLGLCGR 0.707 0.717
ALLTPGK 0.425 0.448 GILEQYGHK 0.454 0.409
WDEVGVDVVAEATGLFLTDETARK 0.777 0.744 VAVLGAAGGIGQALALLLK 0.830 0.793
AFTSEEFTHFLEELTK 0.753 0.689 RFLSELTAAEGLERYLGAK 0.665 0.654
RRLIGDDEHGWDDDGVFNFEGGCYAK 0.616 0.591 NVDDALK 0.395 0.346
DPQTEAIVMIGEIGGSAEEEAAAYIK 0.804 0.726 QQSNDRAQQIVDATDK 0.445 0.465
RVVVSLGPQGALGVDSENCIQVVPPPVK 0.649 0.658 HK 0.349 0.090
TESEEMLAK 0.418 0.436 FGANAILAVSLANAK 0.172 0.558
AVTARVAVEAGIADYWYK 0.626 0.626 INRQGIWIEK 0.489 0.509
YLEHRGLK 0.369 0.382 LGLCGR 0.443 0.451
MRGSHHHHHHTDPALRASK 0.114 0.140 SVNDVK 0.150 0.180
RGAFAMGGMAAFIPSK 0.623 0.616 EAYELVAPILTK 0.627 0.620
NQPELSEDTIK 0.465 0.463 AAALALGYLSEAEFDSWVRPEQMVGSMK 0.755 0.798
PNPAVLICRVRGLHLPEK 0.617 0.606 TQGAAAFEGAVIAYEPVWAIGTGK 0.715 0.753
ATVILAHTIK 0.484 0.504 MLEEISSVK 0.499 0.511
NGVMIVNTSRGALIDSQAAIEALK 0.655 0.715 AVQRSADLISIGPMLQGMRK 0.621 0.616
NNQHDVAIVRIEQLYPFPHK 0.614 0.600 GIASMHCSANVGEK 0.448 0.431
QAFLIRELNSK 0.544 0.532 NYLVEK 0.410 0.405
STLRALLPLVEEK 0.625 0.616 MNIDTDTQWATWEGVLNYYK 0.729 0.719
LASTWEGIRAAEELEK 0.593 0.607 LGVLGFEVDHERNLAARFGK 0.601 0.645
HITAGAK 0.133 0.141 YAGQDIVSNASCTTNCLAPLAK 0.604 0.632
IILSDDK 0.429 0.489 VEAEQSLITVEGDK 0.514 0.549
PGMDRSDLFNVNAGIVK 0.593 0.593 DAEVVLVEGLVPTRK 0.617 0.604
HNLQITK 0.372 0.352 GGIYLYPSTASHPDGK 0.509 0.526
ASMEVPAPFAGVVK 0.626 0.589 IVCTIGPK 0.466 0.486
ITPVVFIMK 0.637 0.642 LREVRRRIDESGFDIRLEVDGGVK 0.547 0.563
AMIEAGAAAVHFEDQLASVK 0.641 0.668 LETIEGSK 0.395 0.421
LASTWQGIRAAEQLEK 0.574 0.603 TAHQLVLSK 0.416 0.431
LVQQFTK 0.433 0.478 GEMPSDFDAK 0.467 0.471
IMDATQARDVVK 0.467 0.490 LGWHHPPFEIPK 0.567 0.578
VINQLTGGLAGMAK 0.572 0.602 PVDRIVPDFAAAGASIITFHPEASEHVDRTLQLIK 0.694 0.728
LGLGAQFGGK 0.517 0.502 AVAAALEQMPRFNSSLSEDGQRLTLK 0.620 0.687
IGSLGMDVYENERDLFFEDK 0.667 0.696 DAGVMAASWAQYQAQDALIK 0.651 0.713
PYLDK 0.368 0.338 QAFSRFSVVPPGTGICHQVNLEYLGK 0.645 0.673
AHPQLAEEFTRRMSGGLPK 0.552 0.533 LYGLCGR 0.496 0.486




NRT

Peptide seq meas pred
EHVEYDNPYDVGMTGLIGFSSGFHTMMNADTLVLLGTQFPYRAFYPTDAK 0.841 0.842
HTIPANIADRCLINPQQYEAMYQQSINVPDTFWGEQGK 0.698 0.719
MRGSHHHHHHTDPALRAMVRIYTLTLAPSLDSATITPQIYPEGK 0.656 0.622
QRQVMVYTHDSIGLGEDGPTHQPVEQVASLRVTPNMSTWRPCDQVESAVAWK 0.650 0.670
LQESSPLPVLGAVPWSFDLIATRAIDMARHLNATIINEGDINTRRVK 0.882 0.827
ALIRRARQLNRAVITATQMMESMITNPMPTRAEVMDVANAVLDGTDAVMLSAETAAGQYPSETVAAMARVCLGAEK 0.900 0.870
HIEYSLPHVAELALGGTAVGTGLNTHPEYARRVADELAVITCAPFVTAPNK 0.746 0.719
NMYFSGDGARRDEDGYYWITGRVDDVLNVSGHRLGTAEIESALVAHPK 0.700 0.687
RRLLGSFNHGSMANAMPQALGAQATEPERQVVAMCGDGGFSMLMGDFLSVVQMK 0.797 0.790
TTVTRHTMIHEQITRLFHAFRRDSHPMAVMCGITGALAAFYHDSLDVNNPRHREIAAFRLLSK 0.753 0.717
TLAAQFNRPGHDIVDHYTYAFMGDGCMMEGISHEVCSLAGTLK 0.759 0.786
LRCTAPVFEPGGGGINVARAIAHLGGSATAIFPAGGATGEHLVSLLADENVPVATVEAK 0.776 0.805
ASAIRQAADEVLAGQHDDEFPLAIWQTGSGTQSNMNMNEVLANRASELLGGVRGMERK 0.740 0.750
RWVSLPGEGGHVDFAPNSEE EAIILEILRAEIGHVSAERV LSGPGLVNLYRAIVK 0.825 0.818
QIADDYQQALRDVVAYAVQN GIPVPTFSAAVAYYDSYRAA VLPANLIQAQRDYFGAHTYK 0.823 0.853
VQEYVANYINADWIESLTATSERSRRLSPPAFRYQLTELARK 0.706 0.709
DDIFFRTSGGGVTLSGGEVLMQAEFATRFLQRLRLWGVSCAIETAGDAPASK 0.843 0.858
VVRVPAYDPEAVAEHAIGMMMTLNRRIHRAYQRTRDANFSLEGLTGFTMYGK 0.772 0.770
NAMPLLNRYRNEICSFNDDIQGTAAVTVGTLIAASRAAGGQLSEK 0.814 0.778
GVTAITMTESGRTALMTSRISSGLPIFAMSRHERTLNLTALYRGVTPVHFDSANDGVAAASEAVNLLRDK 0.763 0.837
GDIIDGGNTFFQDTIRRNR ELSAEGFNFIGTGVSGGEEG ALK 0.712 0.724
LAENASLEEMVRFGVAAGSAATLNQGTRLCSHDDTQK 0.683 0.686
EGIHTCLDTNGFVRRYDPVI DELLEVTDLVMLDLK 0.899 0.825
YSYEASLMALHDRDVIRTMACGIAGLSVAADSLSAIK 0.783 0.745
VVLEVPASADGILDAVLEDEGTTVTSRQILGRLREGNSAGK 0.749 0.739
ERILDIIPETLHQRRSFFVGNDHMVEDVERFIREFPDAGLCGR 0.765 0.779
EVPEAIVGAGTVLNPQQLAEVTEAGAQFAISPGLTEPLLK 0.817 0.844
TNLAGLMDGYFHHEASIEGGQHLNVNVMNREMLLDAMENPEK 0.713 0.765
SDVPQGAAILGAISGAHHVHQMAEHYGVPVILHTDHCAK 0.644 0.652
TFDNGVICASEQSVVVVDSVYDAVRERFATHGGYLLQGK 0.797 0.742
DWTRQNLHVHVEASGEQYRFVMPGAALNEDEFRQLEEQVLEIESGAILVISGSLPPGVK 0.878 0.853
AGGGSATLSMGQAAARFGLSLVRALQGEQGVVECAYVEGDGQYARFFSQPLLLGK 0.866 0.843
GGVNVAAGTGISNYINTIPVEEQPEYPGNLELERRIRSAIRWNAIMTVLRASK 0.729 0.782
GSAFSMEERRNFNLLGLLPEVVETIEEQAERAWIQYQGFK 0.895 0.847
VAPEALTLLARQAFHDASFM LRPAHQQQVADILRDPEASE NDK 0.744 0.782
HNPQNPSWADRDRFVLSNGHGSMLIYSLLHLTGYDLPMEELK 0.759 0.765
DLIGWIDQPSVELSNALMHHPDINLILATGGPGMVK 0.809 0.825
WGFAVVENSLWQGVPNYLRELNEQLEENLGYK 0.869 0.837
MRGSHHHHHHTDPALRASVI GRIHSFESCGTVDGPGIRFI TFFQGCLMRCLYCHNRDTWD THGGK 0.736 0.645
GQRVWTGGGDEAALARGVYN TYIEDNLRYSQNAPLDMYK 0.675 0.674
VERAEAVCSQDAMDDIILASDVVMVARGDLGVEIGDPELVGIQK 0.828 0.809
LDLSYSETFNQTHLADAYERLLLETMRGIQALFVRRDEVEEAWK 0.801 0.856
ALQAIAGPFSQVRFCPTGGISPANYRDYLALK 0.705 0.717
QTAFSQYDRPQARRRYAEIADHLGLSAPGDRTAAK 0.545 0.550
TPGHPEVGYTAGVETTTGPLGQGIANAVGMAIAEK 0.708 0.633
YSMPVPMMNIINGGEHADNNVDIQEFMIQPVGAK 0.741 0.737
VIFLTADAFGVLPPVSRLTADQTQYHFLSGFTAK 0.771 0.837
YIGAYTALMDGRLDAVVFTGGIGENAAMVRELSLGK 0.762 0.830
GYLMSGDLVIVTQGDVMSTVGSTNTTRILTVEGLCGR 0.748 0.759
NAHADREIAYRPARVLMQDFTGVPAVVDLAAMREAVK 0.697 0.717
LAQFTSLQADLENGVNLEQTIRLREEIAEQHRALGQMK 0.685 0.725
HCAVGIEPNRERINQLLNESLMLVTALNTHIGYDK 0.785 0.739
RLFVVDAFCGANPDTRLSVRFITEVAWQAHFVK 0.762 0.768
DTRAIIDAILNGSLDNAETFTLPMFNLAIPTELPGVDTK 0.894 0.851
EAEPETYNAIRRDALLENVTVREDGTIDFDDGSK 0.666 0.661
TPEGYASGSLGPTTAGRMDS YVDQLQAQGGSMIMLAK 0.687 0.651
LPVREFDAVVIGAGGAGMRAALQISQSGQTCALLSK 0.743 0.799
EYVHDIPVYLIVHDNPGLLG SGAHLRQTLGHILGLCGR 0.748 0.757
PVNDLSRGALVDDIVYTIALTAIQSAQQQGLCGR 0.877 0.793
IVFLGAGSAGCGIAEMIISQTQREGLSEEAARQK 0.740 0.757
EVVTYRHFMNASGGGVTASG GEAILQAEFVRDWFRACK 0.886 0.750
VWIRYVVVPGWSDDDDSAHR LGEFTRDMGNVEK 0.658 0.676
MRGSHHHHHHTDPALRAAVTNVAELNALVERVK 0.587 0.542
ATLLIETLPAVFQMDEILHALRDHIVGLNCGRWDYIFSYIK 0.892 0.870
SLEANNGHDGTWIAHPGLADTAMAVFNDILGSRK 0.762 0.716
YGVERQDGPTALILSRQNLAQQERTEEQLANIARGGYVLK 0.663 0.670
QQIGVVGMAVMGRNLALNIE SRGYTVSIFNRSREK 0.717 0.707
TAALIGVDYLAVSFPRCGEDLNYARRLARDAGCDAK 0.713 0.679
LAGTERGITEPTPTFSACFGAAFLSLHPTQYAEVLVK 0.753 0.783
ASQNAIEAFGPLLPEFLGGSADLAPSNLTLWSGSK 0.814 0.817
TVINFDNAIIAAGSRPIQLPFIPHEDPRIWDSTDALELK 0.759 0.825
REAEGSHIMLGAQNVDLNLSGAFTGETSAAMLK 0.664 0.749




