Cleavage sites, scores and mechanisms

Sid's disclosed synthetic long vaccine peptides | human study | frozen local predictions

Coverage: 40 source records, 39 unique SLP sequences. RNA-encoded sequences are outside this view. Gold marks the source-listed minimal epitope only where its recorded offset matches.
That annotation is an mRNA minimal/candidate epitope and does not establish the experimentally used minimal target of every SLP.

Coordinates: bond b is between SLP residues b and b+1. An internal core cut lies strictly between the core boundaries. Numeric grid cells show native model scores, rounded to three decimals;
DPP4 shows predicted percent loss in the source four-hour assay. CSV retains native scores. NA means unassessed/unsupported. Triangles mark motif matches; hollow circles mark
non-matches.

Mechanism: ligand-trained models report processing proxies; they cannot name the enzyme responsible for a bond. 20S reports an in-vitro proteasome model. Named peptidases have their own
assay/motif evidence. For injected SLPs, cytosolic scores require uptake/export, ER trimming requires ER access, and extracellular activity requires enzyme exposure. No uptake, successive
digestion, kinetics, MHC protection, or overall survival is predicted.

Pepsickle preference: organism context = human; Pepsickle human is preferred. All-mammal is preferred for nonhuman, mixed or unknown context. Both scores remain separate; this is a
user-selected population policy, not evidence that human-only is more accurate. Upstream calls human-only experimental and notes its smaller training set. All-mammal training does not validate
arbitrary non-mammalian organisms.

NetChop performance: DTU reports Cterm 3.0 performs best for CTL epitope boundaries. It is trained on MHC-I ligand C-termini; 20S uses in-vitro degradation data. Cterm is useful for ligand
boundaries, while 20S has the more direct purified-proteasome interpretation. Neither score is a clinical cleavage probability. The 0.5 emphasis applies only to each 0-1 processing row; it is not a
cross-model calibration.

Provenance: source checksums verified; inference not repeated; no CleaveNet results included. Full model identities, assay scopes and primary references are in mechanism_catalog.csv; exact
states and scores are in cleavage_sites.csv. The three exact-sequence reference models (THOP1, NLN, IRAP) were excluded in the source run and are not extrapolated here.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 1



Processing models: distinct endpoints

The same bond can score differently because training endpoints differ; no ensemble score is computed.

Model Biological route / enzyme attribution

Pepsickle human (preferred) MHC-I processing proxy; proteasome-associated; type agnostic

Pepsickle all-mammal MHC-I processing proxy; proteasome-associated; type agnostic

NetChop Cterm 3.0 MHC-I processing proxy; no individual enzyme assigned

NetChop 20S 3.0 Proteasome digestion; 20S proteasome; no catalytic subunit
assigned

NetCleave-l HLA MHC-I processing proxy; no individual enzyme assigned

NetCleave-ll HLA MHC-II processing proxy; ho named cathepsin assigned

Training endpoint and applicability

Human epitope-trained neural ensemble; no constitutive/immunoproteasome assignment.
Mammalian epitope-trained neural ensemble; no constitutive/immunoproteasome assignment.
Trained on MHC-I ligand C-termini; processing/selection signal, not a purified-enzyme assay.

Trained on in-vitro proteasome degradation experiments.

MHC-I ligand-derived C-terminal processing; 8 upstream plus 3 downstream residues in this run.

MHC-II ligand-derived C-terminal processing; 13 upstream plus 3 downstream residues in this
run.

DPP4 gPISA: only the exposed N-terminal dipeptide bond (b=2) of the intact SLP. Predicted percent loss in the source four-hour assay; native scores remain in CSV. Missing coefficients cause
abstention. ERAMER: ERAP1's initial N-terminal trimming step (b=1), only for 9-16-residue inputs; native PWM specificity.

Key primary sources:

NetChop: https://services.healthtech.dtu.dk/services/NetChop-3.1/ ; DOI 10.1007/s00251-005-0781-7
Pepsickle: DOI 10.1093/bioinformatics/btab628 ; https://github.com/pdxgx/pepsickle

NetCleave: DOI 10.1038/s41598-021-92632-y

DPP4: DOI 10.1038/s44320-024-00071-4 ; ERAMER: PMID 38925438

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



Named peptidases: topology matters

All assessments use the intact SLP with assumed free termini; repeated trimming and newly exposed fragments are not simulated.

Model / enzyme

dpp4-gpisa / DPP4

appl-xp / XPNPEP1

tpp2-tripeptidyl / TPP2

npepps-n-terminal / NPEPPS

ace-dipeptidyl / ACE

mme-hydrophobic / MME

cpb2-basic / CPB2

cpn-basic / CPN1

app2-xp / XPNPEP2

fap-dipeptidyl / FAP

fap-endo-gp / FAP

enpep-acidic / ENPEP

anpep-ala / ANPEP

dpp8-xp-xa / DPP8

dpp9-xp-xa / DPP9

prep-pro / PREP

erap2-basic / ERAP2

eramer-step / ERAP1

Topology

n terminal; removes 2

n terminal; removes 1

n terminal; removes 3

n terminal; removes 1

c terminal; removes 2

internal

c terminal; removes 1

¢ terminal; removes 1

n terminal; removes 1

n terminal; removes 2

internal

n terminal; removes 1

n terminal; removes 1

n terminal; removes 2

n terminal; removes 2

internal

n terminal; removes 1

n terminal; removes 1

Annotated locations

extracellular;plasma;serum

cytosol

cytosol

cytosol

plasma;serum;extracellular

extracellular

plasma;serum;extracellular

plasma;serum;extracellular

plasma;extracellular

extracellular;plasma

extracellular;plasma

extracellular

extracellular

cytosol

cytosol

cytosol;extracellular;serum

er

er

Evidence

log2 fold change (buffer control / DPP4-treated)

required motif

permissive motif

permissive motif

required motif

preferred motif

required motif

required motif

required motif

required motif

required motif

preferred motif

permissive motif

required motif

required motif

required motif

preferred motif

native ERAMER specificity

Required = clears this rule's recognition gate; preferred = incomplete preference; permissive = broad, weak flag. None establishes a cleavage rate. PREP: PMID 22750443; MME: PMID 6349683; FAP: PMID 16480718.
CPB2 explicitly assumes activated enzyme in the frozen analysis. Every rule's complete primary references and limitations are in the catalog.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 3



ADGRF5 p.Asn1279Ser

JLF V2 | 22 aa | bonds 1-21 | segment 1/1

VQEAL L SKFSL SRWBSQHSKST

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6

7

8 9 10 11 12 13 14

15

16

17

18 19 20 21

VIQ QE E/A AL LIL LIS S|IK KIF FIS SIL LIS SSR RW WS SIS S|Q QH HS S/K KS ST

Pepsickle human [preferred]
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison]
MHC-I epitope proxy; proteasome type agnostic

0.225 0.013 0.009 0.007 0.013 0.022 0.016 0.661 0.902 0.148 0.827 0.127 0.428 0.732

0.001 0.007 0.007 0.004 0.012 0.024 0.027 0.672 0.830 0.133 0.782 0.130 0.356 0.757

NetChop Cterm 3.0 0.698 0.060 0.037 0.733 0.619 0.499 0.033 0.796 0.856 0.023 0.929 0.195 0.962 0.912

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.213 0.518 0.953 0.477 0.126 0.181 0.730 0.174 0.853 0.189 0.583 0.687 0.812 0.508

In-vitro proteasome digestion model

NetCleave-I HLA NA  NA NA NA NA NA

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) © | ©| ©| ©| ©| ©
MME / mme-hydrophobic (preferred) O O (@) v v (@)
FAP / fap-endo-gp (required) (@) (@) (@) (@) (@) (@)

NA 0.200 0.755 0.013 0.847 0.037 0.153 0.822

NA

o O

NA  NA NA NA NA 0.393 0.296

o)
v
o)

O 0O
o qo
O 0O
O 0O
O 0O
O 0O

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | Q2|E3 : 1% predicted loss
XPNPEP1 [N1]/appl-xp | V1]Q2: O

TPP2 [N3] / tpp2-tripeptidyl | E3|A4 : W

NPEPPS [N1] / npepps-n-terminal | V1|Q2 : v

ACE [C2] / ace-dipeptidyl | K20|521 :

CPB2 (active assumption) [C1] / cpb2-basic | S21|T22: O
CPNL1 [C1]/ cpn-basic | S21|T22: O

XPNPEP2 [N1] / app2-xp | V1|Q2: O

FAP [N2] / fap-dipeptidyl | Q2|E3: O
ENPEP [N1] / enpep-acidic | V1|Q2: O
ANPEP [N1]/anpep-ala | V1]Q2: O
DPP8 [N2] / dpp8-xp-xa | Q2|E3: O
DPP9 [N2] / dpp9-xp-xa | Q2|E3: O
ERAP2 [N1] / erap2-basic | V1|Q2: O

ERAP1 [N1] / eramer-step | no assessed bond : NA

0.111

0.072

0.029

0.227

0.012

0.394

0 O O

0.085

0.066

0.077

0.868

0.246

0.261

O O O

0.146

0.148

0.068

0.174

0.149

0.358

0 O O

0.186 0.173 0.894 0.231

0.184 0.249 0.841 0.357

0.831 0.214 0.976 0.240

0.165 0.061 0.273 0.117

0.545 0.031 NA NA

0.381 0.238 NA NA

0 O O O
0 O O O
0 O O O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



BMP1 p.Ser366Thr

JLF V3| 23 aa | bonds 1-22 | segment 1/1

Rl SVTPGEKI | LNFTTLDLYRSR

Source minimal epitope: KIILNFTTL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
RI 1]S SV VT TP PG GE EK KI I|]I I|JL LN NF FT TT T/L LD DL LY YR RS SR
Pepsickle human [preferred] 0.317 0.005 0.009 0.006 0.020 0.002 0.004 0.158 0.549 0.456 0.429 0.814 0.228 0.825 0.123 0.131 0.659 0.192 0.704 0.802 0.692 0.451
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.005 0.002 0.005 0.005 0.007 0.006 0.027 0.059 0.573 0.452 0.364 0.734 0.155 0.572 0.157 0.097 0.714 0.131 0.668 0.843 0.639 0.505
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.167 0.763 0.024 0.424 0.048 0.051 0.025 0.031 0.287 0.142 0.403 0.891 0.234 0.361 0.043 0.030 0.970 0.259 0.976 0.812 0.570 0.239
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.274 0.525 0.238 0.812 0.291 0.056 0.027 0.713 0.271 0.420 0.835 0.963 0.384 0.988 0.295 0.553 0.948 0.872 0.730 0.721 0.833 0.503
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.182 0.369 0.538 0.079 0.758 0.047 0.891 0.069 0.038 0.941 0.026 0.218 0.625 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.280 0.518 0.231 0.230 0.395 0.263 0.537 0.298 NA NA
MHC-II processing proxy; no named cathepsin
INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope
PREP / prep-pro (required) o o o o o ¥ o o o o o o o o o o o O o o o o
MME / mme-hydrophobic (preferred) ¥V o o o o o 0 0 ¥V VY oVo oV o VY o o o
FAP / fap-endo-gp (required) CONNCHENONNCONNONBONNONBONNONNONNONNONNONNONNONNONNONNONNON NONNON NC)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | 12|S3 : No predicted loss
XPNPEP1 [N1]/appl-xp |R1|I2: O

TPP2 [N3] / tpp2-tripeptidyl | S3v4 :

NPEPPS [N1] / npepps-n-terminal | R1|12 : v

ACE [C2] / ace-dipeptidyl | R21/S22 :

CPB2 (active assumption) [C1] / cpb2-basic | S22|R23 : v
CPNL1 [C1]/ cpn-basic | S22|R23 :

XPNPEP2 [N1]/ app2-xp | R1|I2: O

FAP [N2] / fap-dipeptidyl | 12|S3: O
ENPEP [N1] / enpep-acidic | R1|I12: O
ANPEP [N1]/anpep-ala | R1]I12: O
DPP8 [N2] / dpp8-xp-xa | 12|S3: O
DPP9 [N2] / dpp9-xp-xa | 12|S3: O
ERAP2 [N1] / erap2-basic | R1j12:

ERAP1 [N1] / eramer-step | no assessed bond : NA

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



BTD p.Phe445Val

JLF V3;JLF V2;JLF V1| 23 aa | bonds 1-22 | segment 1/1

RPTLSKEL YALGVWDG.HTVHGT

Source minimal epitope: GVVDGLHTV (SLP 12-20)

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

Pepsickle human [preferred]
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison]
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0
In-vitro proteasome digestion model

NetCleave-l HLA

MHC-I C-terminal processing proxy

NetCleave-Il HLA
MHC-II processing proxy; no named cathepsin

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
RP PIT TIL LIS S|K KE EL LY YA AL LG @V V]V VD DG GL LIH HT TV VIH HG GT

0.072 0.003 0.011 0.013 0.008 0.035 0.037 0.722 0.939 0.343 0.778 0.122 0.277 0.255 0.096 0.157 0.597 0.172 0.281 0.929 0.801 0.468
0.003 0.002 0.005 0.009 0.017 0.022 0.061 0.583 0.897 0.410 0.743 0.108 0.307 0.248 0.087 0.097 0.525 0.180 0.243 0.918 0.703 0.420
0.150 0.075 0.029 0.900 0.039 0.916 0.030 0.940 0.957 0.076 0.923 0.050 0.168 0.323 0.079 0.059 0.925 0.064 0.040 0.977 0.784 0.220
0.593 0.112 0.027 0.426 0.529 0.716 0.358 0.937 0.895 0.703 0.729 0.079 0.780 0.522 0.909 0.442 0.734 0.176 0.634 0.708 0.343 0.452
NA  NA NA NA NA NA

NA 0.218 0.706 0.056 0.780 0.028 0.687 0.333 0.270 0.049 0.876 0.145 0.039 0.921 NA NA

NA NA NA NA NA NA NA NA NA NA NA NA 0.184 0.258 0.407 0.411 0.260 0.333 0.316 0.245 NA NA

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required)
MME / mme-hydrophobic (preferred)
FAP / fap-endo-gp (required)

o V¥V o o

O 0O 0O O O 0O 0O 0O 0O 0O 0O 0O 0O O O O o0 o
o oV o o o VY oV o o o o oV o o o o o o
O 0 0O O O 0O 0O 0O 0O 0O OO OO O 0O O O O o o o

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | P2|T3 : 89% predicted loss
XPNPEP1 [N1]/ appl-xp | R1P2:

TPP2 [N3] / tpp2-tripeptidy! | T3|L4 : W

NPEPPS [N1] / npepps-n-terminal | R1|P2: O

ACE [C2] / ace-dipeptidyl | H21/G22 :

CPB2 (active assumption) [C1] / cpb2-basic | G22|T23: O
CPNL1 [C1]/ cpn-basic | G22|T23: O

XPNPEP2 [N1]/ app2-xp | R1/P2:

FAP [N2] / fap-dipeptidyl | P2T3: |

ENPEP [N1] / enpep-acidic | R1|P2: O

ANPEP [N1]/ anpep-ala | R1|P2: O

DPP8 [N2] / dpp8-xp-xa | P2[T3:

DPP9 [N2] / dpp9-xp-xa | P2[T3:

ERAP2 [N1]/ erap2-basic | R1[P2:

ERAP1 [N1] / eramer-step | no assessed bond : NA

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



CD109 p.Arg1310Met

JLF V3| 23 aa | bonds 1-22 | segment 1/1

SFSGPGVEGVAL MEVNL L SGKKK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16 17 18 19 20 21 22
SIF FIS SIG §P PG §GM MS S|G GM MA AL LM ME E/V VN NL LIL LIS SG GK KK KK

Pepsickle human [preferred] 0.017 0.032 0.006 0.006 0.004 0.004 0.093 0.057 0.146 0.790 0.139 0.609 0.329 0.070 0.593 0.094 0.502 0.687 0.144 0.309 0.849 0.912
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.009 0.011 0.008 0.009 0.003 0.013 0.119 0.047 0.203 0.689 0.171 0.619 0.293 0.085 0.439 0.101 0.488 0.632 0.161 0.366 0.794 0.906
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.048 0.837 0.024 0.049 0.026 0.041 0.294 0.031 0.081 0.252 0.083 0.712 0.576 0.024 0.499 0.024 0.630 0.848 0.220 0.184 0.736 0.933

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.086 0.765 0.066 0.500 0.040 0.027 0.836 0.146 0.727 0.926 0.273 0.914 0.681 0.953 0.935 0.284 0.692 0.697 0.037 0.051 0.034 0.066
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.036 0.132 0.802 0.072 0.750 0.313 0.034 0.923 0.035 0.258 0.679 0.026 0.095 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.169 0.327 0.195 0.301 0.320 0.283 0.242 0.307 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O O O O v o O

O ©) O ©) O O ©) O ©) O ©) O ©) O ©)
MME / mme-hydrophobic (preferred) v O O O O O O o o o v O O O O v v © | ©| ©| ©| ©
FAP / fap-endo-gp (required) o o o oV o o o o o o o o o0 o o o o o o o o
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | F2|S3 : 1% predicted loss FAP [N2] / fap-dipeptidyl | F2|S3: O
XPNPEP1 [N1] / appl-xp | S1|F2: O ENPEP [N1]/ enpep-acidic | S1|F2: O
TPP2 [N3] / tpp2-tripeptidyl | S3|G4 : W ANPEP [N1] / anpep-ala | S1[F2: O
NPEPPS [N1] / npepps-n-terminal | S1|F2: DPP8 [N2] / dpp8-xp-xa | F2|S3: O
ACE [C2] / ace-dipeptidyl | K21[k22 : DPP9 [N2] / dpp9-xp-xa | F2|S3: O
CPB2 (active assumption) [C1] / cpb2-basic | K22|K23 : v ERAP2 [N1] / erap2-basic | S1|F2: O
CPN1 [C1] / cpn-basic | K22|K23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | S1|F2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



CDC40 p.Trp475Ser

JLF V3| 25 aa | bonds 1-24 | segment 1/1

HSMPAVTL SPNGKSL ACQSMDNQKK

Source minimal epitope: TLSPNGKSL (SLP 7-15)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16 17 18 19 20 21 22 23 24
HS SM MP PIA AV V[T TIL LIS SIP PIN NG GK KIS S|IL LA AIC Q QS SM MD DN NQ QK KK

Pepsickle human [preferred] 0.019 0.007 0.016 0.003 0.008 0.018 0.032 0.863 0.096 0.138 0.232 0.098 0.367 0.108 0.911 0.590 0.798 0.287 0.173 0.539 0.271 0.115 0.239 0.785
MHC-| epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.017 0.001 0.008 0.004 0.012 0.009 0.037 0.748 0.090 0.154 0.229 0.118 0.456 0.092 0.905 0.527 0.747 0.362 0.168 0.474 0.170 0.155 0.295 0.765

MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.061 0.035 0.799 0.068 0.330 0.591 0.030 0.966 0.030 0.418 0.065 0.034 0.908 0.126 0.973 0.833 0.178 0.029 0.030 0.770 0.032 0.141 0.034 0.322
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.366 0.100 0.591 0.046 0.083 0.678 0.114 0.901 0.482 0.140 0.026 0.132 0.242 0.051 0.946 0.225 0.418 0.739 0.682 0.658 0.400 0.038 0.194 0.109

In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.960 0.020 0.582 0.403 0.070 0.893 0.018 0.888 0.098 0.189 0.300 0.066 0.796 0.055 0.179 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.358 0.359 0.358 0.512 0.055 0.343 0.331 0.239 0.354 0.417 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o ¥o o o o oV o o o o o o o o o o o o o o
MME / mme-hydrophobic (preferred) o o o o o o V¥V o o o o o oV o o o o o o o o o o
FAP / fap-endo-gp (required) O O O O O O O O O O O O O O O O O O O O O O O O
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | S2|M3 : 69% predicted loss FAP [N2] / fap-dipeptidyl | S2|[M3: O

XPNPEP1 [N1] / appl-xp | H1|S2 : O ENPEP [N1] / enpep-acidic | H1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | M3[P4: O ANPEP [N1]/ anpep-ala | H1|S2: O

NPEPPS [N1] / npepps-n-terminal | H1/S2 : W DPP8 [N2] / dpp8-xp-xa | S2[M3: O

ACE [C2] / ace-dipeptidyl | Q23|24 : DPP9 [N2] / dpp9-xp-xa | S2|[M3: O

CPB2 (active assumption) [C1] / cpb2-basic | K24|K25 : v ERAP2 [N1] / erap2-basic | H1|S2: O

CPNL1 [C1] / cpn-basic | K24|K25 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | H1|S2 : O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 8



CENPL p.Pro26His

JLF V3| 23 aa | bonds 1-22 | segment 1/1

SSRPEDYFI GATHLQKRLESVRK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
SIS SR RP P/E E[D DY YF F[I I|G GA AT T/H HL L|Q QK KR RL LE ES SV VR RK
Pepsickle human [preferred] 0.010 0.012 0.015 0.002 0.004 0.013 0.085 0.222 0.272 0.070 0.668 0.089 0.341 0.825 0.400 0.903 0.583 0.454 0.150 0.199 0.922 0.791
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.042 0.003 0.008 0.003 0.018 0.018 0.070 0.141 0.316 0.089 0.553 0.069 0.327 0.828 0.263 0.867 0.555 0.448 0.208 0.214 0.849 0.747
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.065 0.027 0.395 0.037 0.023 0.024 0.595 0.129 0.539 0.200 0.867 0.134 0.430 0.977 0.055 0.834 0.180 0.829 0.025 0.058 0.893 0.405
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.169 0.246 0.444 0.118 0.071 0.922 0.767 0.450 0.173 0.791 0.981 0.109 0.282 0.247 0.717 0.504 0.506 0.726 0.788 0.202 0.194 0.595
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.344 0.282 0.037 0.762 0.117 0.066 0.796 0.034 0.552 0.168 0.541 0.049 0.029 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.494 0.267 0.360 0.275 0.456 0.205 0.363 0.300 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) v

CENCOENONNCONNONBONNORNONEONNONBCONNEONNONNON NCONNONNONNGC)
MME / mme-hydrophobic (preferred) o o o o o VVYY o o o oV o o oV o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | S2|R3: O
XPNPEP1 [N1] / appl-xp | S1|S2: O ENPEP [N1]/ enpep-acidic | S1|S2: O
TPP2 [N3] / tpp2-tripeptidyl | R3|P4: O ANPEP [N1]/anpep-ala | S1|S2: O
NPEPPS [N1] / npepps-n-terminal | 51|52 : W DPP8 [N2] / dpp8-xp-xa | S2|R3: O
ACE [C2] / ace-dipeptidyl | V21|R22 : DPP9 [N2] / dpp9-xp-xa | S2|R3: O
CPB2 (active assumption) [C1] / cpb2-basic | R22]|K23 : v ERAP2 [N1] / erap2-basic | S1|S2: O
CPNL1 [C1] / cpn-basic | R22|K23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | S1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



CUL9 p.Asp403Tyr

JLF V2 | 23 aa | bonds 1-22 | segment 1/1

RMLDYYEEI SAGDECGEFRQSKKK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
RM ML LD DY YY YE EE EJl 1|S SA AG gD DE EG GE E|JF FIR RQ QS S K KK KK
Pepsickle human [preferred] 0.469 0.010 0.006 0.013 0.009 0.018 0.012 0.220 0.954 0.102 0.442 0.041 0.076 0.070 0.104 0.143 0.621 0.468 0.201 0.439 0.878 0.904
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.022 0.001 0.002 0.030 0.008 0.018 0.043 0.150 0.907 0.117 0.456 0.052 0.129 0.062 0.048 0.161 0.460 0.410 0.179 0.345 0.881 0.909
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.455 0.440 0.661 0.029 0.803 0.363 0.027 0.104 0.958 0.064 0.050 0.360 0.137 0.023 0.032 0.024 0.776 0.139 0.306 0.111 0.889 0.861
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.593 0.817 0.958 0.938 0.786 0.781 0.697 0.275 0.631 0.199 0.436 0.060 0.647 0.063 0.509 0.101 0.489 0.389 0.072 0.083 0.044 0.081
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.083 0.904 0.030 0.782 0.076 0.339 0.307 0.239 0.083 0.684 0.276 0.029 0.167 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.134 0.364 0.339 0.175 0.449 0.322 0.307 0.375 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

CENCOENONNCONNONBONNORNONEONNONBCONNEONNONNON NCONNONNONNGC)
MME / mme-hydrophobic (preferred) o ¥V o ¥VVY o oV o o o o o o oV o o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | M2|L3: O
XPNPEP1 [N1] / appl-xp | R1M2: O ENPEP [N1] / enpep-acidic | R1|[M2: O
TPP2 [N3] / tpp2-tripeptidyl | L3|D4 : ANPEP [N1]/ anpep-ala | R1LM2: O
NPEPPS [N1] / npepps-n-terminal | R1M2 : DPP8 [N2] / dpp8-xp-xa | M2|L3: O
ACE [C2] / ace-dipeptidyl | K21[k22 : DPP9 [N2] / dpp9-xp-xa | M2|L3: O
CPB2 (active assumption) [C1] / cpb2-basic | K22|K23 : v ERAP2 [N1] / erap2-basic | R1|M2 : v
CPN1 [C1] / cpn-basic | K22|K23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | R1IM2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 10



DYNC1H1 p.Val314lle

JLF V3;JLF V2 | 24 aa | bonds 1-23 | segment 1/1

GKRFHATI SFDTDTALKQALETKK

Source minimal epitope: KRFHATISF (SLP 2-10)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23

K KR RF F/H HA AT T/I I|S SF FID DT T/D DT TG gL LK KQ QA AL LIE ET TK KK
Pepsickle human [preferred] 0.007 0.045 0.011 0.015 0.006 0.045 0.028 0.288 0.105 0.922 0.130 0.061 0.072 0.031 0.077 0.654 0.543 0.232 0.360 0.728 0.210 0.534 0.955
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.029 0.006 0.008 0.006 0.007 0.016 0.049 0.280 0.095 0.911 0.113 0.049 0.097 0.047 0.083 0.507 0.515 0.276 0.342 0.700 0.238 0.390 0.918
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.044 0.318 0.382 0.533 0.032 0.484 0.035 0.962 0.030 0.975 0.026 0.085 0.031 0.061 0.043 0.970 0.833 0.178 0.557 0.919 0.033 0.177 0.961
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.152 0.499 0.579 0.854 0.909 0.857 0.102 0.846 0.298 0.932 0.876 0.163 0.949 0.047 0.053 0.485 0.084 0.863 0.599 0.496 0.058 0.083 0.180
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.904 0.021 0.936 0.042 0.245 0.412 0.385 0.046 0.555 0.249 0.084 0.153 0.833 0.029 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.421 0.296 0.411 0.193 0.406 0.357 0.372 0.293 0.340 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) CEBCONNONNONNONBONNONBONNONBONNONNONNONNONBONNONNONNONRONNONNONNON NC
MME / mme-hydrophobic (preferred) O O v O O O v (@) v O O O O O v O O O v © || ©| ©| ©
FAP / fap-endo-gp (required) CNBCHENONNCONNONBONNONBONNONBONNONNONNONNONNBONNONNONNONBONNON NON NON NC
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | K2|R3: O

XPNPEP1 [N1] / appl-xp | G1|[K2: O ENPEP [N1]/ enpep-acidic | G1|[K2: O

TPP2 [N3] / tpp2-tripeptidyl | R3|F4 : W ANPEP [N1]/ anpep-ala | G1[K2: O

NPEPPS [N1] / npepps-n-terminal | G1|K2: O DPP8 [N2] / dpp8-xp-xa | K2R3 : O

ACE [C2] / ace-dipeptidyl | T22|23: DPP9 [N2] / dpp9-xp-xa | K2|R3: O

CPB2 (active assumption) [C1] / cpb2-basic | K23|K24 : v ERAP2 [N1] / erap2-basic | G1|K2: O

CPN1 [C1] / cpn-basic | K23|K24 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|[K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 11



DYNC1H1 p.Val314lle

CeGaT | 18 aa | bonds 1-17 | segment 1/1

KHGKRFHATI SFDTDTGL

Source minimal epitope: KRFHATISF (SLP 4-12)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17

KKH HG gK KIR RF FH HA AT T|/I I|S SF FD DT TD DT TG gL
Pepsickle human [preferred] 0.433 0.007 0.006 0.013 0.005 0.006 0.011 0.108 0.116 0.445 0.173 0.934 0.229 0.107 0.197 0.145 0.246
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.004 0.004 0.003 0.011 0.008 0.006 0.058 0.084 0.118 0.515 0.114 0.911 0.166 0.113 0.228 0.193 0.338
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.694 0.091 0.051 0.400 0.567 0.339 0.031 0.445 0.044 0.969 0.035 0.975 0.031 0.129 0.070 0.256 0.227
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.100 0.065 0.241 0.596 0.519 0.854 0.909 0.857 0.102 0.846 0.298 0.932 0.876 0.163 0.949 0.060 0.255
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.357 0.060 0.904 0.021 0.936 0.042 0.245 0.412 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.229 0.247 0.421 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) CONEONNONBCNEONNONNONNONNBONNONNCENEONNBONNONNONNONNC
MME / mme-hydrophobic (preferred) O O O O v O O O v O v O O O O O v
FAP / fap-endo-gp (required) COHEONNONBCONNONNONNONNONNONNONNONNONNONNCON NONNONNC
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | H2|G3 : 4% predicted loss FAP [N2] / fap-dipeptidyl | H2|G3: O

XPNPEP1 [N1] / appl-xp | K1|H2 : O ENPEP [N1] / enpep-acidic | K1[H2: O

TPP2 [N3] / tpp2-tripeptidyl | G3|K4 : ANPEP [N1]/ anpep-ala | K1|H2: O

NPEPPS [N1] / npepps-n-terminal | K1|H2 : DPP8 [N2] / dpp8-xp-xa | H2|G3: O

ACE [C2] / ace-dipeptidyl | T16/G17 : DPP9 [N2] / dpp9-xp-xa | H2|G3: O

CPB2 (active assumption) [C1] / cpb2-basic | G17|L18 : O ERAP2 [N1] / erap2-basic | K1|H2 : v

CPN1 [C1]/ cpn-basic | G17|L18: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1|H2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



EPGS5 p.Ala869Thr

JLF V2 | 23 aa | bonds 1-22 | segment 1/1

KELPLYLWQPSTSEI AVI RDWKK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
KIE E/[L LIP P[L LY YL LIW WQ QP P/S ST TS SIE EI I|A AV VI I|R RD DW WK KK
Pepsickle human [preferred] 0.226 0.017 0.014 0.006 0.024 0.036 0.084 0.902 0.221 0.176 0.092 0.073 0.046 0.132 0.562 0.129 0.434 0.436 0.425 0.327 0.973 0.754
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.030 0.007 0.004 0.013 0.024 0.029 0.222 0.761 0.120 0.128 0.076 0.048 0.062 0.086 0.610 0.150 0.325 0.520 0.565 0.301 0.945 0.813
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.639 0.026 0.799 0.024 0.927 0.642 0.853 0.920 0.035 0.430 0.030 0.059 0.067 0.208 0.549 0.047 0.735 0.561 0.656 0.056 0.920 0.253
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.160 0.426 0.933 0.060 0.060 0.768 0.951 0.693 0.219 0.403 0.032 0.101 0.424 0.425 0.780 0.559 0.170 0.642 0.940 0.134 0.252 0.079
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.758 0.014 0.540 0.164 0.362 0.149 0.116 0.751 0.094 0.208 0.445 0.246 0.031 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.326 0.519 0.216 0.351 0.296 0.169 0.513 0.374 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o ¥ o o o o o V¥ o o o o o o o O o o o o
MME / mme-hydrophobic (preferred) o ¥V o VVYVYVY o o o o o o oV o oV o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|L3 : <1% predicted loss FAP [N2] / fap-dipeptidyl | E2|L3: O

XPNPEP1 [N1] / appl-xp | K1|[E2: O ENPEP [N1]/ enpep-acidic | KI[E2: O

TPP2 [N3] / tpp2-tripeptidyl | L3|P4: O ANPEP [N1]/ anpep-ala | K1|E2: O

NPEPPS [N1] / npepps-n-terminal | K1|E2 : W DPP8 [N2] / dpp8-xp-xa | E2L3: O

ACE [C2] / ace-dipeptidyl | W21|k22 : DPP9 [N2] / dpp9-xp-xa | E2IL3: O

CPB2 (active assumption) [C1] / cpb2-basic | K22|K23 : v ERAP2 [N1] / erap2-basic | K1|E2 : v

CPN1 [C1] / cpn-basic | K22|K23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1|E2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



EPGS5 p.Ala869Thr

JLF V1| 20 aa | bonds 1-19 | segment 1/1

KELPLYLWQPSTSEI AVI RD

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
KIE E/[L LIP PI[L LY YL LIW WQ QP P/S ST TS SIE E[I I|A AV V|l I|R RD
Pepsickle human [preferred] 0.226 0.017 0.014 0.006 0.024 0.036 0.084 0.902 0.221 0.176 0.092 0.073 0.093 0.205 0.661 0.209 0.592 0.832 0.849
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.030 0.007 0.004 0.013 0.024 0.029 0.222 0.761 0.120 0.128 0.076 0.048 0.065 0.132 0.698 0.249 0.516 0.739 0.868
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.639 0.026 0.799 0.024 0.927 0.642 0.853 0.920 0.035 0.430 0.030 0.059 0.147 0.264 0.651 0.124 0.896 0.724 0.781
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.160 0.426 0.933 0.060 0.060 0.768 0.951 0.693 0.219 0.403 0.032 0.101 0.424 0.425 0.780 0.559 0.170 0.893 0.854
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.758 0.014 0.540 0.164 0.362 0.149 0.116 0.751 0.094 0.208 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.326 0.519 0.216 0.351 0.296 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o ¥Wo o o o o V¥ o o o o o o o o o
MME / mme-hydrophobic (preferred) oV o VVYVY o o o o o o oV o oV o o
FAP / fap-endo-gp (required) CONECONNONBCONNCONNONNONNCEBONNONNONNONNONNONNONNCONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|L3 : <1% predicted loss FAP [N2] / fap-dipeptidyl | E2|L3: O

XPNPEP1 [N1] / appl-xp | K1|[E2: O ENPEP [N1]/ enpep-acidic | KI[E2: O

TPP2 [N3] / tpp2-tripeptidyl | L3|P4: O ANPEP [N1]/ anpep-ala | K1|E2: O

NPEPPS [N1] / npepps-n-terminal | K1|E2 : W DPP8 [N2] / dpp8-xp-xa | E2L3: O

ACE [C2] / ace-dipeptidy! | 118|R19: O DPP9 [N2] / dpp9-xp-xa | E2IL3: O

CPB2 (active assumption) [C1] / cpb2-basic | R19]D20: O ERAP2 [N1] / erap2-basic | K1|E2 : v

CPNL1 [C1]/ cpn-basic | R19|D20: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1|E2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



EPGS5 p.Ala869Thr

CeGaT | 23 aa | bonds 1-22 | segment 1/1

KKSVI RTLSTI DDVEDRENEKGR

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
KKK KIS S|V VI I|R RT TIL LIS ST T|I I|D DD DV VE EfD DR RE E/N NE EK KG @GR
Pepsickle human [preferred] 0.415 0.016 0.005 0.011 0.023 0.043 0.027 0.827 0.099 0.280 0.679 0.189 0.102 0.208 0.049 0.305 0.345 0.172 0.235 0.185 0.721 0.378
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.062 0.002 0.002 0.009 0.020 0.029 0.062 0.641 0.101 0.122 0.765 0.086 0.102 0.132 0.118 0.174 0.338 0.142 0.233 0.324 0.635 0.455
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.489 0.323 0.033 0.270 0.368 0.672 0.060 0.842 0.057 0.039 0.891 0.039 0.171 0.749 0.037 0.042 0.681 0.044 0.034 0.028 0.924 0.186
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.056 0.230 0.352 0.422 0.881 0.967 0.115 0.984 0.457 0.349 0.448 0.583 0.291 0.538 0.199 0.709 0.758 0.121 0.045 0.870 0.046 0.190
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.946 0.028 0.073 0.884 0.074 0.184 0.675 0.119 0.218 0.624 0.103 0.345 0.098 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.482 0.233 0.296 0.260 0.468 0.356 0.415 0.272 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) CNBCENONNCONNONBONNONBONNONNONNONNONNONNCONNONNONNONNCONNON NCONNON NC)
MME / mme-hydrophobic (preferred) o o oV o oV o oV o o o o o o o o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | K2|S3: O

XPNPEP1 [N1] / appl-xp | K1|[K2: O ENPEP [N1] / enpep-acidic | K1|K2: O

TPP2 [N3] / tpp2-tripeptidyl | S3v4 : ANPEP [N1] / anpep-ala | K1[K2: O

NPEPPS [N1] / npepps-n-terminal | K1|k2 : DPP8 [N2] / dpp8-xp-xa | K2|S3: O

ACE [C2] / ace-dipeptidyl | K21|G22: DPP9 [N2] / dpp9-xp-xa | K2|S3: O

CPB2 (active assumption) [C1] / cpb2-basic | G22|R23 : v ERAP2 [N1] / erap2-basic | K1|K2 : v

CPN1 [C1] / cpn-basic | G22|R23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1[K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 15



EXOC4 p.Ser34lle

JLF V3;JLF V2 | 23 aa | bonds 1-22 | segment 1/1

KKSVI RTLSTI DDVEDRENEKGR

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22

KKK KIS S|V VI I|R RT TIL LIS ST T|I I|D DD DV VE EfD DR RE E/N NE EK KG @GR
Pepsickle human [preferred] 0.415 0.016 0.005 0.011 0.023 0.043 0.027 0.827 0.099 0.280 0.679 0.189 0.102 0.208 0.049 0.305 0.345 0.172 0.235 0.185 0.721 0.378
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.062 0.002 0.002 0.009 0.020 0.029 0.062 0.641 0.101 0.122 0.765 0.086 0.102 0.132 0.118 0.174 0.338 0.142 0.233 0.324 0.635 0.455
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.489 0.323 0.033 0.270 0.368 0.672 0.060 0.842 0.057 0.039 0.891 0.039 0.171 0.749 0.037 0.042 0.681 0.044 0.034 0.028 0.924 0.186
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.056 0.230 0.352 0.422 0.881 0.967 0.115 0.984 0.457 0.349 0.448 0.583 0.291 0.538 0.199 0.709 0.758 0.121 0.045 0.870 0.046 0.190
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.946 0.028 0.073 0.884 0.074 0.184 0.675 0.119 0.218 0.624 0.103 0.345 0.098 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.482 0.233 0.296 0.260 0.468 0.356 0.415 0.272 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

CENCOENONNCONNONBONNORNONEONNONBCONNEONNONNON NCONNONNONNGC)
MME / mme-hydrophobic (preferred) o o o ¥V o oV o oV o o o o o o o o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | K2|S3: O
XPNPEP1 [N1] / appl-xp | K1|[K2: O ENPEP [N1] / enpep-acidic | K1|K2: O
TPP2 [N3] / tpp2-tripeptidyl | S3v4 : ANPEP [N1] / anpep-ala | K1[K2: O
NPEPPS [N1] / npepps-n-terminal | K1|k2 : DPP8 [N2] / dpp8-xp-xa | K2|S3: O
ACE [C2] / ace-dipeptidyl | K21|G22: DPP9 [N2] / dpp9-xp-xa | K2|S3: O
CPB2 (active assumption) [C1] / cpb2-basic | G22|R23 : v ERAP2 [N1] / erap2-basic | K1|K2 : v
CPN1 [C1] / cpn-basic | G22|R23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1[K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 16



EXOC4 p.Ser34lle

CeGaT | 17 aa | bonds 1-16 | segment 1/1

SVI RTLSTI DDVEDREN

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
S|V V]I I|R RT TIL LIS ST T/I I|D DD DV VJE E/D DR RE EN
Pepsickle human [preferred] 0.010 0.011 0.026 0.032 0.011 0.210 0.031 0.286 0.679 0.213 0.195 0.167 0.146 0.327 0.552 0.242
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.003 0.019 0.018 0.011 0.028 0.101 0.168 0.765 0.112 0.139 0.146 0.158 0.247 0.483 0.453
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.030 0.486 0.533 0.854 0.058 0.844 0.054 0.032 0.891 0.044 0.169 0.603 0.042 0.087 0.738 0.131
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.167 0.275 0.805 0.967 0.115 0.984 0.457 0.349 0.448 0.583 0.291 0.538 0.199 0.709 0.755 0.380
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.073 0.884 0.074 0.184 0.675 0.119 0.218 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.296 0.260 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o0 0O o o o o o o o o o o o o o
MME / mme-hydrophobic (preferred) O v O O v O O v O O O O O O O O
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | V2|13 : No predicted loss FAP [N2] / fap-dipeptidyl | V2|13 : O

XPNPEP1 [N1] / appl-xp | S1|V2: O ENPEP [N1]/ enpep-acidic | S1|[V2: O

TPP2 [N3] / tpp2-tripeptidyl | 13|R4 : W ANPEP [N1] / anpep-ala | S1[V2: O

NPEPPS [N1] / npepps-n-terminal | S1)v2 : DPP8 [N2] / dpp8-xp-xa | V2I3: O

ACE [C2] / ace-dipeptidyl | R15/E16 : W DPP9 [N2] / dpp9-xp-xa | V2|I3: O

CPB2 (active assumption) [C1] / cpb2-basic | EI6|N17 : O ERAP2 [N1] / erap2-basic | S1|V2: O

CPNL1 [C1]/ cpn-basic | E16|N17 : O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | S1|V2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



GLIS3 p.Ser775fs

JLF V3| 80 aa | bonds 1-24 | segment 1/4

QPPESSSSFFNTAKNTASL YPAAI R

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
QP PIP PIE E/S SIS SIS SS SIF F[F FIN NT TIA AK KIN NNT T/A AS SL LIY Y P PA AA Al I|R
Pepsickle human [preferred] 0.016 0.003 0.006 0.014 0.006 0.010 0.019 0.266 0.869 0.699 0.214 0.159 0.459 0.633 0.065 0.177 0.570 0.189 0.702 0.658 0.060 0.143 0.280 0.458
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.003 0.003 0.013 0.034 0.011 0.028 0.033 0.218 0.797 0.637 0.101 0.069 0.497 0.519 0.116 0.170 0.443 0.131 0.582 0.602 0.061 0.124 0.225 0.421
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.032 0.045 0.092 0.036 0.056 0.033 0.051 0.045 0.968 0.924 0.026 0.039 0.893 0.959 0.330 0.061 0.373 0.024 0.902 0.933 0.030 0.235 0.039 0.871
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.283 0.063 0.025 0.031 0.174 0.369 0.468 0.334 0.776 0.833 0.185 0.163 0.864 0.139 0.201 0.648 0.912 0.154 0.625 0.391 0.198 0.103 0.191 0.961
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.038 0.611 0.427 0.022 0.243 0.662 0.535 0.050 0.137 0.747 0.017 0.560 0.456 0.050 0.451 0.136 0.475
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.357 0.316 0.395 0.304 0.315 0.348 0.359 0.157 0.205 0.478 0.310 0.187

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
MME / mme-hydrophobic (preferred) NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
FAP / fap-endo-gp (required) O 0O 0O 0O 0O 0O OO 0OOO OO OO 0O O O O 0 o0 o o o

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | P2|P3 : 8% predicted loss FAP [N2] / fap-dipeptidyl | P2|P3: O

XPNPEP1 [N1] / appl-xp | Q1|P2: v ENPEP [N1]/ enpep-acidic | Q1|P2: O

TPP2 [N3] / tpp2-tripeptidyl | P3|IE4: O ANPEP [N1]/anpep-ala | Q1|P2: O

NPEPPS [N1] / npepps-n-terminal | Q1|P2: O DPP8 [N2] / dpp8-xp-xa | P2|P3: O

ACE [C2] / ace-dipeptidyl | A78|F79 : DPP9 [N2] / dpp9-xp-xa | P2|P3: O

CPB2 (active assumption) [C1] / cpb2-basic | F79|V80: O ERAP2 [N1] / erap2-basic | Q1|P2: O

CPNL1 [C1]/ cpn-basic | F79]V80: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | Q1|P2: W

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 18



GLIS3 p.Ser775fs

JLF V3| 80 aa | bonds 25-48 | segment 2/4

RFTPEVLSARNKLFFSTKWYPCPW

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

25 26 27 28 29 30
RF FT TP PIE EV VL

Pepsickle human [preferred] 0.497 0.926 0.141 0.238 0.111 0.636
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.396 0.895 0.104 0.255 0.126 0.607
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.193 0.957 0.028 0.136 0.034 0.845
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.689 0.887 0.251 0.323 0.050 0.141
In-vitro proteasome digestion model

NetCleave-l HLA 0.111 0.806 0.060 0.301 0.153 0.188
MHC-I C-terminal processing proxy

NetCleave-Il HLA 0.414 0.328 0.206 0.173 0.431 0.159

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) NA NA NA NA NA NA

MME / mme-hydrophobic (preferred) NA NA NA NA NA NA

FAP / fap-endo-gp (required) (@) (@) (@) (@) (@) (@)

31 32 88 34 85 36 37 38 39 40 41 42 43
LIS SIA AR RIN NK KL LIF FF FS ST TK KW WY

0.752 0.103 0.740 0.785 0.073 0.276 0.358 0.360 0.570 0.047 0.420 0.553 0.636

0.774 0.086 0.771 0.673 0.099 0.282 0.329 0.368 0.636 0.054 0.447 0.468 0.564

0.820 0.275 0.699 0.358 0.041 0.088 0.941 0.619 0.264 0.024 0.346 0.783 0.902

0.945 0.302 0.932 0.332 0.348 0.711 0.800 0.402 0.920 0.049 0.958 0.258 0.775

0.787 0.022 0.475 0.534 0.050 0.476 0.390 0.140 0.737 0.024 0.351 0.260 0.686

0.513 0.352 0.281 0.323 0.380 0.389 0.422 0.294 0.327 0.191 0.342 0.471 0.232

NA NA NA NA NA NA NA NA NA NA NA NA NA

NA NA NA

0 O O O

NA NA NA

o O

NA NA NA NA NA NA

ONNCHBONNONNONNON NG

NA

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | P2|P3 : 8% predicted loss
XPNPEP1 [N1]/ appl-xp | Q1[P2: W
TPP2 [N3] / tpp2-tripeptidyl | P3|IE4: O
NPEPPS [N1] / npepps-n-terminal | Q1|P2 :
ACE [C2] / ace-dipeptidyl | A78|F79 :
CPB2 (active assumption) [C1] / cpb2-basic | F79|V80 :
CPNL1 [C1]/ cpn-basic | F79]V80: O

XPNPEP2 [N1]/ app2-xp | Q1|P2: W

©)

©)

FAP [N2] / fap-dipeptidyl | P2|P3: O
ENPEP [N1] / enpep-acidic | Q1|P2 :
ANPEP [N1]/anpep-ala | Q1|P2: O
DPP8 [N2] / dpp8-xp-xa | P2|P3: O
DPP9 [N2] / dpp9-xp-xa | P2[P3: O
ERAP2 [N1] / erap2-basic | Q1|P2: O

ERAP1 [N1] / eramer-step | no assessed bond : NA

@)

44 45 46 47 48
Y|P PIC CP PIW WI

0.356 0.050 0.090 0.058 0.325

0.352 0.041 0.057 0.050 0.370

0.893 0.028 0.023 0.024 0.853

0.827 0.051 0.277 0.147 0.055

0.073 0.155 0.154 0.094 0.508

0.145 0.439 0.116 0.260 0.323

NA NA NA NA NA

NA NA NA NA NA

©|l@©|©|] ©| ©

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate
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GLIS3 p.Ser775fs

JLF V3| 80 aa | bonds 49-72 | segment 3/4

| LWAAAEVL SPTLPRFPENCAACQL

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

49 50 51 52 53 54
L LW WA AIA AA AE
Pepsickle human [preferred] 0.443 0.709 0.920 0.720 0.303 0.208
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.388 0.717 0.862 0.612 0.299 0.239
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.097 0.719 0.965 0.844 0.276 0.846
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.208 0.959 0.925 0.688 0.837 0.757
In-vitro proteasome digestion model
NetCleave-l HLA 0.177 0.311 0.647 0.048 0.571 0.332
MHC-I C-terminal processing proxy
NetCleave-Il HLA 0.155 0.560 0.239 0.284 0.386 0.246

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) NA NA NA NA NA NA

MME / mme-hydrophobic (preferred) NA NA NA NA NA NA

FAP / fap-endo-gp (required)

55}

56 57 58 59 60 61 62 63

64 65 66 67

68 69

70

71

72

ElV VIL LIS S|P PIT TIL LIP PIR RF FIP PIE EJN NC CA AA AC CQ QL

0.040

0.029

0.029

0.325

0.128

0.273

NA

NA

ORNCHBONNONBONNONNONNBONNCOE NG

0.238 0.665 0.066 0.137 0.092 0.529 0.298 0.541

0.303 0.663 0.047 0.154 0.139 0.633 0.227 0.636

0.534 0.973 0.024 0.029 0.048 0.923 0.088 0.629

0.151 0.680 0.498 0.166 0.028 0.740 0.366 0.121

0.210 0.815 0.027 0.627 0.036 0.834 0.051 0.301

0.239 0.399 0.221 0.189 0.657 0.192 0.233 0.573

NA NA NA NA NA NA NA NA

NA NA NA NA

o O

NA NA NA NA

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | P2|P3 : 8% predicted loss
XPNPEP1 [N1]/ appl-xp | Q1[P2: W
TPP2 [N3] / tpp2-tripeptidyl | P3|IE4: O
NPEPPS [N1] / npepps-n-terminal | Q1|P2 :
ACE [C2] / ace-dipeptidyl | A78|F79 :
CPB2 (active assumption) [C1] / cpb2-basic | F79|V80 :
CPNL1 [C1]/ cpn-basic | F79]V80: O

XPNPEP2 [N1]/ app2-xp | Q1|P2: W

©)

©)

FAP [N2] / fap-dipeptidyl | P2|P3: O
ENPEP [N1] / enpep-acidic | Q1|P2 :
ANPEP [N1]/anpep-ala | Q1|P2: O
DPP8 [N2] / dpp8-xp-xa | P2|P3: O
DPP9 [N2] / dpp9-xp-xa | P2[P3: O
ERAP2 [N1] / erap2-basic | Q1|P2 :

@)

©)

ERAP1 [N1] / eramer-step | no assessed bond : NA

0.868 0.113 0.209 0.217

0.810 0.114 0.168 0.202

0.863 0.025 0.134 0.199

0.462 0.385 0.068 0.076

0.674 0.093 0.125 0.545

0.147 0.287 0.290 0.544

NA NA NA NA

NA NA NA NA

0.189 0.609

0.344 0.637

0.067 0.898

0.851 0.533

0.233 0.404

0.086 0.321

NA NA

NA NA

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate

0.647

0.622

0.831

0.538

0.350

0.512

NA

NA

0.534

0.537

0.097

0.490

0.229

0.087

NA

NA

0.184

0.124

0.091

0.465

0.069

0.326

NA

NA

ONNCHBONNONNONNONNONNBONNONNONNCON NGO
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GLIS3 p.Ser775fs

JLF V3| 80 aa | bonds 73-79 | segment 4/4

LLQCGAFV
No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

73 74 75 76 7 78 79
LIL L|Q QC G GA AF FV

Pepsickle human [preferred] 0.624 0.586 0.192 0.322 0.203 0.305 0.659
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.534 0.724 0.188 0.275 0.165 0.293 0.680
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.656 0.332 0.029 0.025 0.038 0.098 0.379
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.827 0.660 0.641 0.701 0.801 0.321 0.188
In-vitro proteasome digestion model

NetCleave-l HLA 0.600 0.516 0.071 0.398 0.123 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA 0.391 0.198 0.450 0.093 0.458 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) NA NA NA NA NA NA NA
MME / mme-hydrophobic (preferred) NA NA NA NA NA NA NA
FAP / fap-endo-gp (required) (@) (e) (e) (@) (e) (@) (e)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | P2|P3 : 8% predicted loss FAP [N2] / fap-dipeptidyl | P2|P3: O

XPNPEP1 [N1] / appl-xp | Q1|P2: v ENPEP [N1]/ enpep-acidic | Q1|P2: O

TPP2 [N3] / tpp2-tripeptidyl | P3|IE4: O ANPEP [N1]/anpep-ala | Q1|P2: O

NPEPPS [N1] / npepps-n-terminal | Q1|P2: O DPP8 [N2] / dpp8-xp-xa | P2|P3: O

ACE [C2] / ace-dipeptidyl | A78|F79 : DPP9 [N2] / dpp9-xp-xa | P2|P3: O

CPB2 (active assumption) [C1] / cpb2-basic | F79|V80: O ERAP2 [N1] / erap2-basic | Q1|P2: O

CPNL1 [C1]/ cpn-basic | F79]V80: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | Q1|P2: W

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 21



H1-2 p.Alal97 Lys201del

CeGaT | 16 aa | bonds 1-15 | segment 1/1

AAKAVKPKVVKPKKAA

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5
AIA AIK KIA AV VIK KIP PIK KIV VIV VK KIP PIK KK KA AA

Pepsickle human [preferred] 0.476 0.021 0.020 0.008 0.019 0.022 0.008 0.525 0.360 0.523 0.725 0.531 0.832 0.753 0.674
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.001 0.001 0.009 0.004 0.007 0.029 0.011 0.316 0.311 0.425 0.642 0.360 0.769 0.633 0.538
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.262 0.231 0.481 0.204 0.236 0.076 0.029 0.183 0.695 0.273 0.462 0.422 0.889 0.973 0.448
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.082 0.315 0.066 0.047 0.362 0.036 0.157 0.028 0.041 0.713 0.045 0.039 0.028 0.066 0.921

In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.371 0.135 0.501 0.240 0.151 0.574 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.396 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o o o o ¥ o o o oV o o o
MME / mme-hydrophobic (preferred) @) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) O @]
FAP / fap-endo-gp (required) COHEONNONEBONNONNONNONNONEONNONNONNONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | A2|K3 : 91% predicted loss FAP [N2] / fap-dipeptidyl | A2|K3: O
XPNPEP1 [N1] / appl-xp | Al|A2: O ENPEP [N1]/ enpep-acidic | A1|A2: O

TPP2 [N3] / tpp2-tripeptidyl | K3|a4 : ANPEP [N1]/ anpep-ala | ALjA2 :

NPEPPS [N1] / npepps-n-terminal | AL|A2 : DPP8 [N2] / dpp8-xp-xa | A2/K3:

ACE [C2] / ace-dipeptidyl | K14|A15 : DPP9 [N2] / dpp9-xp-xa | A2/K3:

CPB2 (active assumption) [C1] / cpb2-basic | A15|A16: O ERAP2 [N1] / erap2-basic | A1|A2: O

CPNL1 [C1]/ cpn-basic | A15|A16: O ERAPL1 [N1] / eramer-step | A1]A2 : 0.095 PWM specificity

XPNPEP2 [N1]/ app2-xp | AljA2 1 O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 22



KDM3B p.Pro633Ser

JLF V2;JLF V1| 26 aa | bonds 1-24 | segment 1/2

HENL FL QPPKL SREESSNPFLAFVE

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14

15

16

17

18

19

20 21 22

23

24

HE EIN NL LIF FIL L|Q QP P|P PIK KL LS SR RE EE ES S|S SN NNP P[F F[L LA AF FIV VE

Pepsickle human [preferred]
MHC-I epitope proxy; proteasome type agnostic

0.020 0.014 0.006 0.008 0.015 0.016 0.016 0.177 0.329 0.523 0.874 0.454 0.786 0.077

Pepsickle all-mammal [comparison]
MHC-I epitope proxy; proteasome type agnostic

0.010 0.013 0.004 0.009 0.018 0.015 0.019 0.127 0.251 0.598 0.877 0.361 0.729 0.076

NetChop Cterm 3.0 0.148 0.050 0.083 0.931 0.640 0.602 0.043 0.051 0.286 0.690 0.978 0.038 0.972 0.123
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.520 0.547 0.526 0.496 0.234 0.613 0.207 0.085 0.027 0.026 0.796 0.582 0.767 0.175
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.453 0.279 0.198 0.665 0.027 0.738 0.048

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.372 0.262
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O o o o o o o VY o o o o o
MME / mme-hydrophobic (preferred) O O v v v O O O O v © || ©| ©| ©
FAP / fap-endo-gp (required) COHNONNONNONNONNONNONNONNONNONNCONNONNON NE)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|N3 : 2% predicted loss
XPNPEP1 [N1]/ appl-xp | HI[E2: O

TPP2 [N3] / tpp2-tripeptidyl | N3|L4 :

NPEPPS [N1] / npepps-n-terminal | H1|E2 : v

ACE [C2] / ace-dipeptidyl | V24[E25 :

CPB2 (active assumption) [C1] / cpb2-basic | E25|K26 : v
CPNL1 [C1]/ cpn-basic | E25|K26 : W

XPNPEP2 [N1]/ app2-xp | HI[E2: O

FAP [N2] / fap-dipeptidyl | E2IN3: O
ENPEP [N1] / enpep-acidic | HL|E2 : O
ANPEP [N1]/ anpep-ala | H1|[E2: O
DPP8 [N2] / dpp8-xp-xa | E2IN3: O
DPP9 [N2] / dpp9-xp-xa | E2IN3: O
ERAP2 [N1] / erap2-basic | H1|[E2: O

0.122

0.107

0.084

0.625

0.396

0.392

0 O O

ERAP1 [N1] / eramer-step | no assessed bond : NA

0.034 0.031

0.057 0.034

0.055 0.024

0.508 0.109

0.239 0.214

0.348 0.257

O O O

0 O O

0.048 0.087

0.044 0.073

0.024 0.028

0.364 0.063

0.224 0.138

0.216 0.286

O O O

o 4«
o qo
O 0 O
o qo0

O O O

0.354 0.604 0.416

0.344 0.505 0.520

0.907 0.644 0.304

0.044 0.932 0.691

0.279 0.521 0.107

0.531 0.227 0.223

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate

0.863

0.759

0.937

0.451

0.749

0.655

0.744

0.667

0.924

0.110

NA

NA

o O
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KDM3B p.Pro633Ser

JLF V2;JLF V1 | 26 aa | bonds 25-25 | segment 2/2

EK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

25

E| K
Pepsickle human [preferred] 0.424
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.443
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.120
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.810
In-vitro proteasome digestion model
NetCleave-I HLA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O
MME / mme-hydrophobic (preferred) O
FAP / fap-endo-gp (required) @)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|N3 : 2% predicted loss FAP [N2] / fap-dipeptidyl | E2IN3: O

XPNPEP1 [N1] / appl-xp | H1|[E2 : O ENPEP [N1] / enpep-acidic | HL|E2 : O

TPP2 [N3] / tpp2-tripeptidyl | N3|L4 : v ANPEP [N1]/ anpep-ala | H1|[E2: O

NPEPPS [N1] / npepps-n-terminal | H1|E2 : v DPP8 [N2] / dpp8-xp-xa | E2IN3: O

ACE [C2] / ace-dipeptidyl | V24|E25 : v DPP9 [N2] / dpp9-xp-xa | E2IN3: O

CPB2 (active assumption) [C1] / cpb2-basic | E25|K26 : v ERAP2 [N1] / erap2-basic | H1|[E2: O

CPN1 [C1] / cpn-basic | E25|K26 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | HI[E2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 24



KDM3B p.Pro633Ser

CeGaT | 17 aa | bonds 1-16 | segment 1/1

PPKLSREESSNPFLAFV

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16
PIP PIK KL LIS SR RE EE ES SIS SIN NP P[F FL LA AF FV

Pepsickle human [preferred] 0.005 0.013 0.038 0.042 0.018 0.047 0.066 0.162 0.034 0.062 0.084 0.085 0.355 0.689 0.625 0.955
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.004 0.004 0.023 0.019 0.020 0.031 0.077 0.103 0.057 0.035 0.072 0.103 0.374 0.643 0.627 0.910
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.036 0.191 0.847 0.974 0.043 0.953 0.118 0.082 0.055 0.024 0.024 0.029 0.929 0.768 0.410 0.937
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.033 0.028 0.025 0.796 0.582 0.767 0.175 0.625 0.508 0.109 0.364 0.063 0.044 0.932 0.682 0.790
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.396 0.239 0.214 0.224 0.138 0.279 0.521 NA NA

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.531 0.227 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o ¥ o o o o o o o o o V¥ o o o o
MME / mme-hydrophobic (preferred) (@) (@) v (@) @) @) @) @) @] @] @] v v O v O
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | P2|K3 : v

XPNPEP1 [N1]/ appl-xp | P1P2: ENPEP [N1] / enpep-acidic | P1|P2: O

TPP2 [N3] / tpp2-tripeptidyl | K3|L4 : ANPEP [N1]/ anpep-ala | P1[P2: O

NPEPPS [N1] / npepps-n-terminal | P1[P2: O DPP8 [N2] / dpp8-xp-xa | P2|K3: W

ACE [C2] / ace-dipeptidyl | A15|F16 : W DPP9 [N2] / dpp9-xp-xa | P2|k3: W

CPB2 (active assumption) [C1] / cpb2-basic | F16|V17: O ERAP2 [N1] / erap2-basic | P1|P2: O

CPNL1 [C1]/ cpn-basic | F16|V17: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | P1P2 :

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 25



KIF1C p.Glu456Lys

JLF V2;JLF V1| 21 aa | bonds 1-20 | segment 1/1

TEKI I AELNKTWEEKL RKTEA

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

TIE EK KI 1]l I|]A AE EL LIN NK KT T/W WE EE EK KL LR RK KT TE EA
Pepsickle human [preferred] 0.009 0.014 0.013 0.011 0.018 0.043 0.065 0.819 0.066 0.344 0.141 0.612 0.091 0.164 0.604 0.677 0.480 0.820 0.400 0.541
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.006 0.007 0.019 0.018 0.045 0.044 0.622 0.081 0.231 0.110 0.677 0.093 0.120 0.543 0.575 0.490 0.811 0.391 0.597
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.025 0.025 0.640 0.411 0.117 0.147 0.031 0.970 0.028 0.104 0.032 0.952 0.024 0.149 0.830 0.733 0.147 0.914 0.165 0.039
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.048 0.773 0.117 0.230 0.815 0.778 0.789 0.341 0.078 0.762 0.095 0.646 0.104 0.959 0.090 0.182 0.867 0.137 0.178 0.886
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.954 0.031 0.698 0.042 0.910 0.012 0.225 0.120 0.753 0.154 0.164 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.279 0.330 0.468 0.277 0.351 0.315 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O ©) ©) O ©) O ©) O ©) O ©) O O ©) O ©) O O O O
MME / mme-hydrophobic (preferred) O O v v O O v O O O O O o o v © | ©| ©| ©| ©
FAP / fap-endo-gp (required) O O O O O O O O O O O O O O O O O O O O
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|K3 : <1% predicted loss FAP [N2] / fap-dipeptidyl | E2|K3: O

XPNPEP1 [N1] / appl-xp | TL|E2: O ENPEP [N1]/ enpep-acidic | TL|E2: O

TPP2 [N3] / tpp2-tripeptidyl | K314 : ANPEP [N1] / anpep-ala | TLIE2: O

NPEPPS [N1] / npepps-n-terminal | T1|E2: W DPP8 [N2] / dpp8-xp-xa | E2[K3: O

ACE [C2] / ace-dipeptidyl | T19]E20 : DPP9 [N2] / dpp9-xp-xa | E2[K3: O

CPB2 (active assumption) [C1] / cpb2-basic | E20|[A21: O ERAP2 [N1] / erap2-basic | T1|E2: O

CPNL1 [C1]/ cpn-basic | E20|A21: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | TLIE2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 26



MAP2 p.Leu867fs

JLF V3| 23 aa | bonds 1-22 | segment 1/1

KTVRI YOGRWPFTKALM KFEE

Source minimal epitope: RVVPFTKAL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

KIT TIV VR RI 1]Y YIQ QG GR RV V|V VP PIF FT T K KA AL LM MI
Pepsickle human [preferred] 0.235 0.011 0.017 0.011 0.019 0.061 0.031 0.087 0.416 0.072 0.304 0.160 0.730 0.063 0.527 0.571 0.864 0.684 0.847
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.003 0.005 0.015 0.015 0.034 0.040 0.069 0.481 0.057 0.240 0.276 0.585 0.056 0.433 0.507 0.860 0.594 0.821
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.259 0.027 0.791 0.209 0.579 0.677 0.041 0.070 0.056 0.178 0.230 0.036 0.729 0.025 0.548 0.836 0.964 0.565 0.967
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.217 0.118 0.964 0.823 0.906 0.923 0.628 0.832 0.604 0.145 0.945 0.201 0.040 0.182 0.880 0.721 0.935 0.086 0.965
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.115 0.536 0.060 0.628 0.085 0.591 0.058 0.707 0.200 0.685 0.143 0.567
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.368 0.212 0.350 0.368 0.329 0.333 0.120
MHC-II processing proxy; no named cathepsin
INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope
PREP / prep-pro (required) O 0 0o o o o o o o o oV o o o o o o o
MME / mme-hydrophobic (preferred) O O O v v O O O O o o v O O O v O v O
FAP / fap-endo-gp (required) CONECONNONBCONNCONNONNONNCEBONNONNONNONNONNONNONNCONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | T2|V3 : 29% predicted loss FAP [N2] / fap-dipeptidyl | T2|[V3: O
XPNPEP1 [N1]/appl-xp | K1|T2: O ENPEP [N1]/ enpep-acidic | K1|T2: O

TPP2 [N3] / tpp2-tripeptidyl | V3|R4 :

NPEPPS [N1] / npepps-n-terminal | K1|T2 : v

ACE [C2] / ace-dipeptidyl | F21|E22: O

CPB2 (active assumption) [C1] / cpb2-basic | E22|[E23: O
CPNL1 [C1]/ cpn-basic | E22|E23: O

XPNPEP2 [N1]/ app2-xp | K1|T2: O

ANPEP [N1]/ anpep-ala | K1|]T2: O
DPP8 [N2] / dpp8-xp-xa | T2|V3: O
DPP9 [N2] / dpp9-xp-xa | T2|[V3: O

ERAP2 [N1] / erap2-basic | K1[T2:
ERAP1 [N1] / eramer-step | no assessed bond : NA

20 21 22

I|K KF FE EE

0.599 0.896 0.210

0.535 0.863 0.327

0.772 0.859 0.033

0.140 0.848 0.803

0.082 NA NA

0533 NA NA

O O O
V¥V o o
O O O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



MAP2 p.Leu867fs

JLF V2;JLF V1 | 24 aa | bonds 1-23 | segment 1/1

KTVRI YOGRWPFTKALM KFEEI

Source minimal epitope: RVVPFTKAL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
KIT TIV VR RI 1]Y YIQ QG GR RV V|V VP PIF FT T K KA AL LMMI I|K
Pepsickle human [preferred] 0.235 0.011 0.017 0.011 0.019 0.061 0.031 0.087 0.416 0.072 0.304 0.160 0.730 0.063 0.527 0.548 0.871 0.691 0.823
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.003 0.005 0.015 0.015 0.034 0.040 0.069 0.481 0.057 0.240 0.276 0.585 0.056 0.433 0.423 0.863 0.584 0.812
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.259 0.027 0.791 0.209 0.579 0.677 0.041 0.070 0.056 0.178 0.230 0.036 0.729 0.025 0.548 0.823 0.960 0.448 0.938
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.217 0.118 0.964 0.823 0.906 0.923 0.628 0.832 0.604 0.145 0.945 0.201 0.040 0.182 0.880 0.721 0.935 0.086 0.965
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.115 0.536 0.060 0.628 0.085 0.591 0.058 0.707 0.200 0.685 0.143 0.567
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.368 0.212 0.350 0.368 0.329 0.333 0.120
MHC-II processing proxy; no named cathepsin
INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope
PREP / prep-pro (required) O 0 0o o o o o o o o oV o o o o o o o
MME / mme-hydrophobic (preferred) O O O v v O O O O o o v O O O v O v O
FAP / fap-endo-gp (required) CONECONNONBCONNCONNONNONNCEBONNONNONNONNONNONNONNCONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | T2|V3 : 29% predicted loss FAP [N2] / fap-dipeptidyl | T2|[V3: O
XPNPEP1 [N1] / appl-xp | K1|T2: O ENPEP [N1] / enpep-acidic | K1|]T2: O

TPP2 [N3] / tpp2-tripeptidyl | V3|R4 :

NPEPPS [N1] / npepps-n-terminal | K1|T2 : v

ACE [C2] / ace-dipeptidyl | E22|E23 :

CPB2 (active assumption) [C1] / cpb2-basic | E23|124: O
CPNL1 [C1]/ cpn-basic | E23|124: O

XPNPEP2 [N1]/ app2-xp | K1[T2: O

ANPEP [N1]/ anpep-ala | K1|]T2: O
DPP8 [N2] / dpp8-xp-xa | T2|V3: O
DPP9 [N2] / dpp9-xp-xa | T2|[V3: O

ERAP2 [N1] / erap2-basic | K1[T2:
ERAP1 [N1] / eramer-step | no assessed bond : NA

20 21 22 23
KIF FIE EE EI

0.464 0.808 0.134 0.272
0.455 0.779 0.142 0.398
0.590 0.487 0.029 0.038
0.140 0.921 0.902 0.485
0.082 0.834 NA NA

0.533 0427 NA NA

O O O o
¥V o oV
O O O ©O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate
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MT-ND5 p.Ala220Thr

CeGaT | 17 aa | bonds 1-16 | segment 1/1

PLLGLLLATAGKSAQLG

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16
PIL LIL LG QL LIL L|L LA AT TA AG GK KS SIA AIQ QL L|G

Pepsickle human [preferred] 0.009 0.012 0.016 0.011 0.040 0.053 0.196 0.536 0.285 0.432 0.143 0.567 0.149 0.389 0.474 0.946
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.004 0.004 0.011 0.009 0.020 0.029 0.211 0.359 0.218 0.379 0.172 0.449 0.139 0.339 0.444 0.907
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.031 0.705 0.801 0.038 0.933 0.805 0.935 0.811 0.094 0.793 0.103 0.963 0.101 0.752 0.184 0.971
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.063 0.140 0.596 0.743 0.806 0.241 0.952 0.755 0.290 0.074 0.062 0.086 0.244 0.851 0.222 0.680
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.192 0.260 0.716 0.048 0.900 0.032 0.819 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.404 0.252 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) ©|l©| 0|0 | 0|l 0|00 |(|O0|OC|O| O O| ©
MME / mme-hydrophobic (preferred) VYV 0o VYVYY o o o o o o o oV o
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | L2|L3 : 2% predicted loss FAP [N2] / fap-dipeptidyl | L2|L3: O

XPNPEP1 [N1] / appl-xp | P1|L2: O ENPEP [N1]/ enpep-acidic | P1|L2 : O

TPP2 [N3] / tpp2-tripeptidyl | L3|G4 : W ANPEP [N1]/ anpep-ala | P1|L2: O

NPEPPS [N1] / npepps-n-terminal | P1|L2: O DPP8 [N2] / dpp8-xp-xa | L2|L3: O

ACE [C2] / ace-dipeptidyl | Q15|L16 : W DPP9 [N2] / dpp9-xp-xa | L2L3: O

CPB2 (active assumption) [C1] / cpb2-basic | L16|G17 : O ERAP2 [N1] / erap2-basic | P1|L2: O

CPN1 [C1]/ cpn-basic | L16|G17: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | P1|L2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate
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MYO15B fs

JLF V2;JLF V1| 17 aa | bonds 1-16 | segment 1/1

AGRRAQAPTRVLGLAPP

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16
AIG GR RR RA AQ QA AP PIT TIR RV VIL LG GL LA AP PP

Pepsickle human [preferred] 0.203 0.008 0.031 0.018 0.004 0.006 0.021 0.053 0.054 0.336 0.528 0.843 0.420 0.869 0.367 0.297
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.198 0.004 0.028 0.005 0.005 0.006 0.044 0.036 0.058 0.340 0.539 0.749 0.370 0.814 0.322 0.313
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.409 0.073 0.405 0.379 0.181 0.028 0.050 0.033 0.052 0.836 0.947 0.955 0.193 0.958 0.688 0.046
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.247 0.104 0.598 0.654 0.526 0.565 0.836 0.047 0.040 0.720 0.935 0.869 0.224 0.778 0.110 0.089
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.184 0.143 0.337 0.178 0.667 0.023 0.850 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.377 0.221 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o o o o o ¥ o o o o o o oV
MME / mme-hydrophobic (preferred) O O O O O O O o o o v O v O O O
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | G2|R3: O

XPNPEP1 [N1] / appl-xp | Al|G2: O ENPEP [N1]/ enpep-acidic | A1|G2: O

TPP2 [N3] / tpp2-tripeptidyl | R3|R4 : ANPEP [N1]/ anpep-ala | AL|G2 :

NPEPPS [N1] / npepps-n-terminal | A1|G2: O DPP8 [N2] / dpp8-xp-xa | G2|R3: O

ACE [C2] / ace-dipeptidyl | A15|P16: O DPP9 [N2] / dpp9-xp-xa | G2|R3: O

CPB2 (active assumption) [C1] / cpb2-basic | P16|P17 : O ERAP2 [N1] / erap2-basic | A1|G2: O

CPNL1 [C1]/ cpn-basic | P16|P17: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | A1|G2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 30



MYQOO9A p.Asp523Val

JLF V2 | 25 aa | bonds 1-24 | segment 1/1

KKFDW VFRI NHALLNSKVLEHNTK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
KK KIF FID DW WI 1|V VIF FIR Rl I|N NH HA AL LIL LIN NS S K KV VIL LIE EH HN NT TK
Pepsickle human [preferred] 0.252 0.005 0.009 0.007 0.059 0.019 0.016 0.775 0.857 0.811 0.074 0.147 0.220 0.753 0.502 0.159 0.131 0.737 0.520 0.584 0.193 0.780 0.337 0.338
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.104 0.002 0.004 0.029 0.036 0.009 0.065 0.723 0.880 0.722 0.069 0.098 0.223 0.724 0.451 0.113 0.170 0.586 0.485 0.566 0.157 0.661 0.292 0.406
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.484 0.207 0.104 0.023 0.192 0.067 0.183 0.590 0.341 0.939 0.058 0.030 0.334 0.956 0.937 0.043 0.024 0.574 0.349 0.943 0.060 0.581 0.084 0.138
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.248 0.067 0.959 0.889 0.599 0.590 0.583 0.981 0.975 0.940 0.485 0.963 0.417 0.733 0.157 0.083 0.699 0.107 0.230 0.968 0.846 0.616 0.040 0.176
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.743 0.228 0.587 0.058 0.359 0.284 0.565 0.271 0.067 0.066 0.717 0.284 0.439 0.045 0.704 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.271 0.365 0.285 0.342 0.251 0.433 0.264 0.306 0.268 0.400 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O ©) ©) O ©) O ©) O ©) O ©) O O ©) O ©) O ©) O ©) O O O O
MME / mme-hydrophobic (preferred) o ¥V o oV oV o Vo o oVVY¥ o o o oV o o o o o
FAP / fap-endo-gp (required) O O O O O O O O O O O O O O O O O O O O O O O O
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | K2|F3: O

XPNPEP1 [N1] / appl-xp | K1|[K2: O ENPEP [N1] / enpep-acidic | K1|K2: O

TPP2 [N3] / tpp2-tripeptidyl | F3|D4 : W ANPEP [N1] / anpep-ala | K1[K2: O

NPEPPS [N1] / npepps-n-terminal | K1|k2 : DPP8 [N2] / dpp8-xp-xa | K2[F3: O

ACE [C2] / ace-dipeptidyl | N23[T24 : DPP9 [N2] / dpp9-xp-xa | K2|[F3: O

CPB2 (active assumption) [C1] / cpb2-basic | T24|K25 : v ERAP2 [N1] / erap2-basic | K1|K2 : v

CPN1 [C1] / cpn-basic | T24|K25 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | K1[K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 31



NMEL p.Gly24Arg

CeGaT | 13 aa | bonds 1-12 | segment 1/1

PPl SSCDTRTMAN

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12

PIP P[I I|S SIS S|C gD DT TIR RT TIM MA AN
Pepsickle human [preferred] 0.012 0.012 0.038 0.016 0.015 0.049 0.130 0.246 0.422 0.303 0.751 0.556
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.003 0.009 0.022 0.033 0.019 0.118 0.183 0.157 0.370 0.243 0.697 0.578
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.043 0.034 0.718 0.065 0.070 0.096 0.086 0.140 0.455 0.063 0.889 0.532
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.056 0.024 0.032 0.366 0.714 0.546 0.693 0.351 0.778 0.158 0.976 0.754
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.122 0.748 0.039 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o ¥ o o o o o o o o o o

MME / mme-hydrophobic (preferred) O v O O O O O O O O O O

FAP / fap-endo-gp (required) CHNCOENONECH ECHNONNONNON NONNONNON NG

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | P2|I3 : v
XPNPEP1 [N1]/ appl-xp | P1P2: ENPEP [N1] / enpep-acidic | P1|P2: O
TPP2 [N3] / tpp2-tripeptidyl | 1354 : ANPEP [N1]/ anpep-ala | P1[P2: O
NPEPPS [N1] / npepps-n-terminal | P1[P2: O DPP8 [N2] / dpp8-xp-xa | P2[13: W
ACE [C2] / ace-dipeptidyl | M11|A12 : DPP9 [N2] / dpp9-xp-xa | P2[13: |
CPB2 (active assumption) [C1] / cpb2-basic | A12|[N13: O ERAP2 [N1] / erap2-basic | P1|P2: O
CPNL1 [C1]/ cpn-basic | A12IN13: O ERAP1 [N1] / eramer-step | P1|P2 : -0.011 PWM specificity

XPNPEP2 [N1]/ app2-xp | P1P2 :

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 32



NR2F2 p.Gly65Val

JLF V2 | 26 aa | bonds 1-24 | segment 1/2

AQT AAGGQGGPGVPGSDKQQQQQH!

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

AQ QT TA AIA AIG G §Q QG G gP PIG gV VIP PIG S §D DK KQ QQ QdQ QQ QQ QH HI
Pepsickle human [preferred] 0.309 0.013 0.013 0.014 0.012 0.008 0.032 0.240 0.236 0.192 0.214 0.352 0.340 0.271 0.437 0.158 0.384 0.632 0.249 0.356 0.278 0.199 0.215 0.394
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.014 0.003 0.005 0.006 0.008 0.006 0.063 0.160 0.219 0.111 0.196 0.204 0.279 0.227 0.304 0.201 0.345 0.490 0.193 0.238 0.243 0.214 0.184 0.397
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.525 0.062 0.564 0.896 0.815 0.113 0.052 0.039 0.029 0.033 0.029 0.029 0.436 0.076 0.108 0.053 0.169 0.964 0.223 0.398 0.110 0.150 0.235 0.312
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.385 0.313 0.372 0.894 0.221 0.082 0.168 0.130 0.084 0.199 0.031 0.026 0.484 0.035 0.041 0.031 0.618 0.046 0.321 0.503 0.616 0.940 0.697 0.224
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.210 0.345 0.277 0.204 0.106 0.638 0.156 0.351 0.216 0.201 0.642 0.066 0.135 0.139 0.105 0.181 NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.060 0.277 0.710 0.094 0.405 0.332 0.334 0.288 0.334 0.382 0.238 NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

o o o o o o ¥o oV o o o o o o o o o o
MME / mme-hydrophobic (preferred) O 0 0O O 0O 0O OO OO OO OO 0O O 0o O o o o o oUVY
FAP / fap-endo-gp (required) o o o o o o o o o oV o o o o o o o o o o o o o
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | Q2|T3 : 2% predicted loss FAP [N2] / fap-dipeptidyl | Q2|T3: O
XPNPEP1 [N1] / appl-xp | A1|Q2: O ENPEP [N1]/ enpep-acidic | A1|Q2: O
TPP2 [N3]/ tpp2-tripeptidyl | T3|A4 : ANPEP [N1]/ anpep-ala | AL|Q2 :
NPEPPS [N1] / npepps-n-terminal | AL|Q2 : DPP8 [N2] / dpp8-xp-xa | Q2|T3: O
ACE [C2] / ace-dipeptidyl | H24[125 : O DPP9 [N2] / dpp9-xp-xa | Q2|T3: O
CPB2 (active assumption) [C1] / cpb2-basic | I25|E26 : O ERAP2 [N1] / erap2-basic | A1|Q2: O
CPNL1 [C1]/ cpn-basic | 125|E26 : O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | A1|Q2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 33



NR2F2 p.Gly65Val

JLF V2 | 26 aa | bonds 25-25 | segment 2/2

| E

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

25

I E
Pepsickle human [preferred] 0.739
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.731
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.816
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.234
In-vitro proteasome digestion model
NetCleave-I HLA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O
MME / mme-hydrophobic (preferred) O
FAP / fap-endo-gp (required) @)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | Q2|T3 : 2% predicted loss FAP [N2] / fap-dipeptidyl | Q2|T3: O

XPNPEP1 [N1] / appl-xp | A1|Q2: O ENPEP [N1]/ enpep-acidic | A1|Q2: O

TPP2 [N3]/ tpp2-tripeptidyl | T3|A4 : ANPEP [N1]/ anpep-ala | AL|Q2 :

NPEPPS [N1] / npepps-n-terminal | A1|Q2 : v DPP8 [N2] / dpp8-xp-xa | Q2|T3: O

ACE [C2] / ace-dipeptidyl | H24|125: O DPP9 [N2] / dpp9-xp-xa | Q2[T3: O

CPB2 (active assumption) [C1] / cpb2-basic | I25|E26 : O ERAP2 [N1] / erap2-basic | A1|Q2: O

CPNL1 [C1]/ cpn-basic | 125|E26 : O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | A1|Q2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



NR2F2 p.Gly65Val

CeGaT | 17 aa | bonds 1-16 | segment 1/1

AGGOGGPGVPGSDKQQQ

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

AIG GG QR QG gG gP PG gV VIP PIG GS §D DK KQ QQ QQ
Pepsickle human [preferred] 0.413 0.007 0.015 0.022 0.005 0.023 0.021 0.272 0.340 0.261 0.399 0.236 0.363 0.634 0.241 0.486
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.007 0.002 0.006 0.012 0.006 0.012 0.015 0.134 0.279 0.189 0.314 0.197 0.342 0.619 0.285 0.556
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.567 0.063 0.093 0.063 0.031 0.043 0.028 0.027 0.436 0.090 0.145 0.057 0.170 0.962 0.410 0.482
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.231 0.080 0.148 0.130 0.084 0.199 0.031 0.026 0.484 0.035 0.041 0.031 0.618 0.046 0.402 0.562
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.106 0.638 0.156 0.351 0.216 0.201 0.642 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.405 0.332 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o o o o ¥ o oV o o o o o o
MME / mme-hydrophobic (preferred) @) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) (@) @] O
FAP / fap-endo-gp (required) © | ©|©| ©| ©| © v © |0l 0| O0|lO|O0| ©| ©
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | G2|G3 : 13% predicted loss FAP [N2] / fap-dipeptidyl | G2|G3: O

XPNPEP1 [N1] / appl-xp | Al|G2: O ENPEP [N1]/ enpep-acidic | A1|G2: O

TPP2 [N3] / tpp2-tripeptidy! | G3|Q4 : W ANPEP [N1]/ anpep-ala | AL|G2 :

NPEPPS [N1] / npepps-n-terminal | A1|G2: O DPP8 [N2] / dpp8-xp-xa | G2|G3: O

ACE [C2] / ace-dipeptidyl | Q15|Q16 : W DPP9 [N2] / dpp9-xp-xa | G2|G3: O

CPB2 (active assumption) [C1] / cpb2-basic | Q16|Q17: O ERAP2 [N1] / erap2-basic | A1|G2: O

CPNL1 [C1]/ cpn-basic | Q16|Q17 : O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | A1|G2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



PIP5K1A p.Gly474fs

JLF V3| 20 aa | bonds 1-19 | segment 1/1

SSFSRRAAPVATPALLTSHR

Source minimal epitope: AAPVATPAL (SLP 7-15)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16 17 18 19
SIS SIF FIS SIR RR RIA AIA AP PIV VJA AT TP PIA AL L|IL L|T TS S/H HR

Pepsickle human [preferred] 0.006 0.009 0.098 0.015 0.033 0.018 0.011 0.136 0.081 0.128 0.088 0.099 0.178 0.469 0.818 0.836 0.341 0.535 0.949
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.003 0.004 0.029 0.012 0.029 0.009 0.004 0.105 0.061 0.072 0.086 0.056 0.172 0.355 0.802 0.736 0.301 0.457 0.922
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.121 0.048 0.896 0.035 0.956 0.554 0.228 0.030 0.033 0.817 0.050 0.052 0.190 0.700 0.971 0.972 0.192 0.438 0.495
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.423 0.098 0.682 0.136 0.922 0.807 0.745 0.504 0.036 0.059 0.262 0.678 0.243 0.043 0.594 0.903 0.898 0.427 0.660
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.338 0.116 0.229 0.446 0.200 0.362 0.211 0.417 0.550 0.073 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.222 0.409 0.335 0.264 0.348 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o o o o o o V¥ o o oV o o o o o o
MME / mme-hydrophobic (preferred) (@) v @) @) @) @) @] @] @] @] @] @] @] v v O O O O
FAP / fap-endo-gp (required) O O O O O O O O O O O O O O O O O O O
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | S2|F3 : 35% predicted loss FAP [N2] / fap-dipeptidyl | S2|F3: O

XPNPEP1 [N1] / appl-xp | S1|S2: O ENPEP [N1]/ enpep-acidic | S1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | F3|S4 : ANPEP [N1] / anpep-ala | S1|S2: O

NPEPPS [N1] / npepps-n-terminal | 51|52 : W DPP8 [N2] / dpp8-xp-xa | S2[F3: O

ACE [C2] / ace-dipeptidyl | S18H19 : DPP9 [N2] / dpp9-xp-xa | S2|[F3: O

CPB2 (active assumption) [C1] / cpb2-basic | H19|R20 : v ERAP2 [N1] / erap2-basic | S1|S2: O

CPNL1 [C1] / cpn-basic | H19]|R20 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | S1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 36



PTHI1R p.lle237Phe

JLF V3| 23 aa | bonds 1-22 | segment 1/1

SFMLRAVSFFVKDAVLYSGAKKK

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16 17 18 19 20 21 22
SIF FIM ML LIR RA AV VIS S|F FIF FIV VK KD DDA AV VIL LY Y|S SIG GA AK KK KK

Pepsickle human [preferred] 0.004 0.019 0.025 0.046 0.020 0.009 0.030 0.080 0.842 0.650 0.364 0.344 0.104 0.121 0.186 0.545 0.929 0.237 0.189 0.366 0.827 0.931
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.014 0.009 0.028 0.014 0.006 0.018 0.044 0.799 0.513 0.328 0.407 0.113 0.127 0.196 0.638 0.840 0.175 0.124 0.367 0.770 0.902
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.024 0.602 0.150 0.900 0.228 0.050 0.119 0.029 0.271 0.214 0.474 0.948 0.071 0.271 0.186 0.947 0.936 0.089 0.195 0.198 0.839 0.859

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.272 0.907 0.215 0.962 0.952 0.609 0.960 0.514 0.682 0.109 0.874 0.172 0.968 0.763 0.389 0.471 0.953 0.136 0.057 0.053 0.031 0.147
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.028 0.583 0.382 0.184 0.375 0.111 0.362 0.164 0.148 0.745 0.020 0.184 0.271 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.411 0.291 0.260 0.408 0.213 0.257 0.316 0.285 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

CENCOENONNCONNONBONNORNONEONNONBCONNEONNONNON NCONNONNONNGC)
MME / mme-hydrophobic (preferred) VYV o ¥V o o o 0 V¥VYVY o o o o o VyV¥Y¥ o o o o o o
FAP / fap-endo-gp (required) CONECONNONBCNNCONNONNONNOEEBONNONNONNONNONNONNONNONNONNEONNCON NONNONNE
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | F2|M3 : <1% predicted loss FAP [N2] / fap-dipeptidyl | F2IM3: O
XPNPEP1 [N1] / appl-xp | S1|F2: O ENPEP [N1]/ enpep-acidic | S1|F2: O
TPP2 [N3] / tpp2-tripeptidyl | M3|L4 : ANPEP [N1] / anpep-ala | S1[F2: O
NPEPPS [N1] / npepps-n-terminal | S1|F2: DPP8 [N2] / dpp8-xp-xa | F2[M3: O
ACE [C2] / ace-dipeptidyl | K21[k22 : DPP9 [N2] / dpp9-xp-xa | F2IM3: O
CPB2 (active assumption) [C1] / cpb2-basic | K22|K23 : v ERAP2 [N1] / erap2-basic | S1|F2: O
CPN1 [C1] / cpn-basic | K22|K23 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | S1|F2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



SLC25A12 p.lle347Thr

JLF V2;JLF V1| 26 aa | bonds 1-24 | segment 1/2

GSVAGAVGATAVYPTDLVKTRMNQ

Source minimal epitope: ATAVYPTDL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
gs S|V VIA AIG A AV V|G GA AT TIA AV V[Y Y|P PIT T/D DL LIV VK KIT TTR RM MQ QN NOQ

Pepsickle human [preferred] 0.004 0.011 0.012 0.010 0.008 0.022 0.044 0.144 0.407 0.304 0.380 0.431 0.700 0.113 0.034 0.099 0.340 0.313 0.751 0.641 0.913 0.839 0.216 0.230
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.002 0.003 0.004 0.003 0.005 0.021 0.041 0.086 0.281 0.119 0.361 0.451 0.738 0.087 0.037 0.116 0.273 0.358 0.749 0.594 0.865 0.695 0.268 0.326
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.035 0.024 0.786 0.163 0.056 0.103 0.169 0.033 0.138 0.057 0.208 0.265 0.970 0.023 0.033 0.046 0.756 0.541 0.939 0.184 0.944 0.957 0.088 0.347

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.117 0.094 0.400 0.275 0.531 0.227 0.079 0.389 0.810 0.299 0.638 0.380 0.915 0.456 0.039 0.356 0.193 0.751 0.261 0.536 0.956 0.852 0.882 0.478

In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.131 0.764 0.091 0.325 0.229 0.761 0.069 0.195 0.116 0.484 0.215 0.359 0.159 0.493 0.348 0.054 NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.265 0.188 0.473 0.297 0.453 0.220 0.513 0.337 0.433 0.205 0.429 NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

O o o o o o o o oV%¥ o o o o o o o o o o
MME / mme-hydrophobic (preferred) O 0 o o o o o o o o o Vo o oV o o o o o o o o
FAP / fap-endo-gp (required) CONECOENONBCONNCONNONNONNCORBONNONNONNON NN BONNONNONNONNONNONNONNONNON NON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | S2|V3 : No predicted loss FAP [N2] / fap-dipeptidyl | S2|V3: O
XPNPEP1 [N1] / appl-xp | G1|S2: O ENPEP [N1]/ enpep-acidic | G1|S2: O
TPP2 [N3] / tpp2-tripeptidyl | v3|a4 : ANPEP [N1] / anpep-ala | G1|S2: O
NPEPPS [N1] / npepps-n-terminal | G1|S2: O DPP8 [N2] / dpp8-xp-xa | S2|V3: O
ACE [C2] / ace-dipeptidyl | N24/Q25 : DPP9 [N2] / dpp9-xp-xa | S2[V3: O
CPB2 (active assumption) [C1] / cpb2-basic | Q25|R26 : v ERAP2 [N1] / erap2-basic | G1|S2: O
CPN1 [C1] / cpn-basic | Q25|R26 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 38



SLC25A12 p.lle347Thr

JLF V2;JLF V1 | 26 aa | bonds 25-25 | segment 2/2

R

Source minimal epitope: ATAVYPTDL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

25

QR
Pepsickle human [preferred] 0.606
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.646
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.192
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.828
In-vitro proteasome digestion model
NetCleave-I HLA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O
MME / mme-hydrophobic (preferred) O
FAP / fap-endo-gp (required) @)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | S2|V3 : No predicted loss FAP [N2] / fap-dipeptidyl | S2|V3: O

XPNPEP1 [N1] / appl-xp | G1|S2: O ENPEP [N1]/ enpep-acidic | G1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | V3|A4 : v ANPEP [N1]/anpep-ala | G1|S2: O

NPEPPS [N1] / npepps-n-terminal | G1|S2: O DPP8 [N2] / dpp8-xp-xa | S2|V3: O

ACE [C2] / ace-dipeptidyl | N24/Q25 : DPP9 [N2] / dpp9-xp-xa | S2|V3: O

CPB2 (active assumption) [C1] / cpb2-basic | Q25|R26 : v ERAP2 [N1] / erap2-basic | G1|S2: O

CPN1 [C1] / cpn-basic | Q25|R26 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 39



SLC25A12 p.lle347Thr

CeGaT | 17 aa | bonds 1-16 | segment 1/1

VGATAVYPTDLVKTRMQ

Source minimal epitope: ATAVYPTDL (SLP 3-11)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 5 16
V|G GA AT TIA AV VIY Y|P PIT TID DL LIV VK KT TIR RIM MQ

Pepsickle human [preferred] 0.102 0.012 0.010 0.013 0.015 0.023 0.147 0.069 0.034 0.223 0.312 0.358 0.798 0.608 0.958 0.929
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.081 0.001 0.003 0.007 0.008 0.011 0.151 0.048 0.037 0.146 0.294 0.314 0.702 0.603 0.888 0.885
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.434 0.033 0.137 0.037 0.481 0.465 0.948 0.023 0.033 0.048 0.832 0.572 0.933 0.402 0.951 0.970
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.209 0.363 0.648 0.299 0.638 0.380 0.915 0.456 0.039 0.356 0.193 0.751 0.261 0.536 0.949 0.635
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.069 0.195 0.116 0.484 0.215 0.359 0.159 NA NA

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.513 0.337 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o o o o o V¥ o o o o o o o o
MME / mme-hydrophobic (preferred) o o o o oV o o oV o o o o o o
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | G2|A3 : 38% predicted loss FAP [N2] / fap-dipeptidyl | G2|A3: O

XPNPEP1 [N1] / appl-xp | V1|G2: O ENPEP [N1] / enpep-acidic | V1|G2: O

TPP2 [N3] / tpp2-tripeptidyl | A3[T4 : ANPEP [N1]/ anpep-ala | V1|G2: O

NPEPPS [N1] / npepps-n-terminal | V1|G2: O DPP8 [N2] / dpp8-xp-xa | G2|A3: O

ACE [C2] / ace-dipeptidyl | R15|M16 : DPP9 [N2] / dpp9-xp-xa | G2|A3: O

CPB2 (active assumption) [C1] / cpb2-basic | M16|Q17 : O ERAP2 [N1] / erap2-basic | V1|G2: O

CPN1 [C1]/ cpn-basic | M16|Q17 : O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | V1|G2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



SMC5 p.Arg371Lys

JLF V3| 21 aa | bonds 1-20 | segment 1/1

DRQKRI GNTRKM EDLQNELK

Source minimal epitope: RQKRIGNTR (SLP 2-10)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20
DR RQ QK KR RI 1]G GN NT TR RK KM MI I|E ED DL LQ QN NE EL L|K
Pepsickle human [preferred] 0.033 0.015 0.008 0.009 0.040 0.024 0.047 0.183 0.169 0.709 0.489 0.725 0.260 0.107 0.111 0.289 0.107 0.125 0.305 0.974
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.109 0.003 0.006 0.009 0.041 0.019 0.025 0.084 0.097 0.656 0.477 0.755 0.324 0.069 0.071 0.260 0.087 0.145 0.342 0.947
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.030 0.306 0.028 0.309 0.147 0.285 0.025 0.024 0.039 0.644 0.820 0.941 0.359 0.024 0.028 0.712 0.062 0.038 0.071 0.974
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.447 0.162 0.405 0.491 0.809 0.780 0.514 0.221 0.078 0.941 0.325 0.567 0.953 0.594 0.783 0.791 0.326 0.299 0.098 0.620
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.242 0.098 0.736 0.213 0.360 0.293 0.074 0.100 0.891 0.062 0.259 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.176 0.374 0.360 0.282 0.297 0.366 NA NA
MHC-II processing proxy; no named cathepsin
INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope
PREP / prep-pro (required) CNNCOENONNCONNONBOENONBONNONBONNONBONNON NCONNONNONNON NONNONNEC)
MME / mme-hydrophobic (preferred) (@) @) @) @) v @) @] @] @] @] @] v @] O v O O O v O
FAP / fap-endo-gp (required) CONNCHEEONNCONNONNOENONBONNONNCONNONNONNON NONNONNONNON NONNON NE)

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA
XPNPEP1 [N1]/appl-xp | D1|R2: O

TPP2 [N3] / tpp2-tripeptidyl | Q3|K4 :

NPEPPS [N1] / npepps-n-terminal | D1|R2 : v

ACE [C2] / ace-dipeptidyl | E19]L20 :

CPB2 (active assumption) [C1] / cpb2-basic | L20]K21 : v
CPNL1 [C1]/ cpn-basic | L20jK21 : W

XPNPEP2 [N1]/ app2-xp | D1|R2: O

FAP [N2] / fap-dipeptidyl | R2|Q3: O
ENPEP [N1]/ enpep-acidic | D1|R2 : W
ANPEP [N1]/anpep-ala | D1|R2: O
DPP8 [N2] / dpp8-xp-xa | R2|Q3: O
DPP9 [N2] / dpp9-xp-xa | R2|Q3: O
ERAP2 [N1] / erap2-basic | D1|R2: O

ERAP1 [N1] / eramer-step | no assessed bond : NA

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



TECPR1 p.Thr259fs

JLF V3;JLF V2;JLF V1| 22 aa | bonds 1-21 | segment 1/1

GSEEASTLTI PAAPVGLRW.VR

Source minimal epitope: TIPAAPVGL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 15 16 17 18 19 20 21
G§gS S|E ElE E|A AS ST TIL LT TI I|P PPA AA AP PV VG L LIR RW WL L|V VR
Pepsickle human [preferred] 0.007 0.008 0.011 0.011 0.008 0.006 0.035 0.337 0.166 0.694 0.291 0.294 0.128 0.076 0.157 0.152 0.715 0.750 0.908 0.804 0.939
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.008 0.003 0.009 0.012 0.006 0.012 0.021 0.164 0.104 0.716 0.215 0.161 0.087 0.059 0.107 0.193 0.591 0.640 0.866 0.767 0.918
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.038 0.050 0.047 0.042 0.675 0.027 0.027 0.800 0.066 0.860 0.025 0.258 0.129 0.027 0.750 0.048 0.613 0.655 0.945 0.734 0.960
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.102 0.078 0.198 0.373 0.881 0.125 0.150 0.896 0.059 0.758 0.063 0.056 0.425 0.100 0.043 0.047 0.991 0.616 0.921 0.395 0.926
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.916 0.022 0.895 0.071 0.328 0.600 0.190 0.541 0.044 0.576 0.164 0.720 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.092 0.264 0.350 0.378 0.235 0.378 0.331 NA NA
MHC-II processing proxy; no named cathepsin
INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope
PREP / prep-pro (required) O o o o o o o o o oV o oV o o o o o o o
MME / mme-hydrophobic (preferred) O O O O O o v (@) v CHNEONNONNON NON NG v O O v o O
FAP / fap-endo-gp (required) CONBCHNEONNONNONBONNONNONNONNONNONNONNON NONNONBON NON BONNONNON NG

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | S2|E3 : No predicted loss
XPNPEP1 [N1]/ appl-xp | G1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | E3|E4 : W

NPEPPS [N1] / npepps-n-terminal | G1|S2: O

ACE [C2] / ace-dipeptidyl | L20[v21: W

CPB2 (active assumption) [C1] / cpb2-basic | V21|R22 : v
CPNL1 [C1]/ cpn-basic | V21|R22 :

XPNPEP2 [N1]/ app2-xp | G1|S2: O

FAP [N2] / fap-dipeptidyl | S2|E3: O
ENPEP [N1] / enpep-acidic | G1|S2 :

ANPEP [N1]/anpep-ala | G1|S2: O
DPP8 [N2] / dpp8-xp-xa | S2|[E3: O
DPP9 [N2] / dpp9-xp-xa | S2|[E3: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate

ERAP2 [N1] / erap2-basic | G1|S2: O
ERAP1 [N1] / eramer-step | no assessed bond : NA



TECPR1 p.Thr259fs

JLF V2;JLF V1| 17 aa | bonds 1-16 | segment 1/1

TSRVWESAWEGEL SPRTGR

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5 16
TS SIR RW WE ES S/A AW WS S|G gL L|S SIP PR RT TG GR

Pepsickle human [preferred] 0.019 0.009 0.013 0.117 0.009 0.005 0.033 0.692 0.062 0.137 0.628 0.193 0.303 0.685 0.326 0.590
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.003 0.006 0.010 0.108 0.009 0.006 0.028 0.644 0.068 0.102 0.591 0.113 0.267 0.640 0.206 0.584
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.076 0.040 0.773 0.966 0.031 0.075 0.090 0.867 0.065 0.569 0.658 0.041 0.068 0.792 0.316 0.065
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.060 0.667 0.567 0.415 0.162 0.926 0.447 0.835 0.079 0.131 0.836 0.059 0.376 0.127 0.059 0.787
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.929 0.009 0.059 0.803 0.048 0.211 0.668 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.299 0.498 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O 0O 0 0o o o o o o o o o V¥ o o o
MME / mme-hydrophobic (preferred) O o o o o o o o o ¥V o o o o o o
FAP / fap-endo-gp (required) COHECONNONNONNONNONNONNONECONNONNONNONNON NONNONNE)
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | S2|R3: O

XPNPEP1 [N1] / appl-xp | T1|S2: O ENPEP [N1]/ enpep-acidic | T1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | R3|w4 : ANPEP [N1] / anpep-ala | T1|S2: O

NPEPPS [N1] / npepps-n-terminal | T1|52: W DPP8 [N2] / dpp8-xp-xa | S2|R3: O

ACE [C2] / ace-dipeptidyl | T15/G16 : W DPP9 [N2] / dpp9-xp-xa | S2|R3: O

CPB2 (active assumption) [C1] / cpb2-basic | G16|R17 : v ERAP2 [N1] / erap2-basic | T1|S2: O

CPN1 [C1]/ cpn-basic | G16|R17 : v ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | T1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



TECPR1 p.Thr259fs

CeGaT | 16 aa | bonds 1-15 | segment 1/1

LWAHSGRDRPWEGKES

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 5
LIW WA AH HS S|G §GR RD DR RP PlW WS S|G GK KE ES

Pepsickle human [preferred] 0.351 0.174 0.018 0.020 0.015 0.008 0.031 0.082 0.250 0.153 0.408 0.203 0.197 0.669 0.446
MHC-I epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.028 0.063 0.011 0.014 0.008 0.014 0.036 0.134 0.223 0.109 0.416 0.169 0.206 0.734 0.406
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.749 0.907 0.204 0.444 0.092 0.233 0.501 0.189 0.037 0.034 0.805 0.023 0.320 0.971 0.257
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.493 0.942 0.205 0.914 0.080 0.595 0.204 0.134 0.942 0.048 0.057 0.030 0.678 0.064 0.415
In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.063 0.801 0.037 0.778 0.026 0.143 NA NA

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.351 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O 0 o o o o o o o ¥ o o o o o
MME / mme-hydrophobic (preferred) (@) O O (@) O (@) O (@) O (@) O (@) (@) O (@)
FAP / fap-endo-gp (required) COHEONNONEBONNONNONNONNONEONNONNONNONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | W2|A3 : No predicted loss FAP [N2] / fap-dipeptidyl | W2|A3: O
XPNPEP1 [N1] / appl-xp | L1W2: O ENPEP [N1] / enpep-acidic | LLW2: O

TPP2 [N3] / tpp2-tripeptidyl | A3|H4 : ANPEP [N1]/ anpep-ala | LLW2 : O

NPEPPS [N1] / npepps-n-terminal | LLw2 : DPP8 [N2] / dpp8-xp-xa | W2|A3: O

ACE [C2] / ace-dipeptidyl | K14E15 : DPP9 [N2] / dpp9-xp-xa | W2|A3 1 O

CPB2 (active assumption) [C1] / cpb2-basic | E15|S16: O ERAP2 [N1] / erap2-basic | L1I]W2: O

CPNL1 [C1]/ cpn-basic | E15|S16: O ERAP1 [N1] / eramer-step | L1|W2 : -0.182 PWM specificity

XPNPEP2 [N1]/ app2-xp | LLIW2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 44



VPS13B p.Ser3756Phe

JLF V3| 21 aa | bonds 1-20 | segment 1/1

RQLPESLGEGLRQGLFRLG S

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20
RQ QL LIP PIE E|S SIL LIG GE EG gL LIR RQ QG gL LIF FIR RL LG gI 1I]|S
Pepsickle human [preferred] 0.062 0.008 0.012 0.004 0.013 0.007 0.051 0.130 0.128 0.194 0.784 0.264 0.081 0.184 0.578 0.702 0.547 0.712 0.345 0.882
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.004 0.004 0.003 0.005 0.037 0.010 0.249 0.081 0.117 0.118 0.719 0.250 0.114 0.120 0.539 0.590 0.465 0.620 0.305 0.896
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.653 0.060 0.889 0.051 0.031 0.037 0.849 0.090 0.039 0.078 0.739 0.451 0.052 0.118 0.491 0.388 0.064 0.976 0.213 0.575
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.502 0.269 0.690 0.049 0.106 0.167 0.756 0.149 0.765 0.051 0.834 0.638 0.811 0.787 0.653 0.800 0.957 0.872 0.084 0.815
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.032 0.342 0.119 0.616 0.158 0.093 0.063 0.409 0.485 0.166 0.661 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.282 0.498 0.299 0.282 0.365 0.253 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o o ¥ o o o o o o o o O 0O O O O O O ©o
MME / mme-hydrophobic (preferred) o ¥V o o o ¥ o o oV o o oVy¥V¥Y oV o VY o
FAP / fap-endo-gp (required) CONECONNONBCONNCOENONNONNCONEONNONNONNONNCE BNONNONNONNONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | Q2|L3 : 2% predicted loss FAP [N2] / fap-dipeptidyl | Q2|L3: O

XPNPEP1 [N1] / appl-xp | R1|Q2: O ENPEP [N1] / enpep-acidic | R1|Q2: O

TPP2 [N3] / tpp2-tripeptidyl | L3|P4: O ANPEP [N1]/ anpep-ala | R1|Q2: O

NPEPPS [N1] / npepps-n-terminal | R1|Q2 : W DPP8 [N2] / dpp8-xp-xa | Q2|L3: O

ACE [C2] / ace-dipeptidyl | G19]120 : DPP9 [N2] / dpp9-xp-xa | Q2|L3: O

CPB2 (active assumption) [C1] / cpb2-basic | 120[S21: O ERAP2 [N1] / erap2-basic | R1|Q2 : v

CPNL1 [C1]/ cpn-basic | 120]S21: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | R1|Q2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



VPS13B p.Ser3756Phe

CeGaT | 20 aa | bonds 1-19 | segment 1/1

GEGLRQGLFRLA SLLGAI A

No located source minimal epitope for this SLP; all internal bonds still shown

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
§E EG L LIR RQ QG gL LIF FIR RL L|IG GI I|S S/L LIL LG A Al I]|A
Pepsickle human [preferred] 0.009 0.037 0.006 0.019 0.028 0.027 0.010 0.404 0.687 0.432 0.558 0.151 0.678 0.159 0.806 0.538 0.208 0.713 0.793
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.011 0.013 0.003 0.024 0.026 0.013 0.025 0.235 0.453 0.404 0.591 0.126 0.709 0.091 0.640 0.605 0.210 0.637 0.708
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.045 0.028 0.032 0.561 0.424 0.047 0.041 0.381 0.364 0.048 0.976 0.041 0.196 0.027 0.917 0.877 0.493 0.337 0.289
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.316 0.429 0.048 0.834 0.638 0.811 0.787 0.653 0.800 0.957 0.872 0.145 0.960 0.138 0.894 0.586 0.507 0.352 0.295
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.409 0.485 0.166 0.661 0.041 0.802 0.049 0.614 0.258 0.049 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.166 0.331 0.323 0.317 0.356 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) o o0 o o o o o o o o o o o o o o o o o
MME / mme-hydrophobic (preferred) o oV o o 0o VY oV oV oVVY o oY o
FAP / fap-endo-gp (required) CONECONNONBCONNCONNONNONNCEBONNONNONNONNONNONNONNCONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | E2|G3 : 1% predicted loss FAP [N2] / fap-dipeptidyl | E2|G3: O

XPNPEP1 [N1] / appl-xp | G1|[E2: O ENPEP [N1] / enpep-acidic | G1|[E2: O

TPP2 [N3] / tpp2-tripeptidyl | G3|L4 : W ANPEP [N1] / anpep-ala | G1|E2: O

NPEPPS [N1] / npepps-n-terminal | G1|E2: O DPP8 [N2] / dpp8-xp-xa | E2|G3: O

ACE [C2] / ace-dipeptidyl | A18[119 : DPP9 [N2] / dpp9-xp-xa | E2|G3: O

CPB2 (active assumption) [C1] / cpb2-basic | I19]A20: O ERAP2 [N1] / erap2-basic | G1|E2: O

CPNL1 [C1]/ cpn-basic | 119]A20: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|[E2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



VPS72 p.Lys115Arg

JLF V3| 27 aa | bonds 1-24 | segment 1/2

GSSQKAREERAL L PL EL QDDGSDSR

Source minimal epitope: ERALLPLEL (SLP 9-17)

INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
gs SIS SIQ QK KIA AR RE EE ER RA AL LL LP PIL LIE EL L|Q QD DD DG @GS S/D DS SR
Pepsickle human [preferred] 0.010 0.007 0.011 0.016 0.024 0.012 0.035 0.109 0.109 0.298 0.081 0.268 0.533 0.134 0.469 0.340 0.868 0.151 0.205 0.289 0.149 0.104 0.288 0.220

MHC-| epitope proxy; proteasome type agnostic

Pepsickle all-mammal [comparison] 0.046 0.003 0.006 0.011 0.013 0.011 0.030 0.070 0.142 0.291 0.077 0.262 0.537 0.109 0.448 0.210 0.894 0.174 0.115 0.192 0.101 0.078 0.198 0.312
MHC-I epitope proxy; proteasome type agnostic

NetChop Cterm 3.0 0.045 0.039 0.052 0.148 0.967 0.659 0.179 0.036 0.033 0.284 0.172 0.093 0.915 0.329 0.972 0.030 0.971 0.078 0.214 0.092 0.161 0.026 0.056 0.234
MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.055 0.123 0.032 0.509 0.227 0.520 0.762 0.234 0.912 0.960 0.217 0.553 0.792 0.073 0.143 0.178 0.968 0.391 0.785 0.078 0.099 0.039 0.109 0.043

In-vitro proteasome digestion model

NetCleave-I HLA NA  NA NA NA NA NA NA 0.037 0.164 0.585 0.081 0.346 0.520 0.121 0.639 0.031 0.954 0.027 0.234 0.388 0.316 0.170 0.549 0.110

MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.251 0.232 0.432 0.319 0.406 0.353 0.164 0.355 0.508 0.194 0.327 0.305
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

O o o o o o o o oV%¥ o o o o o o o o o o
MME / mme-hydrophobic (preferred) O 0 o o o o o o 0o 0o VY oV oV o o o o o o o o
FAP / fap-endo-gp (required) CONECOENONBCONNCONNONNONNCORBONNONNONNON NN BONNONNONNONNONNONNONNONNON NON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | S2|S3 : 21% predicted loss FAP [N2] / fap-dipeptidyl | S2|S3: O
XPNPEP1 [N1] / appl-xp | G1|S2: O ENPEP [N1]/ enpep-acidic | G1|S2: O
TPP2 [N3] / tpp2-tripeptidyl | S3|Q4 : W ANPEP [N1] / anpep-ala | G1|S2: O
NPEPPS [N1] / npepps-n-terminal | G1|S2: O DPP8 [N2] / dpp8-xp-xa | S2|S3: O
ACE [C2] / ace-dipeptidyl | R25[k26 : DPP9 [N2] / dpp9-xp-xa | S2|S3: O
CPB2 (active assumption) [C1] / cpb2-basic | K26|S27 : O ERAP2 [N1] / erap2-basic | G1|S2: O
CPNL1 [C1]/ cpn-basic | K26|S27: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 47



VPS72 p.Lys115Arg

JLF V3| 27 aa | bonds 25-26 | segment 2/2

RKS

Source minimal epitope: ERALLPLEL (SLP 9-17)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

25 26

RK KS
Pepsickle human [preferred] 0.801 0.732
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.748 0.762
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.902 0.898
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.625 0.065
In-vitro proteasome digestion model
NetCleave-I HLA NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) O O
MME / mme-hydrophobic (preferred) O O
FAP / fap-endo-gp (required) @) O

EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | S2|S3 : 21% predicted loss FAP [N2] / fap-dipeptidyl | S2|S3: O

XPNPEP1 [N1] / appl-xp | G1|S2: O ENPEP [N1]/ enpep-acidic | G1|S2: O

TPP2 [N3] / tpp2-tripeptidyl | S3|Q4 : v ANPEP [N1]/anpep-ala | G1|S2: O

NPEPPS [N1] / npepps-n-terminal | G1|S2: O DPP8 [N2] / dpp8-xp-xa | S2|S3: O

ACE [C2] / ace-dipeptidyl | R25[k26 : DPP9 [N2] / dpp9-xp-xa | S2|S3: O

CPB2 (active assumption) [C1] / cpb2-basic | K26|S27 : O ERAP2 [N1] / erap2-basic | G1|S2: O

CPNL1 [C1]/ cpn-basic | K26|S27: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1] / app2-xp | G1|S2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



WWC1 p.Val179Gly

JLF V3| 20 aa | bonds 1-19 | segment 1/1

NKL KREMGHL QHEL QFKERG

Source minimal epitope: GHLQHELQF (SLP 8-16)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 8 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
NK KL LK KR RE EfM MG GH HL L|Q QH HE EL LIQ QF FIK KIE EIR RG

Pepsickle human [preferred] 0.021 0.016 0.029 0.029 0.011 0.010 0.139 0.036 0.069 0.187 0.046 0.110 0.065 0.696 0.203 0.864 0.680 0.294 0.889
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.004 0.008 0.022 0.020 0.016 0.015 0.085 0.062 0.071 0.188 0.047 0.234 0.094 0.608 0.210 0.817 0.709 0.364 0.825
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.054 0.371 0.942 0.404 0.676 0.046 0.185 0.030 0.032 0.906 0.035 0.683 0.036 0.971 0.042 0.925 0.682 0.169 0.620

MHC-I ligand C-terminal processing proxy

NetChop 20S 3.0 0.128 0.047 0.494 0.218 0.878 0.954 0.958 0.312 0.361 0.848 0.564 0.607 0.341 0.820 0.045 0.911 0.129 0.858 0.777

In-vitro proteasome digestion model

NetCleave-l HLA NA NA NA NA NA NA NA 0.078 0.173 0.608 0.100 0.616 0.015 0.946 0.021 0.879 0.106 NA NA
MHC-I C-terminal processing proxy

NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.444 0.289 0.365 0.350 0.387 NA NA
MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) @) O ©) @)

©) O ©) O ©) O ©) O O ©) O ©) O ©) O
MME / mme-hydrophobic (preferred) o ¥V o o o o o oV o o oV oV o o o o
FAP / fap-endo-gp (required) O O O O O O O O O O O O O O O O O O O
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues
DPP4 [N2] / dpp4-gpisa | K2|L3 : 4% predicted loss FAP [N2] / fap-dipeptidyl | K2|L3: O
XPNPEP1 [N1] / appl-xp | N1|K2 : O ENPEP [N1] / enpep-acidic | N1|K2: O
TPP2 [N3] / tpp2-tripeptidyl | L3|K4 : ANPEP [N1]/ anpep-ala | N1|K2: O
NPEPPS [N1] / npepps-n-terminal | N1/K2 : DPP8 [N2] / dpp8-xp-xa | K2L3: O
ACE [C2] / ace-dipeptidyl | E18|R19 : DPP9 [N2] / dpp9-xp-xa | K2|L3: O
CPB2 (active assumption) [C1] / cpb2-basic | R19|G20: O ERAP2 [N1] / erap2-basic | N1|[K2: O
CPN1 [C1]/ cpn-basic | R19|G20: O ERAP1 [N1] / eramer-step | no assessed bond : NA

XPNPEP2 [N1]/ app2-xp | N1|K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate 49



ZNF436 p.Ser207Cys

CeGaT | 16 aa | bonds 1-15 | segment 1/1

GKSFGRSCHLI QHQTI

Source minimal epitope: KSFGRSCHL (SLP 2-10)
INTERNAL SITE SCORES - native 0-1 outputs; bold cells meet that model's 0.5 display threshold

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

GK KIS SF FIG GR RS S C CgH HL LI 1|1Q QH HQ QT T|I
Pepsickle human [preferred] 0.011 0.017 0.009 0.051 0.004 0.028 0.006 0.117 0.120 0.522 0.428 0.174 0.364 0.265 0.354
MHC-I epitope proxy; proteasome type agnostic
Pepsickle all-mammal [comparison] 0.036 0.003 0.006 0.023 0.020 0.027 0.062 0.112 0.071 0.437 0.432 0.185 0.646 0.264 0.415
MHC-I epitope proxy; proteasome type agnostic
NetChop Cterm 3.0 0.059 0.560 0.054 0.623 0.044 0.661 0.032 0.026 0.124 0.925 0.596 0.034 0.406 0.070 0.169
MHC-I ligand C-terminal processing proxy
NetChop 20S 3.0 0.071 0.414 0.130 0.740 0.084 0.956 0.647 0.843 0.437 0.627 0.725 0.495 0.915 0.729 0.208
In-vitro proteasome digestion model
NetCleave-l HLA NA NA NA NA NA NA NA 0.582 0.077 0.466 0.669 0.035 0.646 NA NA
MHC-I C-terminal processing proxy
NetCleave-Il HLA NA NA NA NA NA NA NA NA NA NA NA NA 0.380 NA NA

MHC-II processing proxy; no named cathepsin

INTERNAL ENZYME MOTIFS - triangle = match; hollow circle = no match; NA = outside scope

PREP / prep-pro (required) CONBCONNONNONNONBONNONNONNONNONNONNONNON BON NG
MME / mme-hydrophobic (preferred) O O v © | ©| ©| ©| © v v ©|©| ©| © v
FAP / fap-endo-gp (required) COHEONNONEBONNONNONNONNONEONNONNONNONNONNON NG
EXPOSED TERMINI ONLY - N1/N2/N3 remove 1/2/3 N-terminal residues; C1/C2 remove 1/2 C-terminal residues

DPP4 [N2] / dpp4-gpisa | no assessed bond : NA FAP [N2] / fap-dipeptidyl | K2|S3: O

XPNPEP1 [N1] / appl-xp | G1|[K2: O ENPEP [N1]/ enpep-acidic | G1|[K2: O

TPP2 [N3] / tpp2-tripeptidyl | S3|F4 : ANPEP [N1]/ anpep-ala | G1[K2: O

NPEPPS [N1] / npepps-n-terminal | G1|K2: O DPP8 [N2] / dpp8-xp-xa | K2|S3: O

ACE [C2] / ace-dipeptidyl | Q14[T15: DPP9 [N2] / dpp9-xp-xa | K2|S3: O

CPB2 (active assumption) [C1] / cpb2-basic | T15]I116: O ERAP2 [N1] / erap2-basic | G1|K2: O

CPN1 [C1]/ cpn-basic | T15]116 : O ERAP1 [N1] / eramer-step | G1|K2 : -0.061 PWM specificity

XPNPEP2 [N1] / app2-xp | G1|[K2: O

Gold bond headers are strictly inside the located source epitope. Exposure and chemical assumptions are in the catalog. CSV retains unassessed reasons and native precision. No score aggregation or resistance claim.

Frozen inference: 2026-10-06T125244-757271-0400 | mechanism annotations and display policy are separate



	ADGRF5 / JLF V2 / bonds 1-21
	BMP1 / JLF V3 / bonds 1-22
	BTD / JLF V3;JLF V2;JLF V1 / bonds 1-22
	CD109 / JLF V3 / bonds 1-22
	CDC40 / JLF V3 / bonds 1-24
	CENPL / JLF V3 / bonds 1-22
	CUL9 / JLF V2 / bonds 1-22
	DYNC1H1 / JLF V3;JLF V2 / bonds 1-23
	DYNC1H1 / CeGaT / bonds 1-17
	EPG5 / JLF V2 / bonds 1-22
	EPG5 / JLF V1 / bonds 1-19
	EPG5 / CeGaT / bonds 1-22
	EXOC4 / JLF V3;JLF V2 / bonds 1-22
	EXOC4 / CeGaT / bonds 1-16
	GLIS3 / JLF V3 / bonds 1-24
	GLIS3 / JLF V3 / bonds 25-48
	GLIS3 / JLF V3 / bonds 49-72
	GLIS3 / JLF V3 / bonds 73-79
	H1-2 / CeGaT / bonds 1-15
	KDM3B / JLF V2;JLF V1 / bonds 1-24
	KDM3B / JLF V2;JLF V1 / bonds 25-25
	KDM3B / CeGaT / bonds 1-16
	KIF1C / JLF V2;JLF V1 / bonds 1-20
	MAP2 / JLF V3 / bonds 1-22
	MAP2 / JLF V2;JLF V1 / bonds 1-23
	MT-ND5 / CeGaT / bonds 1-16
	MYO15B / JLF V2;JLF V1 / bonds 1-16
	MYO9A / JLF V2 / bonds 1-24
	NME1 / CeGaT / bonds 1-12
	NR2F2 / JLF V2 / bonds 1-24
	NR2F2 / JLF V2 / bonds 25-25
	NR2F2 / CeGaT / bonds 1-16
	PIP5K1A / JLF V3 / bonds 1-19
	PTH1R / JLF V3 / bonds 1-22
	SLC25A12 / JLF V2;JLF V1 / bonds 1-24
	SLC25A12 / JLF V2;JLF V1 / bonds 25-25
	SLC25A12 / CeGaT / bonds 1-16
	SMC5 / JLF V3 / bonds 1-20
	TECPR1 / JLF V3;JLF V2;JLF V1 / bonds 1-21
	TECPR1 / JLF V2;JLF V1 / bonds 1-16
	TECPR1 / CeGaT / bonds 1-15
	VPS13B / JLF V3 / bonds 1-20
	VPS13B / CeGaT / bonds 1-19
	VPS72 / JLF V3 / bonds 1-24
	VPS72 / JLF V3 / bonds 25-26
	WWC1 / JLF V3 / bonds 1-19
	ZNF436 / CeGaT / bonds 1-15

