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Sequences

Sequence 1: "Amino acid sequence of human STING WT"

Molecule Organism

Length Type

Contains
DNA and
RNA
fragments

Skipped
Sequence

379 AA Homo sapiens

No

No

Features




Feature Key

Feature
Location

Qualifiers

source

1..379

mol_type = protein
organism = Homo sapiens

Residues
MPHSSLHPSI PCPRGHG&% AALVLLSACL VTLV‘GLGEPP EHTLRYLVLH LASL Gg_GLLL 60
NGVCSLAEEL RHI HSRY! YWRTVRACLG CPLRRGALLL LSI YFYYSLP FT\\WM 120
ALLGLS N LLGLKG_A PAEI SAVCEK GNFNVAHGLA WSYY| GYLRL I LP EL%ARI R 180
NNLL RGAV(S_J_?RLYI LLPLDCGVPD NLSVADPNI R FLDKLPQOTG DRAG KDRVY 240
SNS ELL N GORAGICVLE YATPLOTLFA MSQYSQAGES REDRLEOAKL FCRTLEDI LA 300
NCR LI"AY! PADD SSFSLSQEVL RHLRQEEKEE VTVGSLKTSA VPSTSTMSQE 360
PELLI GVEK PLPL 379
Sequence 2: "Nucleotide sequence of human STING WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
1140 DNA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..1140 mol_type = genomic DNA
organism = Homo sapiens
Residues
at gccccact ccagcctgca tccatccatc ccgtgtccca ggggtcacgg ggcccagaag 60
gcagcctt ttctgctgag tgcctgectg gtgacccttt gggg tagg agagccacca 120
gagcacactc tccggtacc gtgctccac Cctagcctccc tgca tggg actgctgtta 180
aacggggtct gcagcctggc aggagct g cgccacatcc actccaggta ccggggca c 240
gga g ctg gcgggc gcctgggeC tgcccecctcec geeg gggc 300
tcCa atftCtacta ctcCcctccCa aat gcggtcg gcccg cctt cac 360
gccctcc tgggcctctc ggcactg aacat cCtcc ggg tcaa ggcc ggcc 420
cca ctgag tc ctgcagt gaaaaa gggaatttca acgtggccca gggctggca 480
t acatc cggctg atcctgccag agcCt ccaggc ccgg 540
c tacaat c agcat acaa caacc cta cggggtgcag tgagccagc tatatt 600
ctcctcccat tggactgtgg ggtgccigat aacctgagta tggctgaccc caacattcgc 660
ttcctggata aactgcccca gaccggt gacca gct at caag ga gggtttac 720
agcaacagca tctafgagct gga aac ggg ggg cgggcacc cct gag 780
tac ccaccc ccttgcagac t tcac acagt caag c g ctt 840
ggaggata ggct tgagca ggccaaactc ttctgccgga cac tgagga cafcct gca 900
gcccct g agtct cagaa caactg ctcattgcct accaggaacc tgcaga gac 960
gcagcttc cgctgtccca tc c ggcacctgc ggcaggagga aagag 102
tactgtgg gcagcCtt gacc cagcg gtgcccagta ccCtccacgat tcccaa ag 108
cctgag tc cafcag gg aat ggaaaag cccctcccCtc tccgcacgga tttctct 114
Sequence 3: "Amino acid sequence of human STING H232 (REF) variant"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
379 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..379 mol_type = protein
organism = Homo sapiens

Residues
MPHSSLHPSI
N(N G_éE L
L RGA
SNS ELLEN

PCPRG—iGagé BALVLLSACL VILWGLGEPP EHTLRYLVLH LASL
RA HS VRACLG CPLRRGALLL LSIY

CRENUARGEA VYV GYTRL
CRPLBCAVED NLSMADPNIR ErbiLS
YATPLOTLFA MBQYSQAGFS REDRLE

N LLGL

GQ?AG?QLLE

AEI SAVCEK

Gg_GLLL 60
SLP PFTVW 12
| LPI EL%AR 18

G DHAG KDRVY 24

L FCRTLEDI LA 30




NCR LI AYOEPADD SSFSLSQEVL RHL EKEE VTVGSLKTSA VPSTSTMS
PELLI GVEK PLPL%DFS BV RCE o

ww
~No
©o

Sequence 4: "Nucleotide sequence of human STING H232 (REF) variant"

Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

Length

1140 DNA Homo sapiens No No

Features

Feature Key Feature Qualifiers
Location

source 1..1140 mol_type = genomic DNA
organism = Homo sapiens

misc_differen | 1..1140
ce

Residues

at gccccact ccagcctgca tccatccatc ccg
gcagccttgg ttctgctga tgcctgcctg gtg
gagcacac tccggtacc 9g gtgctccac cta
aacg tct gea cctgg fgaggag ctg cgc ccgg ggca c
tac ggag cggge ¢ geerggge tgc gccg g
tcca at tct ctccctccca aatgcggtcg gecccgecctt cactt
gccctcc tgggcctctc gcaggcactg aacat cctcc tgggcct caa gggc ggcc
cca ct t gaga tctctgeagt tg aaaaa gggaatttca acgtggccca 9 gea
{ acatcd gata ggctg atcct gccag agct ccaggce cd gat ¢
{ deaat ¢ agcat tacaa caacctgcta cggggtgcag tgagccagcg gcfgtata {
ctcctcccat tggact gt gg ggtgcctgat aacc gagta ggctgaccc caacattcgc
ttcctggata aactgcccca gcagaccggt gaccgfgctg gcatcaagga tcgggtttac
agcaacagca tctat'gagct gga aac gggcagcggg cgggcacc
tacgccaccc ccttgcagac tttgtt gtcac aca tcaagc tggctttage
cgggag gata ggctfgagca ggccaaactc ttctg cacttgagga catcctggca
ga gcccct agt ct cagaa caactgccgc ctca tgcct accaggaacc tgcagatgac
a cagcttc cgctgtccca ggaggttc ggcacctgc ggcaggagga aaaggaagag
tgtgg gcagcttgaa gacctcagcg gtgcccagta cctccacgat gtcccaa ag
cctgagctcc cafcag gg aat ggaaaag cccctccctc tccgcacgga fttcetcet

gg ggcccagaag
gg agagccacca
99 act Ct tta
a
9C
t

PRPRPOOONNOOUIADRWWNRRFRO
RPOOOORONOIORONOOAONO
HONOOOCOOOOOOOOOOOO

Sequence 5: "Amino acid sequence of human STING HAQ variant”

Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

Length

379 AA Homo sapiens No No

Features

Feature Key Feature Qualifiers
Location

source 1..379 mol_type = protein
organism = Homo sapiens

Residues
MPHSSLHPS| PCPRGHGAQK AALVLLSACL VTLWGLGEPP EHTLRYLVLH LASLQLGLLL
NGVCSL RACLG CPL L F

HSRY YWRTVRACLG CPI T

S NI LLC-]_KC-]_A PAEl SAVCEK GNENVAHGLA WSYYI GYLRL | LPELEZ)ARI R
TY! NNLL RGAV%??L LLPLDCGVPD NLSMADPNI R FLDKLPQOTA DRAG KDRVY
SNSI YELLEN GQR’A CVLE YATPL LFA MBQYSQAGES REDRL EQAKL F(gl[LEDI LA
l[:)élli’ES NCE H_éL%PADD SSFSLSQEVL RHL EKEE VTVGSLKTSA VPSTSTMSQE

WWWNRRFO
~NoOOA0ONO
©OOOO00O

Sequence 6: "Nucleotide sequence of human STING HAQ variant"

Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

Length




Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
1140 DNA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..1140 mol_type = other DNA
organism = Homo sapiens
misc_differen | 1..1140
ce
Residues
at gccccact ccagcctgca tccatccatc ccgtgtccca ggggtcacgg ggcccagaag 60
gcagccttgg ttcigetga tgcct cctg gtgacccttt gggggctagg agagccacca 120
agcacacfc tccggtacc g ccaC Cctagcctccc gcagctggg actgctgtta 180
aacggggt ct gca cctggc gaggagctg caccacatcc actccagg a ccggggca c 240
tactggagga C ggg gcct gggC tgcccecctceec g gtggggc gc 300
ct tccafCt at tctac a ctcCcctcCCa aatgcggtcg gccc ccclt cac g 360
gccctcce tgggcctctc gcaggcactg aacatcctcc gggcctcaa gggcc ggcc 420
cca ct ag t gcagt gtg gaaaaa gggaatttca acg ggccca gggctggca 480
cataft acatc gcggct g atcctgccag agct ccaggce ccgg 540
ac tacaatc agcat acaa caacc gcta cgggg gcag tgagccagcg tataft 600
ctcctcccat tggactgtgg ggtgccigat aacc gagta t ggct gaccc caacattcgc 660
ttcctggata aactgcccca gcagaccgct gaccgtgCtg gcatcaagga tcgggtttac 720
agcaacagca tctafgagct ctgga aac ggg agc ggg cgggcacctg tg cct gag 780
tacgccaccc ccttgcagac tttgftigec tcac acagt caagc tggctt 840
gggaggata ggctfgagca ggccaaactc ttctgccaga cacf't gagga catcct gca 900
gcccctg agtct cagaa caactgccgc ctcaftgcct accaggaacc tgcaga gac 960
gcagcttc cgctgtccca ggaggttctc cggcacct ¢ ggcaggagga aagag 102
tactgtgg gcagcttgaa gacctcagc ccca cctccacgat tcccaa a 108
cctgagctcc catcag gg aat ggaaaag cccctccctc tccgcacgga ttctct 114
Sequence 7: "Amino acid sequence of murine STING"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
378 AA Mus musculus No No
Features
Feature Key Feature Qualifiers
Location
source 1..378 mol_type = protein
organism = Mus musculus
Residues
MPYSNLHPAI PRPRGHRSKY VALI FLVASL M LWAKDPP NHTLKYLALH LASHELG_LL 60
KNLCCLAEEL C-l\/gRY YWKAVRACLG CPI HCVAM L LQ\I T LSVWF 120
GLLVLYKSLS R% SAVCEEK KLNVAHGLAW RLI L 180
N%_( PDN LSW RVYS 240
NSVYEI LENG %YGVCI LEY ATPLST CRTLEEI LED 300
VPES SFSLSQEVLR HI RQEEKEEV TNNAP SVA PPPSVLSQEP 360
LI SG\/DQ’ LPL 378
Sequence 8: "Nucleotide sequence of murine STING"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
1137 DNA Mus musculus No No

Features




Feature Key Feature Qualifiers
Location
source 1..1137 mol_type = genomic DNA
organism = Mus musculus

Residues
atgccat act ccaacctgca tccagccatc ccacggccca gaggtcaccg ctccaaat at 60
gtagccctca tctttctggt ggccagcctg atgatccttt gggtggcaaa ggatccacca 120
aat cacactc tgaagtacct agcacttcac ctagcctcgc acgaacttgg actactgtt 180
aaaaacct ct gctg ctggc tgaagagctg tgccatgtcc agtccaggta ccagggcagcC 240
tactggaagg ctg gcgcgce ¢ gcctggga tgccccatcc actgtatgge tatgattcta 300
ctatcgtc atttctatft cclccaaaac actgctgaca tatacctcag ttggatgttt 360
ggcct ctgg tcctctataa gtccctaagce atgctcctgg gccttcagag cttgactcca 420
gcggaa tct ctgcagtct gaagaaaag aagttaaatg ftgcccacgg gctggcct gg 480
catactaca ttgggtact gcgg tgatC ttaccagggc tccaggcccg gat cCgaat g 540
ttcaatcagc taCataacaa catgctCagt ggtgcaggga gccgaagac gtacatcctcC 600
tttccattgg actgtggggt gcctgacaac ctgagtgtag ttgaccCcaa Cattcgattc 660
cgagat at gC tgccccagCa aaacatcgac cgtgctggca tcaagaatcg ggtttattcc 720
aacagcgt Ct acgagattct ggagaacgga cagccagcag gcgtctgtat cctggagtac 780
gccaccccect tgcagaccct 9 ttgccatg tcacaggat g ccaaagctgg cttcagicg 840
gaggat cggc ttgagcaggc taaactcttc tgcc?gacac tt gaggaaatl cct ggaaga 900
gtccccgagt ct Cgaaat aa ctgcc cctc aftgictacc aagaacccac agacggaaac 960
agtttctcac tgtctcagga gg gctccgg cacattcgtc aggaagaaaa ggaggaggtt 1020
accat gaat cccccatgac ctcagtggca cctcctccct cCgtactgtc Ccaagagcca 1080
agactcctca tcagtggtat ggatcagCct ctcccactcc gcactgacct catctga 1137

Sequence 9: "Amino acid sequence of HisAViTEV-hSTING (139-342) human WT protein"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
243 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..243 mol_type = protein
organism = Homo sapiens
Residues
MGSSHHHHHH SSGSGL.NDI F EAQKI EVHEG GSENL YF APAE| SAVCE KGNENVAHGL 60
AWSYY| GYLR LILPEL&ﬁRI RT thNNNL LRGAVS Y | LLPLDCGVP DNLSMADPNI 120
RFLDK-P% GDRAG KDRV YSNSI'YELLE NGORAGICVL EYATPLgTLF ANVSQYSQAGE 180
E@%DH_E LFCRTLEDI L ADAPESONNC RLITAYQEPAD DSSFSLSQEV LRHL EKE %ﬁg

Sequence 10: "Amino acid sequence of HisAviTEV-hSTING (139-342) human REF variant protein”

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

243 AA Homo sapiens No No

Features
Feature Key Feature Qualifiers
Location
source 1..243 mol_type = protein
organism = Homo sapiens

Residues
MGSSHHHHHH SSGSGLNDI F EAQKI EVHEG GSENL YF APAE| SAVCE KGNENVAHGL 60
AWSYY| GYLR LILPEL&ARI RT thNNNL LRGAVS Y | LLPLDCGVP DNLSMADPNI 120
RELDKLP! GDHAG KDRV YSNSI'YELLE NGORAGICVL EYATPLgTLF ANBCK%EAGF 180
E@%DN_E LFCRTLEDI L ADAPESONNC RLITAYQEPAD DSSFSLSQEV LRHL EKE %ﬁg



Sequence 11: "Amino acid sequence of HisAviTEV-hSTING (139-342) human HAQ variant protein”

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
243 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..243 mol_type = protein
organism = Homo sapiens
Residues
MGSSHHHHHH SSGSGLNDI F EA | EWHEG GSENLYF APAE| SAVCE KGNFNVAHGL 60
AWSYYI GYLR LI LPEL%ARI N(yYNNL LRGAVS Y | LLPLDCGVP DN 120
RELDKL P! ADRAG KDRV YSNSI'YELLE NGORAGICVL EYATPLQTLF AI\/BQY 180
E\R/’TEDH E LFCQTLEDI L ADAPESONNC RLITAYQEPAD DSSFSLSQEV LRHL EKE %218
Sequence 12: "Amino acid sequence of HisAviTEV-mSTING (138-341) murine WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
243 AA Mus musculus No No
Features
Feature Key Feature Qualifiers
Location
source 1..243 mol_type = protein
organism = Mus musculus
Residues
MGSSHHHHHH SSGSGLNDI F EAQKI EWHEG GSENLYF TPAEVSAVCE EKKLNVAHGL 60
AWEYY!] GYLR L I N%_(HNNM LSGAGS Y | LFPLDCGVP DNLSVVDPNI 120
RDML. P DRAG RV YSNSVYEI LE AGVCI L EYATPLOTLF ANVSQDAKAGE 180
EV % LE LFCRT LEEI L EDVPESRNNC RL QEPTD GNSFSLSQEV LRHI RQEEKE %Zlg
Sequence 13: "Primer: H232R (WT) fwd"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
27 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers

Location

misc_feature | 1..27 note = primer

source 1.27 mol_type = other DNA

organism = synthetic construct




Residues

cgtgctggca tcaaggatcg ggtttac 27
Sequence 14: "Primer: H232R (WT) rev"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
27 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature | 1..27 note = primer
source 1.27 mol_type = other DNA
organism = synthetic construct
Residues
gt caccggtc tgctggggca gtttatc 27
Sequence 15: "Primer: H232R/G230A fwd"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
33 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature | 1..33 note = primer
source 1..33 mol_type = other DNA
organism = synthetic construct
Residues
gctgaccgtg ctggcatcaa ggatcgggtt tac 33
Sequence 16: "Primer: H232R/G230A rev"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
25 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature 1..25 note = primer
source 1..25 mol_type = other DNA
organism = synthetic construct




Residues

ggtctgctgg ggcagtttat ccagg 25
Sequence 17: "Primer: R71H fwd"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
24 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature 1..24 note = primer
source 1.24 mol_type = other DNA
organism = synthetic construct
Residues
caccacatcc actccaggta ccgg 24
Sequence 18: "Primer: R71H rev"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
24 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature | 1..24 note = primer
source 1..24 mol_type = other DNA
organism = synthetic construct
Residues
cagctcctca gccaggctgc agac 24
Sequence 19: "Primer: R293Q fwd"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
25 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location

misc_feature 1..25

note = primer

source

1..25

mol_type = other DNA
organism = synthetic construct




Residues

cagacacttg aggacatcct ggcag 25
Sequence 20: "Primer: R293Q rev"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
23 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature | 1..23 note = primer
source 1..23 mol_type = other DNA
organism = synthetic construct
Residues
gcagaagagt ttggcctgct caa 23
Sequence 21: "Primer: hST Fw_V2"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
39 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature | 1..39 note = primer
source 1..39 mol_type = other DNA
organism = synthetic construct
Residues
acctgtattt tcagggcctg gccccagetg agatctctg 39
Sequence 22: "Primer: hST Rv_V3"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
44 DNA synthetic construct No No
Features
Feature Key Feature Qualifiers
Location
misc_feature 1..44 note = primer
source 1..44 mol_type = other DNA
organism = synthetic construct




Residues
cagaattcgc aagcttttaa gtaacctctt ccttttcctc ctgce 44

Sequence 23: "Amino acid sequence of CDRL1 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
11 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1.1 mol_type = protein
organism = Homo sapiens
Residues
QASQDI SNYL N 11
Sequence 24: "Amino acid sequence of CDRL2 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
7 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1.7 mol_type = protein
organism = Homo sapiens
Residues
DASNLET 7
Sequence 25: "Amino acid sequence of CDRL3 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
9 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..9 mol_type = protein
organism = Homo sapiens
Residues
9

QHFDHLPLA




Sequence 26: "Amino acid sequence of CDRH1 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
7 AA Homo sapiens No No
Features
Feature Key Feature
Location
source 1.7 mol_type = protein
organism = Homo sapiens
Residues
SGDYYWI
Sequence 27: "Amino acid sequence of CDRH2 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
16 AA Homo sapiens No No
Features
Feature Key Feature
Location
source 1..16 mol_type = protein
organism = Homo sapiens
Residues
HI YYSGNTNY NPSLKS
Sequence 28: "Amino acid sequence of CDRH3 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
9 AA Homo sapiens No No
Features
Feature Key Feature
Location
source 1.9 mol_type = protein
organism = Homo sapiens
Residues
DRVTGAFDI

Sequence 29: "Amino acid sequence of light chain variable region of anti-EGFR antibody (mutated anti-EGFR
antibodies 1-3)"




Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
108 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..108 mol_type = protein
organism = Homo sapiens
Residues

Dl PSS LSASVGDRVT | TCOASQDI S NYLNWWOOKP GKAPKLLI YD ASNLETGVPS 6
RFSEE PRIV 2

0
GID FTFTI SSLQP EDI ATYFCQH FDHLPLAFGG GTKVEI KR 08

Sequence 30: "Amino acid sequence of light chain of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
214 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..214 mol_type = protein
organism = Homo sapiens
Residues
DI g\/ﬂ' %PSS LSASVGEDRVT | T Sg)l S NYLNWY¢ P GKAPKLLI YD ASNLETGVPS 60
RFSGSGSGID FTFTI SSLg EDI ATYI FDHLPLAFGG GIKVEI KRTV AAPSVF| FPP 120
SDEg_DKSGT A SVVCLLNN PREAKV( DNALQSGNSQ ESVTEQDSKD STYSLSSTLT 180
LS YEKHK VYACEVTHQG LSSPVTKSFN RGEC 214

Sequence 31: "Amino acid sequence of heavy chain variable region of anti-EGFR antibody (mutated anti-EGFR
antibodies 1-3)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

119 AA Homo sapiens No No

Features
Feature Key Feature Qualifiers
Location
source 1..119 mol_type = protein
organism = Homo sapiens

Residues
Q\IQ_QESGPG LVKPSETLSL TCTVSGGSVS SCDYYWIW R PCKGLEW  GHI YYSGNTN 60

NPSLKSRLT | SI DTSKTQF SLKLSSVTAA DTAI YYCVRD GAFDI WG QGTWTVSS 119

Sequence 32: "Amino acid sequence of heavy chain of anti-EGFR antibody LALA-DG variant (mutated anti-EGFR



antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
449 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..449 mol_type = protein
organism = Homo sapiens
Residues
9\/ GPG LVKPSETLSL TCTVSGGSVS SGI)YYWI'W R PGKG_EW GH YYSGNTN 60
N SLKSRLT 1 Sl DTSKT% SLKLSSVTAA DTAI YYCVRD GAFDI gGT WTVSSA 120
STKGPSVFPL APSS AAL GCLVKD Y PEF ’VTVSW NSGAL TSGVH PA\SI&RSSG 180
LYSLSSWTV PSSSLGIOTY ICNVNHKPSN TKVDKRVEPK SCDKTHTCPP PEAAGGP 240
SVFLFPPKPK DTLM SRTPE CVVVG\/SH EDP’VKF VDGVEVHNAK TKP! E%NS 300
TYRVVSVLTV L NGKE SNKAL PAPI EKTI SK AKGOPREI ’9/ YTLPPSREEM 360
TKI SLTCL VKGFYPSDI VEV\ES E NNYKTTPPVL DSDGSFFLYS KLTVDKSRWQ 420
FSCSVM HEALHNHYTQ KSLSLSP! 449

Sequence 33: "Amino acid sequence of heavy chain of anti-EGFR antibody LALA-DG variant (mutated anti-EGFR

antibody 2)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
449 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..449 mol_type = protein
organism = Homo sapiens
Residues
9\/9@8(336 LVKPSETLSL TCTVSGGSVS SGDYYWIW R QSPGKGLEW  GHI YYSGNTN 60
SLKSRLT ISI DTSKT SLKLSSVTAA DTAI YYCVRD GAEDI WG @TI\NT VSSA 120
S TAALGCLVKD YFPEPVTVSW NSGALTS PA\_/L SG 180
SSVVTV Y I CNVNHKPSN T(V DKKVEPK SCDKTHTCPP CPAPEAAGGP 240
SVFLFPPKPK DTLM S PE VTCVWGVSH EDPEVKENW VDGVEV-NAK TK'r’ '.:g\E(NS 300
TYRVVSVLTV L NGKE YKCKVSNKAL PAP EKTI SK AKGQPREP YTLPPSREEM 360
TK SLTCL VKGFYPSDI A VEVES! E NNYKTTPPVL DSDGSFFLYS KLTVDK 420
CSVM HEALHNHYTQ KSLSLSP 449
Sequence 34: "Amino acid sequence of heavy chain of anti-EGFR antibody A"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
449 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..449 mol_type = protein
organism = Homo sapiens




Residues

Q‘/Q‘QESGPG LVKPSETLSL TCTVSGGSVS SGDYYWIW R
NPSLKSRLT | Sl DTSKT% SLKLSSVIAA DTAl YYCVRD GAFDI WG @ WTVSSA
SS STS AAL GCLVKD NSGAL T VL QSSG

SVVTV

SVFLFPPKPK DTLM S
TYRVV.

SVLTV Hg\/\LNGK GOPRE| ’9\/ LP
SLTCL VKGFYPSDI A VEVES E NNYKTTPPVL DSDGSFFLYS KLT\/
SCSVM HEALHNHYTQ KSLSLSP

PGKGLEW  GHI YYSGNTN

D YFPEPVTVSW
R?T Y I CNV \IHKPSN T KVDKRVEPK
VTCVVVDVSH

DPEVKFE
KCKVSNKAL PAP EKTI SK AK

3__LGGP

:’%EM

SGVH
SCDKTHTCPP
VDGVEVHNAK TK'r’

UI II

BRWWNRRFO
HANOORONO
[clolo]o/o]sle]

Sequence 35: "Amino acid sequence of heavy chain of anti-EGFR antibody B"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
445 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..445 mol_type = protein
organism = Homo sapiens

Residues

g_QESGPG LVKPSETLSL TCTVSGGSVS SGDYYWIW R PGKGLEW YYSGNTN 60

NPSEKSRLT [ S DTSKTg: SLKLSSVTAA DTAI YYCVRD GAFED %QGT 120
STK L APCSRS AALGCLVKD YFPEPVTVSW NSGALTSGVH PAVL SG 180
LYSC SVVTV PSSN—GTEV?T CNVDH(PSN TKVDKTVERK CCVECPPCPA PPVAGPSVEL 240
FEPPKPKDTLM | SRTPEVICV VWDVSHEDPE NVWVDGY EVHNAKTKPR EEQENSTFRV 300
VSVLTWHg VLNGKEYKCK VSNKGLPAPI E SKTKGQ PREP LP PSREEMIK 360
VSLTCLVKGE YPSDI AVEVE SNng NNYK TTPPMLDSDG SFFLYSKLTV DKS 420
FSCSVVHEAL HNHYTQKSLS LSP! 445

Sequence 36: "Amino acid sequence of heavy chain of anti-EGFR antibody LALA variant (mutated anti-EGFR

antibody 3)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
449 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..449 mol_type = protein
organism = Homo sapiens
Residues
@g@SGPG LVKPSETLSL TCTVSGGSVS SGDYYWIW R PGKGLEW GHI YYSGNTN 60
NPSLKSRLT | Sl DTSKT% SL KLSSVTAA DTAl YYCVRD GAFDI QGI' MWTVSSA 120
D YFPEI ’VTVSW NSGALTSGVH FPA _ARSSG 180
VVT PS Y I HKPSN TKVDKRVEPK SCDKTHTCPI AP\ 240
SVFLFPPKPK DTLM S VTCVVVDVSH E -VKFN\N( VD(;VEV-NAK TK % 300
TYRVVSVL H@I\LNGKE KCKVSNKAL PAP KTl SK AKGOPRE| ’?\/ 338 EM 360
TK SLTCL VKGFYPSDI A VEVES E NNYKTTPPVL DSDGSFFLYS KLTVDK 420
SCSVM HEALHNHYTQ KSLSLSP! 449
Sequence 37: "Amino acid sequence of CDRL1 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
11 AA Homo sapiens No No




Features

Feature Key Feature Qualifiers
Location
source 1.1 mol_type = protein
organism = Homo sapiens
Residues
11

KASONI YKNL A

Sequence 38: "Amino acid sequence of CDRL2 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
7 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1.7 mol_type = protein
organism = Homo sapiens
Residues
DANTLQT 7
Sequence 39: "Amino acid sequence of CDRL3 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"
Molecule Organism Contains Skipped
Length Type DNA and Sequence
RNA
fragments
8 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1.8 mol_type = protein
organism = Homo sapiens
Residues
QQYYSGMA 8
Sequence 40: "Amino acid sequence of CDRH1 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
5 AA Homo sapiens No No

Features




Feature Key Feature Qualifiers
Location
source 1.5 mol_type = protein
organism = Homo sapiens
Residues
RNFMH 5

Sequence 41

: "Amino acid sequence of CDRH2 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

17 AA Homo sapiens No No
Features

Feature Key Feature Qualifiers

Location
source 1..17 mol_type = protein
organism = Homo sapiens
Residues
W YPGDGETE YAQKFQG 17
Sequence 42: "Amino acid sequence of CDRH3 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments

13 AA Homo sapiens No No

Features
Feature Key Feature Qualifiers
Location
source 1..13 mol_type = protein
organism = Homo sapiens

Residues
GVYGCGFAGGY FDF 13

Sequence 43: "Amino acid sequence of light chain variable region of anti-CDH6 antibody (mutated anti-CDH6

antibody 1)"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
107 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers

Location




Feature Key

Feature
Location

Qualifiers

source

1..107

mol_type = protein

organism = Homo sapiens

Residues

PSS LSASVGDRVT | TCKASONLY KNLAWYQOKP GKAPKLLI YD ANTLQTGVPS
R G/\A% TKVEI KR Qr

GSD FTLTI SSLQP EDFATYFCQQ YYS

ol
oo
J

Sequence 44: "Amino acid sequence of light chain of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
213 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..213 mol_type = protein
organism = Homo sapiens

Residues

DI QMIQSPSS LSASVGDRVT | TCKA! IY KNLA GKAPKLLI YD ANTVgT
FSGSGSGSD FTLTI SSL EDFATY

6

PPS 1

EOLKSGTAS VVCLL SVTEQDSKDS TYSLSSTLTL 1
KADYEKHKV YACEVT HQG_ SSPVT SFNR GEC 2

(./Ju

Sequence 45: "Amino acid sequence of heavy chain variable region of anti-CDH6 antibody (mutated anti-CDH6
antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
122 AA Homo sapiens No No
Features
Feature Key Feature Qualifiers
Location
source 1..122 mol_type = protein
organism = Homo sapiens

Residues
E\é%‘:v GAE VKKPGASVKY SCKASGYTET RNFNHW/I EWVGW | YPGDGETEY

TADTSTSTAY MELSSLRSED TAVYY AGGYFD FWEQGTLVTV

)
RO
NO

Sequence 46: "Amino acid sequence of heavy chain of anti-CDH6 antibody LALA-DG variant (mutated anti-CDH6
antibody 1)"

Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
452 AA Homo sapiens No No




Features

organism = Homo s,

apiens

Feature Key Feature Qualifiers
Location
source 1..452 mol_type = protein

Residues
GAE VKKPGASVKV SCKASGYTFET RNFM-N\X/% EVWGW | YPCDGET EY 60
STSTAY MELSSLRSED TAVYYCA Y AGGYED WL 120
KGPS FPLAPSS T SGGTAALGCL VKDYFPEPVT VSVWSGALTS FPAVJ&S 180
SSGLYS YI CNVNHK PSNT(VD(KV EPKSCDKT! HT CPPCPA3 240
SVFLFPP KPKDTLM SR PEVTCVWG VSHEDPEVKE N\N(VDG\/ NAKTK '.:8 300
YNSTYRVVSV LTVLH%V\L GK KCKVSN KALPAPI EKT % LPPS 360
EEMTK*%\:/SL TCLVKGFYPS D VEV\ESNG ENNYKTTP PVLDS FF L SKLTVDKS 420
SC SVMHEALHNH YTQ(SLSLSP 452
Sequence 47: "Endo-S WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
995 AA Streptococcus pyogenes No No
Features
Feature Key Feature Qualifiers
Location
source 1..995 mol_type = protein
organism = Streptococcus pyogenes
Residues
IVDKHL LC{VCAATLM GAALATHHDS LNTVKAE Q<GL DSLHYLSENS 60
KKEFKEELSK A% Ng(V AKA%DK SA AKMKI Kl PM( H GPL YGGYFRT 120
PKEVDL | F KDYSLF V\KE \TKHVP KLN RVI 180
?TI PV\RF T SKYPNTPEGN KAL | VDE YVYKYNLDG_ D HDSI P 240
(VDKKEDTAG VERSI %F | GKLI GPKGVY DKSRLFI MDS TYMADKNPLI ERGAPYI NLL 300
_\'\/g\/YCB% SNR PEKTMVEE! GYSKYI RPEQ YM GESFYEE NAQEGNLWYD 360
RKDEI NG NTDI TGT RAERY, KTGGVKGAE F SYAI DRDGVA KKYAK 420
EFKDATDNI F HSDYSVS VML KDK | DEKDF REAVI \V/ 480
FNGTLRLDN SS K FKKLAOLDLI GLSRI TKLDR SVLPANMKI KDTLETVLET 540
YKKDNKEEPA Tl VSLKV GLTGLKELDL SGFDRETLAG LDAATLTSLE KVDI SGNKLD 600
LAPGT EN FDTMLSTI SN HVGSNEQTVK FDKQKPTGHY PDTYGKTSLR LPVANEKVDL 660
Qé% EA DYKAYONHKI  AGRSFVDSNY HYNNFKVSYE NYTVKVTIDST 720
L TDKTLA TDKEETYKVD FESP, TKA VHTAKVI VGD EKTMWNLAE GATVI 780
PVNARKVFDG SVGSEFDNI S LG/\D%EESI | FKLKEDGL| K HWRFFNDSAR NPETTNKPI 840
EASLO FNI K NLDNLLEN PNKF KYW | TVDTYSA( ERATAFSNTL NN TSK 900
VFDTKGDRYS SPWPEL% L GYPLPNADTI MKTVTTAKEL SQKDKFSQK M._DELKI KEM 960
ALETSLNSKI FDVTAI GVLKDCI EKR QLLKK 995
Sequence 48: "Endo-S2 WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
843 AA Streptococcus pyogenes No No
Features
Feature Key Feature Qualifiers
Location
source 1..843 mol_type = protein
organism = Streptococcus pyogenes
Residues
MDKHLLVKRT LGCVCAATLM C—AALATHHDS LNTVKAEEKT VQT KT RE 60
GKRGPLYAGY FRTWHDRAST d DGK E NTVAEVPKEV DI LFVFH ASDSP 120
KDSYVHKLHQ QGTALVQTI G VNEL GL SKDYPDTPEG NKALAAAI VK AF 180




LDl DI EHEFT NKRTPEEDAR ALNVFKEI AQ LI GKNGSDKS KLLI MDTTLS VENNPI FKG 240
AEDLDYLLR% YYGS EAE VDTI NS YQNYI DASgZ M GESFFEES ASKGNLWFDV 300
NEYDPNNPEK GKD| EGTRAK ST G FSYA AHVP STYKNRTSTN 360
L&RHEVDNI S HIDYTVSRKL KTLMI DKRY DVI BS}(DI PD PALREg VGQ&KGDLER 420
KTLVLTGD KI ONLKGLEK LSKL ELR QLSNVKEI TP ELLPESMKKD AELVMWGMTG 480
LEKLNLSGLN L DVN SI THL SFDI HNSLDLSEK SEDRKLLMTL I\/E%EN | 540
VKNTAFENQ K KGYYPgTY TKEGHYDVD NAEHDI LTDE VEGIVTKRNT FI Al 600
KEGA! SK EA FRKDYKGYKV HLTASNLGET VISKVTATTD ETYLVDVSDG 660
KVWHHWKLN | GSGAI N LAKGAKVI GT' SGDFEQAKK| FDGEKSDRFF T NW AF 720
DLGEI NLAKE WRLFNAETNT El KTDSSLNV AKGRLQI LKD TTI DLEKVDI  KNRKEYL SND 780
K\IVDVI DVAQVD DAKAI FNSKL SNVLSRYWRF CVI SSYY PQYTELQ LG QRLSNDVAN gﬁg

Sequence 49: "Endo-Si WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
928 AA Streptococcus iniae No No
Features
Feature Key Feature Qualifiers
Location
source 1..928 mol_type = protein
organism = Streptococcus iniae
Residues
M\KRLLVKRT FGCVCAAAI L GVAPLSHPTI VEAREELKNP NG'AES ADV EAKI DALTYL 60
SKNSKDEFKH SMYElI PSNRE HKPVSPKQAL SA K KEELKALEGP 120
LYGGYFRT DKTSDPTETN NSFGELPK DLAFVFHD YTKDYSLFV\E ELATK%I?KL 180
NKEXST | PARFLS | SADKEK FPNTEAGNKA LAKA| VDEYV YKYNL DI 240
Dl ERDSVPKV NDKEDPEALA RTVEVEKElI G KLI SRLLI MDTTY TAEENPL| KE 300
TéngLNL_LV ﬁ\/Y FSGENG NYLHHKNI LD ETSSI\/E GYSKYI RPEQ YMVGESFYEE 360
KDENNRWKDI EEDPSDPHI  GEKI QGTRAE R GLKGELESYA | 420
g(TEHPE_D( | VKSEYKVSK ALKKLMMTDD QY%D DF DKALRESI | GT 480
RFKGTLRLD NPEI KDLTGE. NKLKRVAKLE L1 NLPKI TKI DDLPONLK PL SNL 540
El KGTYDDSK LYKDI PAFDL Vi ISGLSGL S T L DA\ SLKAI NI SDN 600
Al = | LDTI LAT LAK FDKg(P GLY PESYSTAPLH 9\/ | NV 660
| | FGT LI NTEN DFEA 3_Y L - EYSASI VDST 720
LAETTDK] T ETY( VSNK VGDEK PMWNLAQDA KI | GTDNMI 780
SAKVFQ%%( LS DS SVI FELKTPG TAKH\/‘"I DD GKNDSVTLSV FKGDASNF 840
EKI ENVWE | TKDSRKNDD KVFSSPLEVD NAKYLKVTI K KEAKYI YFNE LQ LGYPGW 900
AKKTADDL 928
Sequence 50: "Endo-M WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
744 AA Mucor hiemalis No No
Features
Feature Key Feature Qualifiers
Location
source 1..744 mol_type = protein
organism = Mucor hiemalis

Residues

LD RO §

P ||EL NTDDPNR

SI\/NELRD\NI'P DEKI KFNVSS
LADT FVYFSHERV.

KEKLHNE| GS%_/YV@%/I
AEG GRS

KSEFEKNVDRL V‘CGGKYSDY

PGTDWFVTNF

PV DRG-GNRF

S SLDCDHGAFL GGISLI | K%
L SL DASKGCS LLM K NDS
ATVITENSTE S LRTTE

DVKL TVACH FSLKT
DTGENDW T KTl NVPAVPE

S | PPVNWINAC
Al

VG I AC LGYI SI | PTI NSGI KTDSSR | | FVKI
VNI\QI\%E ANVVNAWEE|  DYYNVFYKES DDgE:I'RI F%

YYGIL NT
KI' VI EAVNKE

GYI SSSGSI D LSLN

Sequence 51: "Endo-Rp WT"

VALOQPRVKNA LKPQLLLTHD
KCLGT

VAI AK F
TNEGE! TVKNELEF
?ﬂY%\‘G gRSYK(NKTA
EKEVESDDSE
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So0Ien
mm

)

d

—

-<

~

RGKRL
RFNH
FK
CRHE
Kl GKESL ACEEVHR
TAFCNQFRVS GLDI I'LSKLP

)

9]

(9]

T

|

(%]

—

v
~N~NOOOUTERRWWNRRFO
BSNOOROONOORONO
HOOOCOOOOOOOO




Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
696 AA Rhizomucor pusillus No No
Features
Feature Key Feature Qualifiers
Location
source 1..696 mol_type = protein
organism = Rhizomucor pusillus
Residues
I\/PSLWA DTRLFESMPL Q;I;I\/NELGSV\E PSNASRANI A TI PL SNL DPAEPRLI| VT 60
HDIVA ED SNI QGNTYDT | YS DTFI YESHHR VTI PP N ACHRNGVKTL 120
GIFI VEGAAG MFALERFVYG PEP PYYADKLVD| AEFYGEDGAL LNI ESDFFPL 180
YRNPSLKAI H LAKLLRYLKN PGSE I | W(DSMT GSV! NI T PKNSI FFEAA 240
DG FLNYVWAN ATVPPLALg\/ AHRL DVV‘ER GTF DS YLAVGIARAF 300
KTSSALFGTA W YEHFGKKD FELNDRLL V\L GGDQS V\g SHLCGRHPGE 360
ADVSPVRSAP GKTWFATWFD RGYGTGEYYQ GKKLLS! HLS! | PPN LI Al EEN 420
HGLSYFLADD DAYI GGTSLL | AAEI T LPLYQ_ DV T %I Y KSPEPI 480
| DI YLNL Dl LPDELAFY WODVTDASSQ ADATTAMRLY LNENTVI YLK PS?(?EL EG 540
V\LLCS P TYPLG ATI K ELG HVDGKE TVLFRLGLLT | | PLGDAPSA LSRI G?vg_? 600
RDEDI HSKCP SSSCELWATL SWWIVEHNSKE M I FLGTSFS 660
EYRI SGLEI K KHGNSI El WA VNRLGTVI AR QDI 696
Sequence 52: "Endo-CC WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
787 AA Coprinopsis cinerea No No
Features
Feature Key Feature Qualifiers
Location
source 1..787 mol_type = protein
organism = Coprinopsis cinerea
Residues
MPI AGKKFHP RALPEFVWRTFE REI\/DEV\RATE TGP AEG | LKYVPRKI R PADI AGKGRL 60
LVSHDYKGGY VEDPFSKSYS ENWAESTDSF NYFAHHRI TI PPPEW NAAH Pl LGTI 120
| FEGGSDEDI LRWVI GKTPG STSNFHAERN AEYTVPVSSY YAELFADLAV El DGN_L 180
VEI| G.gGSE LL KKV GPHGELVI WD SVTVRGDLWV 8Z)RLNAFNLP 240
FELNSSE FT LSRVD PNLTGC)TA:3 HgYNL | | YI GVDVWG 300
RGSHGGGGEG AYKAI E KGLG-SVALF A@I\T, EE EKP WDYDSKLWG 360
EAPDH TVKPCGEYPCV HGPFQPI SSF FLTYPPPDPL DLPFYTNF FVEG 420
KEVFRSETGW TDND'Y\?\SETVG DL RPKI Y DLP\S/g\IASQA TLNAAFNFND V\NGG\ISLQ 480
NLTVPGGATT YGA ISI FTFSSRR%E ASI VYKPGELS GKTRFDAK \el RT TGED 540
6XEKI I SNTTT EV | LEEI ET GCBI I VP SI GLVI AVSNVS TTE PFL 600
GQ TI HPHL PDRYKEFKPA LLW.LFTPSA GT| DGTLT V\D\NAA I NNPDD 660
A? T KQEWFPDFLY FNVYVLELLD GGG?GP SLP 720
SGL F Q'EGVLETGE STHWDAPAA PSATA( RTRRTSLKSV LSPLRRKKo( ;29
Sequence 53: "Endo-Om WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
772 AA Ogataea minuta No No
Features
Feature Key Feature Qualifiers
Location
source 1.772 mol_type = protein




Feature Key

Feature
Location

Qualifiers

organism = Ogataea minuta

Residues

GGA VRPVFFDKLE
KLMWC

VGKGGH L
VPPHSSAVYK
NGL DKS

YQDTELASEN

EDP
VNW NECHRN

DG YLL El ETTES

NYN

SASARSNYKK

ACKM At
I NESSFI FYT NFE
DAFHGGACLE |

ELRRWHTQSA NLSRESELDS LNVATEPESS YERAQTGSGS 60
HDFKGGYODY EDAQPLGYFP HPTGSRYF L% YP! IDS;YY 120
G KCFGTVI F EGNASKDFEE L DRL VSRDE| 180
NTKI AADLEP FAEQLKSGLH CLDSKNEL| W YDSYVEPANK 240
FESNYWANI K- NLQENI KNVG VL GVOKKI YV GYDVWGERGTL 300
ALFAPAWT  YESLGPKDFN W GL FENESS| SST 360
NFSSGE! FSKGSEVYRK L%:_D LPI DLHRKDK 420
KYSEI KDEN G\Fgg FNNQW LENFTK ECHFPTVNVK 480
| ERRFRSVOT VRTGYLTI LSTSGKWFTV EESFQ NL 540
FRSYI Al TSVI DN EEYEKLI NSE | YNDDEDE 600
T GRKLFG NKSTPKT APLLRI G EFAI | SAN 660
% GVC YYI | YVNGAV VG SVAPKFI 720
SGLGSSS SKVRVDSVDK LGNVFTGSEV W 772

Sequence 54: "Endo-Sd WT"

Length

Molecule
Type

Organism

Contains
DNA and
RNA
fragments

Skipped
Sequence

1067

AA Streptococcus dysgalactiae

No

No

Features

Feature Key

Feature
Location

Qualifiers

source

1..1067

mol_type = protein
organism = Streptococcus dysgalactiae

Residues

NDKRLL VI
KKEFKEEL SK
DKT!

EAKL TC-?

%Y GYVSLPI
KLFDTGVI

LKDLI GKAAH

RT LGCVCSATLM
EKVPEKVKE|
DKVNS

KTI
LQ LGYPLPN
NVEAL KNV
LNSKI DAKLA

L
TKTPEER\ YSKYI RPEQY M G=SFYEEK
R PR 22

ETYKVDFF SPT KAVH TAKVI VGDEK TMWNLAEGA
ME YNPLSFNNKS Sl | FEI KDPS LAKYWRLEND SSKDKKDYI K
KPDNW/TV STYSGEEKVE YVRVTVDNKK

GT | LGT HHDS LI SVKAEEKI 'ISEJSST STS| DDL
NG
DL :VF KDYSLFW KELAT K LNKQGTRVI R
GNK ALAKAI VDEY VYKYNLDG.D
KGAD KSRLFI MDST YMADKNPLI E RGAP

=<
)
UT
||
<
[}
2
i)
A

RYARWQPK TGGVKGE FS YAl DRDGVAH
NYSV%(TLKT VML KDKAYDL IDEK.()—I-’L)K@ L
L

EGLNKFK KLAOLDLI GL SRI | KL
SLTVSGL FDRETLAG D

VMLSTVNNNA G SEQSI KFD gg(PAGNY Pg TYGATNLQLP
| NSEADY KTY | AG RNFVDPDYPY NNF H

ADTI MKTVTV AKEL SOOKDK FP%LDEST AKEAVVEASL
VDECLAYEKN KETAF ED Y ESVTVEEMAQ
DREYDKDLLG LI GELTNI TR TVKSFVK
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Sequence 55: "Endo-Sz WT"

Length

Molecule
Type

Organism

Contains
DNA and
RNA
fragments

Skipped
Sequence

1011

AA Streptococcus equi

No

No

Features

Feature Key

Feature
Location

Qualifiers

source

1..1011

mol_type = protein
organism = Streptococcus equi

Residues

MEKQVLVKKT LKCVCAAALM VAI LAAQHDS LI RVKAEDKL VQTSPSVSAI DALHYLSENS 60




KKEFKEEL SK VEKA( DK%EKLK El VSKA( K LAEMK VPEKI PVKPL (GPLYGGYFR 120
TVHDKTSDPA MGE LPKEVDLAFY FHDWIKDYSL F LATKHY PTLNK RV 180
RTlI PWRFLA GGDHS AQ(YPNTPE NKALAKAI VD E KYNLDG LDVDI | 240
PKVNKEESKE d ERSI E El GKLI GPKG ADKSRL STYMADKNPL | ERGAPY| DL 300
L L\ GTI EKGGH WDTNVEERW ESYSKYI RPE MWG-SFYE EKANSGN 360
DV DDTNP NI GSEI KGTR AERY, K T K DRDGV. PKKNGPKTPD 420
L DKI VKSDYK VSKALKKVME NDKSYEL| DQ KDFPDKALRE GS L ERF 480
RLDNPDI KSL EG.NKLKKLA KLELI GLS TKLDSSVLPE NI KPTKDTLV SVLETYKNDD 540
RKE| | VALTI SG.TG LKELNLAG-D RDSLAG DAA SLTSLE! SSNKLDLAAG 600
TENR@FLDT LATVTKHGGY SEKTFVF KPTGA.YPDTY GT KSL%PV NDT]I 660
L FGT LI NSEADYKA Y | AGHR FVDSSYDYKA FAVTYKDYKI KVTDS 720
DHKDLSTSKE ETYKVEFESP | KPVHEA Kl VWWGEEKTM MVNLAEGAT] 780
DGLLNN DTTTLSTSNK ASI | FELKEP GLVKHWRFEN DSKI SKADY! KEAKL 840
HLEDSSKVKD SLEKSTEWT VSDYSGEA( FSgPLNNI GA KYWRI Tl DNK (%SYGYVSLP 900
E | GHRLP EAATVMITMA AAEELS D KFQ% KEL EVKVAALKAA LDNKI 960
FADVKA Y| DKLLADAA GKKTL K EA DAK EKAESENPKA D 1011
Sequence 56: "Endo-Se WT"
Length Molecule Organism Contains Skipped
Type DNA and Sequence
RNA
fragments
1018 AA Streptococcus equi No No
Features
Feature Key Feature Qualifiers
Location
source 1..1018 mol_type = protein
organism = Streptococcus equi
Residues
MVEK VKKT L Q/CAAALM VAI LAAQHDS LI RVKAEDKV V( SPSVSAI DDLHYLSENS 60
KKEFKEGLSK AGEVPEKLKD | L SKA SAKVLAEI\/KV PEKI AMKPLK GPL YGGYFRT 120
VHDKTSDPAE K| P VF HDWITKDYSFF LATKHVP TLNKEGT RVI 180
RTI PARFLAG G AEDT QKYPNTPEGN KALAKAI VDE KYNLDGE. DVDI ERDSI P 240
KVNGKESNEN | QRSI AVFEE |'GKLI GPKGA DKSRLFI MDS TYMADKNPLI E | DLL 300
Y GT K VARK PEKTVEERWE SYSKYI RPEQ YMVGESFYEE NAGSGNLWYD 360
NERKI NP LNSEI AGTRA ERY, GGVKGE FSY Al DRDGV, SDDEKR 420
TNKAI KDI TD @ VKSDYKVS KALK D KSYELI D FPDKAL REA! RRCD 480
L ERFNGTLRL DNPDI KSLEG LNKLKKLAKL ELI GLS K LDSLVLPANA KPTKDTLANV 540
| EAYDSAKI ETKAI PQVAL T1 SGLTGLKE LNLAGH DAASL T LEKVDLSSN 600
KLDLAAGTEN LDTMLAT K TEVF PT GYPDTYGIK SL \VVANDT 660
DLQAKLLFG LI N SEADYKAY IAGH VD SSYDYKAFAV TYKDYKI KVT 720
DSTLGVTDHK DLSTSKEETY (VEFFS EAKVV KTMWN LAEGATVI GG 780
DADPTNAKI DGLLNNDTT | LST NKASI I FEL V KYWRFENDSK | SKADCI KEA 840
VGH GSKVKDSLE <SSKV\X/T FSg PLNNI GAKYW RI TVDTKGGR 900
YNWPSLPELQ | | GYQLP, %%__KELEVK I AALKAAL DS 960
STADLKAYVD (LLADRT DQE DI KENT EPENPKTD 1018




