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Sequences

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

Length Molecule 
Type

Organism 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 PCPRGHGAQK AALVLLSACL VTLWGLGEPP EHTLRYLVLH LASLQLGLLL    60
NGVCSLAEEL RHIHSRYRGS YWRTVRACLG CPLRRGALLL LSIYFYYSLP NAVGPPFTWM    120
LALLGLSQAL NILLGLKGLA PAEISAVCEK GNFNVAHGLA WSYYIGYLRL ILPELQARIR    180
TYNQHYNNLL RGAVSQRLYI LLPLDCGVPD NLSMADPNIR FLDKLPQQTG DRAGIKDRVY    240
SNSIYELLEN GQRAGTCVLE YATPLQTLFA MSQYSQAGFS REDRLEQAKL FCRTLEDILA    300
DAPESQNNCR LIAYQEPADD SSFSLSQEVL RHLRQEEKEE VTVGSLKTSA VPSTSTMSQE    360
PELLISGMEK PLPLRTDFS                                                 379

Sequence 2: "Nucleotide sequence of human STING WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

1140 DNA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

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

Residues
atgccccact ccagcctgca tccatccatc ccgtgtccca ggggtcacgg ggcccagaag    60
gcagccttgg ttctgctgag tgcctgcctg gtgacccttt gggggctagg agagccacca    120
gagcacactc tccggtacct ggtgctccac ctagcctccc tgcagctggg actgctgtta    180
aacggggtct gcagcctggc tgaggagctg cgccacatcc actccaggta ccggggcagc    240
tactggagga ctgtgcgggc ctgcctgggc tgccccctcc gccgtggggc cctgttgctg    300
ctgtccatct atttctacta ctccctccca aatgcggtcg gcccgccctt cacttggatg    360
cttgccctcc tgggcctctc gcaggcactg aacatcctcc tgggcctcaa gggcctggcc    420
ccagctgaga tctctgcagt gtgtgaaaaa gggaatttca acgtggccca tgggctggca    480
tggtcatatt acatcggata tctgcggctg atcctgccag agctccaggc ccggattcga    540
acttacaatc agcattacaa caacctgcta cggggtgcag tgagccagcg gctgtatatt    600
ctcctcccat tggactgtgg ggtgcctgat aacctgagta tggctgaccc caacattcgc    660
ttcctggata aactgcccca gcagaccggt gaccatgctg gcatcaagga tcgggtttac    720
agcaacagca tctatgagct tctggagaac gggcagcggg cgggcacctg tgtcctggag    780
tacgccaccc ccttgcagac tttgtttgcc atgtcacaat acagtcaagc tggctttagc    840
cgggaggata ggcttgagca ggccaaactc ttctgccgga cacttgagga catcctggca    900
gatgcccctg agtctcagaa caactgccgc ctcattgcct accaggaacc tgcagatgac    960
agcagcttct cgctgtccca ggaggttctc cggcacctgc ggcaggagga aaaggaagag    1020
gttactgtgg gcagcttgaa gacctcagcg gtgcccagta cctccacgat gtcccaagag    1080
cctgagctcc tcatcagtgg aatggaaaag cccctccctc tccgcacgga tttctcttag    1140

Sequence 3: "Amino acid sequence of human STING H232 (REF) variant"

Length Molecule 
Type

Organism 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 PCPRGHGAQK AALVLLSACL VTLWGLGEPP EHTLRYLVLH LASLQLGLLL    60
NGVCSLAEEL RHIHSRYRGS YWRTVRACLG CPLRRGALLL LSIYFYYSLP NAVGPPFTWM    120
LALLGLSQAL NILLGLKGLA PAEISAVCEK GNFNVAHGLA WSYYIGYLRL ILPELQARIR    180
TYNQHYNNLL RGAVSQRLYI LLPLDCGVPD NLSMADPNIR FLDKLPQQTG DHAGIKDRVY    240
SNSIYELLEN GQRAGTCVLE YATPLQTLFA MSQYSQAGFS REDRLEQAKL FCRTLEDILA    300



DAPESQNNCR LIAYQEPADD SSFSLSQEVL RHLRQEEKEE VTVGSLKTSA VPSTSTMSQE    360
PELLISGMEK PLPLRTDFS                                                 379

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

1140 DNA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

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

misc_differen
ce

1..1140

Residues
atgccccact ccagcctgca tccatccatc ccgtgtccca ggggtcacgg ggcccagaag    60
gcagccttgg ttctgctgag tgcctgcctg gtgacccttt gggggctagg agagccacca    120
gagcacactc tccggtacct ggtgctccac ctagcctccc tgcagctggg actgctgtta    180
aacggggtct gcagcctggc tgaggagctg cgccacatcc actccaggta ccggggcagc    240
tactggagga ctgtgcgggc ctgcctgggc tgccccctcc gccgtggggc cctgttgctg    300
ctgtccatct atttctacta ctccctccca aatgcggtcg gcccgccctt cacttggatg    360
cttgccctcc tgggcctctc gcaggcactg aacatcctcc tgggcctcaa gggcctggcc    420
ccagctgaga tctctgcagt gtgtgaaaaa gggaatttca acgtggccca tgggctggca    480
tggtcatatt acatcggata tctgcggctg atcctgccag agctccaggc ccggattcga    540
acttacaatc agcattacaa caacctgcta cggggtgcag tgagccagcg gctgtatatt    600
ctcctcccat tggactgtgg ggtgcctgat aacctgagta tggctgaccc caacattcgc    660
ttcctggata aactgcccca gcagaccggt gaccgtgctg gcatcaagga tcgggtttac    720
agcaacagca tctatgagct tctggagaac gggcagcggg cgggcacctg tgtcctggag    780
tacgccaccc ccttgcagac tttgtttgcc atgtcacaat acagtcaagc tggctttagc    840
cgggaggata ggcttgagca ggccaaactc ttctgccgga cacttgagga catcctggca    900
gatgcccctg agtctcagaa caactgccgc ctcattgcct accaggaacc tgcagatgac    960
agcagcttct cgctgtccca ggaggttctc cggcacctgc ggcaggagga aaaggaagag    1020
gttactgtgg gcagcttgaa gacctcagcg gtgcccagta cctccacgat gtcccaagag    1080
cctgagctcc tcatcagtgg aatggaaaag cccctccctc tccgcacgga tttctcttag    1140

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

Length Molecule 
Type

Organism 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 PCPRGHGAQK AALVLLSACL VTLWGLGEPP EHTLRYLVLH LASLQLGLLL    60
NGVCSLAEEL HHIHSRYRGS YWRTVRACLG CPLRRGALLL LSIYFYYSLP NAVGPPFTWM    120
LALLGLSQAL NILLGLKGLA PAEISAVCEK GNFNVAHGLA WSYYIGYLRL ILPELQARIR    180
TYNQHYNNLL RGAVSQRLYI LLPLDCGVPD NLSMADPNIR FLDKLPQQTA DRAGIKDRVY    240
SNSIYELLEN GQRAGTCVLE YATPLQTLFA MSQYSQAGFS REDRLEQAKL FCQTLEDILA    300
DAPESQNNCR LIAYQEPADD SSFSLSQEVL RHLRQEEKEE VTVGSLKTSA VPSTSTMSQE    360
PELLISGMEK PLPLRTDFS                                                 379

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence



Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

1140 DNA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

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

misc_differen
ce

1..1140

Residues
atgccccact ccagcctgca tccatccatc ccgtgtccca ggggtcacgg ggcccagaag    60
gcagccttgg ttctgctgag tgcctgcctg gtgacccttt gggggctagg agagccacca    120
gagcacactc tccggtacct ggtgctccac ctagcctccc tgcagctggg actgctgtta    180
aacggggtct gcagcctggc tgaggagctg caccacatcc actccaggta ccggggcagc    240
tactggagga ctgtgcgggc ctgcctgggc tgccccctcc gccgtggggc cctgttgctg    300
ctgtccatct atttctacta ctccctccca aatgcggtcg gcccgccctt cacttggatg    360
cttgccctcc tgggcctctc gcaggcactg aacatcctcc tgggcctcaa gggcctggcc    420
ccagctgaga tctctgcagt gtgtgaaaaa gggaatttca acgtggccca tgggctggca    480
tggtcatatt acatcggata tctgcggctg atcctgccag agctccaggc ccggattcga    540
acttacaatc agcattacaa caacctgcta cggggtgcag tgagccagcg gctgtatatt    600
ctcctcccat tggactgtgg ggtgcctgat aacctgagta tggctgaccc caacattcgc    660
ttcctggata aactgcccca gcagaccgct gaccgtgctg gcatcaagga tcgggtttac    720
agcaacagca tctatgagct tctggagaac gggcagcggg cgggcacctg tgtcctggag    780
tacgccaccc ccttgcagac tttgtttgcc atgtcacaat acagtcaagc tggctttagc    840
cgggaggata ggcttgagca ggccaaactc ttctgccaga cacttgagga catcctggca    900
gatgcccctg agtctcagaa caactgccgc ctcattgcct accaggaacc tgcagatgac    960
agcagcttct cgctgtccca ggaggttctc cggcacctgc ggcaggagga aaaggaagag    1020
gttactgtgg gcagcttgaa gacctcagcg gtgcccagta cctccacgat gtcccaagag    1080
cctgagctcc tcatcagtgg aatggaaaag cccctccctc tccgcacgga tttctcttag    1140

Sequence 7: "Amino acid sequence of murine STING"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

378 AA Mus musculus No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..378 mol_type = protein
organism = Mus musculus

Residues
MPYSNLHPAI PRPRGHRSKY VALIFLVASL MILWVAKDPP NHTLKYLALH LASHELGLLL    60
KNLCCLAEEL CHVQSRYQGS YWKAVRACLG CPIHCMAMIL LSSYFYFLQN TADIYLSWMF    120
GLLVLYKSLS MLLGLQSLTP AEVSAVCEEK KLNVAHGLAW SYYIGYLRLI LPGLQARIRM    180
FNQLHNNMLS GAGSRRLYIL FPLDCGVPDN LSVVDPNIRF RDMLPQQNID RAGIKNRVYS    240
NSVYEILENG QPAGVCILEY ATPLQTLFAM SQDAKAGFSR EDRLEQAKLF CRTLEEILED    300
VPESRNNCRL IVYQEPTDGN SFSLSQEVLR HIRQEEKEEV TMNAPMTSVA PPPSVLSQEP    360
RLLISGMDQP LPLRTDLI                                                  378

Sequence 8: "Nucleotide sequence of murine STING"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

1137 DNA Mus musculus No No

Features



Feature Key Feature 
Location

Qualifiers

source 1..1137 mol_type = genomic DNA
organism = Mus musculus

Residues
atgccatact ccaacctgca tccagccatc ccacggccca gaggtcaccg ctccaaatat    60
gtagccctca tctttctggt ggccagcctg atgatccttt gggtggcaaa ggatccacca    120
aatcacactc tgaagtacct agcacttcac ctagcctcgc acgaacttgg actactgttg    180
aaaaacctct gctgtctggc tgaagagctg tgccatgtcc agtccaggta ccagggcagc    240
tactggaagg ctgtgcgcgc ctgcctggga tgccccatcc actgtatggc tatgattcta    300
ctatcgtctt atttctattt cctccaaaac actgctgaca tatacctcag ttggatgttt    360
ggccttctgg tcctctataa gtccctaagc atgctcctgg gccttcagag cttgactcca    420
gcggaagtct ctgcagtctg tgaagaaaag aagttaaatg ttgcccacgg gctggcctgg    480
tcatactaca ttgggtactt gcggttgatc ttaccagggc tccaggcccg gatccgaatg    540
ttcaatcagc tacataacaa catgctcagt ggtgcaggga gccgaagact gtacatcctc    600
tttccattgg actgtggggt gcctgacaac ctgagtgtag ttgaccccaa cattcgattc    660
cgagatatgc tgccccagca aaacatcgac cgtgctggca tcaagaatcg ggtttattcc    720
aacagcgtct acgagattct ggagaacgga cagccagcag gcgtctgtat cctggagtac    780
gccaccccct tgcagaccct gtttgccatg tcacaggatg ccaaagctgg cttcagtcgg    840
gaggatcggc ttgagcaggc taaactcttc tgccggacac ttgaggaaat cctggaagat    900
gtccccgagt ctcgaaataa ctgccgcctc attgtctacc aagaacccac agacggaaac    960
agtttctcac tgtctcagga ggtgctccgg cacattcgtc aggaagaaaa ggaggaggtt    1020
accatgaatg 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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

243 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..243 mol_type = protein
organism = Homo sapiens

Residues
MGSSHHHHHH SSGSGLNDIF EAQKIEWHEG GSENLYFQGL APAEISAVCE KGNFNVAHGL    60
AWSYYIGYLR LILPELQARI RTYNQHYNNL LRGAVSQRLY ILLPLDCGVP DNLSMADPNI    120
RFLDKLPQQT GDRAGIKDRV YSNSIYELLE NGQRAGTCVL EYATPLQTLF AMSQYSQAGF    180
SREDRLEQAK LFCRTLEDIL ADAPESQNNC RLIAYQEPAD DSSFSLSQEV LRHLRQEEKE    240
EVT                                                                  243

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

243 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..243 mol_type = protein
organism = Homo sapiens

Residues
MGSSHHHHHH SSGSGLNDIF EAQKIEWHEG GSENLYFQGL APAEISAVCE KGNFNVAHGL    60
AWSYYIGYLR LILPELQARI RTYNQHYNNL LRGAVSQRLY ILLPLDCGVP DNLSMADPNI    120
RFLDKLPQQT GDHAGIKDRV YSNSIYELLE NGQRAGTCVL EYATPLQTLF AMSQYSQAGF    180
SREDRLEQAK LFCRTLEDIL ADAPESQNNC RLIAYQEPAD DSSFSLSQEV LRHLRQEEKE    240
EVT                                                                  243



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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

243 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..243 mol_type = protein
organism = Homo sapiens

Residues
MGSSHHHHHH SSGSGLNDIF EAQKIEWHEG GSENLYFQGL APAEISAVCE KGNFNVAHGL    60
AWSYYIGYLR LILPELQARI RTYNQHYNNL LRGAVSQRLY ILLPLDCGVP DNLSMADPNI    120
RFLDKLPQQT ADRAGIKDRV YSNSIYELLE NGQRAGTCVL EYATPLQTLF AMSQYSQAGF    180
SREDRLEQAK LFCQTLEDIL ADAPESQNNC RLIAYQEPAD DSSFSLSQEV LRHLRQEEKE    240
EVT                                                                  243

Sequence 12: "Amino acid sequence of HisAviTEV-mSTING (138-341) murine WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

243 AA Mus musculus No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..243 mol_type = protein
organism = Mus musculus

Residues
MGSSHHHHHH SSGSGLNDIF EAQKIEWHEG GSENLYFQGL TPAEVSAVCE EKKLNVAHGL    60
AWSYYIGYLR LILPGLQARI RMFNQLHNNM LSGAGSRRLY ILFPLDCGVP DNLSVVDPNI    120
RFRDMLPQQN IDRAGIKNRV YSNSVYEILE NGQPAGVCIL EYATPLQTLF AMSQDAKAGF    180
SREDRLEQAK LFCRTLEEIL EDVPESRNNC RLIVYQEPTD GNSFSLSQEV LRHIRQEEKE    240
EVT                                                                  243

Sequence 13: "Primer: H232R (WT) fwd"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

27 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

27 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

misc_feature 1..27 note = primer

source 1..27 mol_type = other DNA
organism = synthetic construct

Residues
gtcaccggtc tgctggggca gtttatc                                        27

Sequence 15: "Primer: H232R/G230A fwd"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

33 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

25 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

24 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

24 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

25 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

23 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

39 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

misc_feature 1..39 note = primer

source 1..39 mol_type = other DNA
organism = synthetic construct

Residues
acctgtattt tcagggcctg gccccagctg agatctctg                           39

Sequence 22: "Primer: hST Rv_V3"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

44 DNA synthetic construct No No

Features

Feature Key Feature 
Location

Qualifiers

misc_feature 1..44 note = primer

source 1..44 mol_type = other DNA
organism = synthetic construct



Residues
cagaattcgc aagcttttaa gtaacctctt ccttttcctc ctgc                     44

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

11 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..11 mol_type = protein
organism = Homo sapiens

Residues
QASQDISNYL N                                                         11

Sequence 24: "Amino acid sequence of CDRL2 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

7 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

9 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..9 mol_type = protein
organism = Homo sapiens

Residues
QHFDHLPLA                                                            9



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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

7 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..7 mol_type = protein
organism = Homo sapiens

Residues
SGDYYWT                                                              7

Sequence 27: "Amino acid sequence of CDRH2 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

16 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..16 mol_type = protein
organism = Homo sapiens

Residues
HIYYSGNTNY NPSLKS                                                    16

Sequence 28: "Amino acid sequence of CDRH3 of anti-EGFR antibody (mutated anti-EGFR antibodies 1-3)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

9 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..9 mol_type = protein
organism = Homo sapiens

Residues
DRVTGAFDI                                                            9

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



Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

108 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..108 mol_type = protein
organism = Homo sapiens

Residues
DIQMTQSPSS LSASVGDRVT ITCQASQDIS NYLNWYQQKP GKAPKLLIYD ASNLETGVPS    60
RFSGSGSGTD FTFTISSLQP EDIATYFCQH FDHLPLAFGG GTKVEIKR                 108

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

214 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..214 mol_type = protein
organism = Homo sapiens

Residues
DIQMTQSPSS LSASVGDRVT ITCQASQDIS NYLNWYQQKP GKAPKLLIYD ASNLETGVPS    60
RFSGSGSGTD FTFTISSLQP EDIATYFCQH FDHLPLAFGG GTKVEIKRTV AAPSVFIFPP    120
SDEQLKSGTA SVVCLLNNFY PREAKVQWKV DNALQSGNSQ ESVTEQDSKD STYSLSSTLT    180
LSKADYEKHK 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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

119 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..119 mol_type = protein
organism = Homo sapiens

Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSS     119

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



antibody 1)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

449 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..449 mol_type = protein
organism = Homo sapiens

Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSSA    120
STKGPSVFPL APSSKSTSGG TAALGCLVKD YFPEPVTVSW NSGALTSGVH TFPAVLQSSG    180
LYSLSSVVTV PSSSLGTQTY ICNVNHKPSN TKVDKRVEPK SCDKTHTCPP CPAPEAAGGP    240
SVFLFPPKPK DTLMISRTPE VTCVVVGVSH EDPEVKFNWY VDGVEVHNAK TKPREEQYNS    300
TYRVVSVLTV LHQDWLNGKE YKCKVSNKAL PAPIEKTISK AKGQPREPQV YTLPPSREEM    360
TKNQVSLTCL VKGFYPSDIA VEWESNGQPE NNYKTTPPVL DSDGSFFLYS KLTVDKSRWQ    420
QGNVFSCSVM HEALHNHYTQ KSLSLSPGK                                      449

Sequence 33: "Amino acid sequence of heavy chain of anti-EGFR antibody LALA-DG variant (mutated anti-EGFR 
antibody 2)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

449 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..449 mol_type = protein
organism = Homo sapiens

Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSSA    120
STKGPSVFPL APSSKSTSGG TAALGCLVKD YFPEPVTVSW NSGALTSGVH TFPAVLQSSG    180
LYSLSSVVTV PSSSLGTQTY ICNVNHKPSN TKVDKKVEPK SCDKTHTCPP CPAPEAAGGP    240
SVFLFPPKPK DTLMISRTPE VTCVVVGVSH EDPEVKFNWY VDGVEVHNAK TKPREEQYNS    300
TYRVVSVLTV LHQDWLNGKE YKCKVSNKAL PAPIEKTISK AKGQPREPQV YTLPPSREEM    360
TKNQVSLTCL VKGFYPSDIA VEWESNGQPE NNYKTTPPVL DSDGSFFLYS KLTVDKSRWQ    420
QGNVFSCSVM HEALHNHYTQ KSLSLSPGK                                      449

Sequence 34: "Amino acid sequence of heavy chain of anti-EGFR antibody A"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

449 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..449 mol_type = protein
organism = Homo sapiens



Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSSA    120
STKGPSVFPL APSSKSTSGG TAALGCLVKD YFPEPVTVSW NSGALTSGVH TFPAVLQSSG    180
LYSLSSVVTV PSSSLGTQTY ICNVNHKPSN TKVDKRVEPK SCDKTHTCPP CPAPELLGGP    240
SVFLFPPKPK DTLMISRTPE VTCVVVDVSH EDPEVKFNWY VDGVEVHNAK TKPREEQYNS    300
TYRVVSVLTV LHQDWLNGKE YKCKVSNKAL PAPIEKTISK AKGQPREPQV YTLPPSREEM    360
TKNQVSLTCL VKGFYPSDIA VEWESNGQPE NNYKTTPPVL DSDGSFFLYS KLTVDKSRWQ    420
QGNVFSCSVM HEALHNHYTQ KSLSLSPGK                                      449

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

445 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..445 mol_type = protein
organism = Homo sapiens

Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSSA    120
STKGPSVFPL APCSRSTSES TAALGCLVKD YFPEPVTVSW NSGALTSGVH TFPAVLQSSG    180
LYSLSSVVTV PSSNFGTQTY TCNVDHKPSN TKVDKTVERK CCVECPPCPA PPVAGPSVFL    240
FPPKPKDTLM ISRTPEVTCV VVDVSHEDPE VQFNWYVDGV EVHNAKTKPR EEQFNSTFRV    300
VSVLTVVHQD WLNGKEYKCK VSNKGLPAPI EKTISKTKGQ PREPQVYTLP PSREEMTKNQ    360
VSLTCLVKGF YPSDIAVEWE SNGQPENNYK TTPPMLDSDG SFFLYSKLTV DKSRWQQGNV    420
FSCSVMHEAL HNHYTQKSLS LSPGK                                          445

Sequence 36: "Amino acid sequence of heavy chain of anti-EGFR antibody LALA variant (mutated anti-EGFR 
antibody 3)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

449 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..449 mol_type = protein
organism = Homo sapiens

Residues
QVQLQESGPG LVKPSETLSL TCTVSGGSVS SGDYYWTWIR QSPGKGLEWI GHIYYSGNTN    60
YNPSLKSRLT ISIDTSKTQF SLKLSSVTAA DTAIYYCVRD RVTGAFDIWG QGTMVTVSSA    120
STKGPSVFPL APSSKSTSGG TAALGCLVKD YFPEPVTVSW NSGALTSGVH TFPAVLQSSG    180
LYSLSSVVTV PSSSLGTQTY ICNVNHKPSN TKVDKRVEPK SCDKTHTCPP CPAPEAAGGP    240
SVFLFPPKPK DTLMISRTPE VTCVVVDVSH EDPEVKFNWY VDGVEVHNAK TKPREEQYNS    300
TYRVVSVLTV LHQDWLNGKE YKCKVSNKAL PAPIEKTISK AKGQPREPQV YTLPPSREEM    360
TKNQVSLTCL VKGFYPSDIA VEWESNGQPE NNYKTTPPVL DSDGSFFLYS KLTVDKSRWQ    420
QGNVFSCSVM HEALHNHYTQ KSLSLSPGK                                      449

Sequence 37: "Amino acid sequence of CDRL1 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

11 AA Homo sapiens No No



Features

Feature Key Feature 
Location

Qualifiers

source 1..11 mol_type = protein
organism = Homo sapiens

Residues
KASQNIYKNL A                                                         11

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

7 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

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)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

8 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..8 mol_type = protein
organism = Homo sapiens

Residues
QQYYSGWA                                                             8

Sequence 40: "Amino acid sequence of CDRH1 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

5 AA Homo sapiens No No

Features



Feature Key Feature 
Location

Qualifiers

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 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

17 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..17 mol_type = protein
organism = Homo sapiens

Residues
WIYPGDGETE YAQKFQG                                                   17

Sequence 42: "Amino acid sequence of CDRH3 of anti-CDH6 antibody (mutated anti-CDH6 antibody 1)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

13 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..13 mol_type = protein
organism = Homo sapiens

Residues
GVYGGFAGGY FDF                                                       13

Sequence 43: "Amino acid sequence of light chain variable region of anti-CDH6 antibody (mutated anti-CDH6 
antibody 1)"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

107 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers



Feature Key Feature 
Location

Qualifiers

source 1..107 mol_type = protein
organism = Homo sapiens

Residues
DIQMTQSPSS LSASVGDRVT ITCKASQNIY KNLAWYQQKP GKAPKLLIYD ANTLQTGVPS    60
RFSGSGSGSD FTLTISSLQP EDFATYFCQQ YYSGWAFGQG TKVEIKR                  107

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

213 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..213 mol_type = protein
organism = Homo sapiens

Residues
DIQMTQSPSS LSASVGDRVT ITCKASQNIY KNLAWYQQKP GKAPKLLIYD ANTLQTGVPS    60
RFSGSGSGSD FTLTISSLQP EDFATYFCQQ YYSGWAFGQG TKVEIKRTVA APSVFIFPPS    120
DEQLKSGTAS VVCLLNNFYP REAKVQWKVD NALQSGNSQE SVTEQDSKDS TYSLSSTLTL    180
SKADYEKHKV YACEVTHQGL SSPVTKSFNR GEC                                 213

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

122 AA Homo sapiens No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..122 mol_type = protein
organism = Homo sapiens

Residues
EVQLVQSGAE VKKPGASVKV SCKASGYTFT RNFMHWVRQA PGQGLEWMGW IYPGDGETEY    60
AQKFQGRVTI TADTSTSTAY MELSSLRSED TAVYYCARGV YGGFAGGYFD FWGQGTLVTV    120
SS                                                                   122

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

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

452 AA Homo sapiens No No



Features

Feature Key Feature 
Location

Qualifiers

source 1..452 mol_type = protein
organism = Homo sapiens

Residues
EVQLVQSGAE VKKPGASVKV SCKASGYTFT RNFMHWVRQA PGQGLEWMGW IYPGDGETEY    60
AQKFQGRVTI TADTSTSTAY MELSSLRSED TAVYYCARGV YGGFAGGYFD FWGQGTLVTV    120
SSASTKGPSV FPLAPSSKST SGGTAALGCL VKDYFPEPVT VSWNSGALTS GVHTFPAVLQ    180
SSGLYSLSSV VTVPSSSLGT QTYICNVNHK PSNTKVDKKV EPKSCDKTHT CPPCPAPEAA    240
GGPSVFLFPP KPKDTLMISR TPEVTCVVVG VSHEDPEVKF NWYVDGVEVH NAKTKPREEQ    300
YNSTYRVVSV LTVLHQDWLN GKEYKCKVSN KALPAPIEKT ISKAKGQPRE PQVYTLPPSR    360
EEMTKNQVSL TCLVKGFYPS DIAVEWESNG QPENNYKTTP PVLDSDGSFF LYSKLTVDKS    420
RWQQGNVFSC SVMHEALHNH YTQKSLSLSP GK                                  452

Sequence 47: "Endo-S WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

995 AA Streptococcus pyogenes No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..995 mol_type = protein
organism = Streptococcus pyogenes

Residues
MDKHLLVKRT LGCVCAATLM GAALATHHDS LNTVKAEEKT VQVQKGLPSI DSLHYLSENS    60
KKEFKEELSK AGQESQKVKE ILAKAQQADK QAQELAKMKI PEKIPMKPLH GPLYGGYFRT    120
WHDKTSDPTE KDKVNSMGEL PKEVDLAFIF HDWTKDYSLF WKELATKHVP KLNKQGTRVI    180
RTIPWRFLAG GDNSGIAEDT SKYPNTPEGN KALAKAIVDE YVYKYNLDGL DVDVEHDSIP    240
KVDKKEDTAG VERSIQVFEE IGKLIGPKGV DKSRLFIMDS TYMADKNPLI ERGAPYINLL    300
LVQVYGSQGE KGGWEPVSNR PEKTMEERWQ GYSKYIRPEQ YMIGFSFYEE NAQEGNLWYD    360
INSRKDEDKA NGINTDITGT RAERYARWQP KTGGVKGGIF SYAIDRDGVA HQPKKYAKQK    420
EFKDATDNIF HSDYSVSKAL KTVMLKDKSY DLIDEKDFPD KALREAVMAQ VGTRKGDLER    480
FNGTLRLDNP AIQSLEGLNK FKKLAQLDLI GLSRITKLDR SVLPANMKPG KDTLETVLET    540
YKKDNKEEPA TIPPVSLKVS GLTGLKELDL SGFDRETLAG LDAATLTSLE KVDISGNKLD    600
LAPGTENRQI FDTMLSTISN HVGSNEQTVK FDKQKPTGHY PDTYGKTSLR LPVANEKVDL    660
QSQLLFGTVT NQGTLINSEA DYKAYQNHKI AGRSFVDSNY HYNNFKVSYE NYTVKVTDST    720
LGTTTDKTLA TDKEETYKVD FFSPADKTKA VHTAKVIVGD EKTMMVNLAE GATVIGGSAD    780
PVNARKVFDG QLGSETDNIS LGWDSKQSII FKLKEDGLIK HWRFFNDSAR NPETTNKPIQ    840
EASLQIFNIK DYNLDNLLEN PNKFDDEKYW ITVDTYSAQG ERATAFSNTL NNITSKYWRV    900
VFDTKGDRYS SPVVPELQIL GYPLPNADTI MKTVTTAKEL SQQKDKFSQK MLDELKIKEM    960
ALETSLNSKI FDVTAINANA GVLKDCIEKR QLLKK                               995

Sequence 48: "Endo-S2 WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

843 AA Streptococcus pyogenes No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..843 mol_type = protein
organism = Streptococcus pyogenes

Residues
MDKHLLVKRT LGCVCAATLM GAALATHHDS LNTVKAEEKT VQTGKTDQQV GAKLVQEIRE    60
GKRGPLYAGY FRTWHDRAST GIDGKQQHPE NTMAEVPKEV DILFVFHDHT ASDSPFWSEL    120
KDSYVHKLHQ QGTALVQTIG VNELNGRTGL SKDYPDTPEG NKALAAAIVK AFVTDRGVDG    180



LDIDIEHEFT NKRTPEEDAR ALNVFKEIAQ LIGKNGSDKS KLLIMDTTLS VENNPIFKGI    240
AEDLDYLLRQ YYGSQGGEAE VDTINSDWNQ YQNYIDASQF MIGFSFFEES ASKGNLWFDV    300
NEYDPNNPEK GKDIEGTRAK KYAEWQPSTG GLKAGIFSYA IDRDGVAHVP STYKNRTSTN    360
LQRHEVDNIS HTDYTVSRKL KTLMTEDKRY DVIDQKDIPD PALREQIIQQ VGQYKGDLER    420
YNKTLVLTGD KIQNLKGLEK LSKLQKLELR QLSNVKEITP ELLPESMKKD AELVMVGMTG    480
LEKLNLSGLN RQTLDGIDVN SITHLTSFDI SHNSLDLSEK SEDRKLLMTL MEQVSNHQKI    540
TVKNTAFENQ KPKGYYPQTY DTKEGHYDVD NAEHDILTDF VFGTVTKRNT FIGDEEAFAI    600
YKEGAVDGRQ YVSKDYTYEA FRKDYKGYKV HLTASNLGET VTSKVTATTD ETYLVDVSDG    660
EKVVHHMKLN IGSGAIMMEN LAKGAKVIGT SGDFEQAKKI FDGEKSDRFF TWGQTNWIAF    720
DLGEINLAKE WRLFNAETNT EIKTDSSLNV AKGRLQILKD TTIDLEKMDI KNRKEYLSND    780
ENWTDVAQMD DAKAIFNSKL SNVLSRYWRF CVDGGASSYY PQYTELQILG QRLSNDVANT    840
LKD                                                                  843

Sequence 49: "Endo-Si WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

928 AA Streptococcus iniae No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..928 mol_type = protein
organism = Streptococcus iniae

Residues
MNKRLLVKRT FGCVCAAAIL GVAPLSHPTI VEAREELKMP NGLEQSIADV EAKIDALTYL    60
SKNSKDEFKH SMYEIPSNRE HKPVSPKQAL QNAKKADAQA ERLAKMTIPK KEELKALEGP    120
LYGGYFRTWQ DKTSDPTETN KVNSFGELPK EVDLAFVFHD YTKDYSLFWE ELATKQVPKL    180
NKQGTRVIRT IPWRFLSGAD HSDISADKEK FPNTEAGNKA LAKAIVDEYV YKYNLDGLDI    240
DIERDSVPKV NDKEDPEALA RTVEVFKEIG KLIGANGADK SRLLIMDTTY TAEENPLIKE    300
TAQYLNLLLV QVYGFSGENG NYLHHKNILD ETSSMEGRWQ GYSKYIRPEQ YMVGFSFYEE    360
KDFNNRWKDI NEEDPSDPHI GEKIQGTRAE RYAKWQPKTG GLKGGLFSYA IDRDGVAQPK    420
QKTEHPELDK IVKSEYKVSK ALKKLMMTDD QYQPIDQSDF PDKALRESII KQVGTRRGDL    480
ERFKGTLRLD NPEIKDLTGL NKLKRVAKLE LINLPKITKI DKDDLPQNLK PLTDNQKSNL    540
EIKGTYDDSK LYKDIPAFDL VISGLSGLES LDISGHQRDT LSGIDASTLP SLKAINISDN    600
HFDLAQGTEN RHILDTILAT LAKNGASTAS FDKQKPKGLY PESYSTAPLH LQVGQGKINV    660
IDDLIFGTRT NQNTLINTEN DFEAYKEQTI QGKPFIAPDY LYDNFKVSYK EYSASIVDST    720
LAETTDKTID TAKAETYQVT VSNKDGKTVH SVKVIVGDEK PMMVNLAQDA KIIGTDNMTQ    780
SAKVFDGQKD QFLLSWNKDS SVIFELKTPG TAKHWRFFDD GKNDSVTLSV FKGDASNFET    840
EKDKAENWVE ITKDSRKNDD KVFSSPLEVD NAKYLKVTIK KEAKYIYFNE LQILGYPGVV    900
AKKTADDLRP TEADKSDDKS DKNDTEAK                                       928

Sequence 50: "Endo-M WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

744 AA Mucor hiemalis No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..744 mol_type = protein
organism = Mucor hiemalis

Residues
MPSLQLQPDD KLAPVSFALK SMNELRDWTP DEKIKFNVSS VALQPRVKNA LKPQLLLTHD    60
MAGGYKEDKN IQGNNYKDIY NIQYWHLADT FVYFSHERVS IPPVNWTNAC HRNGVKCLGT    120
FLVEGNNQMH EMEALLHGPP LLNNTDDPMR LWSPYYADQL VAIAKHYGFD GWLFNIECEF    180
FPFPTNPKFK AEELAKFLHY FKEKLHNEIP GSQLIWYDSM TNEGEIHWQN QLTWKNELFF    240
KNTDGIFLNY WWKKEYPEMA RRVAEGIGRS GLEVYFGTDV WGRHTYGGGG FKSYKGVKTA    300
YSAMTSSALF GMAWTYEHFE KSEFEKMDRL FWCGGKYSDY PPPPPKNPDD EKEVESDDSE    360
DELMYGHKKG IADTVESIPV PGTDWFVTNF DRGFGNRFYY RGKRLLSQPW SHLSHQAILP    420
NKSYRNPEIY PTDQNIKITS SLDCDHGAFL GGTSLIIKGQ RFNHRESHDV ETEISIPLYK    480
LSLDASKGCS LRYIYRTLLM KDVKLTVACH FSLKTNDSVN FFKVWQPDEN FSFEYDDGMR    540
ATVTTENSTE SRCFLLRTTE EDTGENDWIT KTINVPAVPE GSQLYITRLE VSVVLDTAGL    600
VGLVNQVIAC LGYISIIPTI NSGIKTDSSR IIQDLFWKDQ KYTKIGKESL DDIAQEEVHR    660
YYGTLNWENT ANVVNAWEEI DYYNVFYKES DDSATRIFLG TAFCNQFRVS GLDIILSKLP    720
KIVIEAVNKE GYISSSGSID LSLN                                           744

Sequence 51: "Endo-Rp WT"



Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

696 AA Rhizomucor pusillus No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..696 mol_type = protein
organism = Rhizomucor pusillus

Residues
MPSLELQQAA DTRLFESMPL QTMNELGSWE PSNASRANIA TIPLHQRSNL DPAEPRLIVT    60
HDMAGGYKED SNIQGNTYDT IYSCQYWQYV DTFIYFSHHR VTIPPVNWIN ACHRNGVKTL    120
GTFIVEGAAG MFALERFVYG PEPGQRNSWS PYYADKLVDI AEFYGFDGWL LNIESDFFPL    180
YRNPSLKAIH LAKLLRYLKN AMHARVPGSE IIWYDSMTTN GSVQWQNNIT PKNSIFFEAA    240
DGIFLNYWWN ATVPPLALQV AHRLGRQGSD VYFGTDVWGR GTFGGGGFDS YLAVGTARAF    300
KTSSALFGTA WIYEHFGKKD FELMDRLLWL GGDQSEYPAQ EGEQNRTVKV TSHLGRHPGI    360
ADVSPVRSAP GKTWFATWFD RGYGTGFYYQ GKKLLSQPWS HLSHQSIPPN LIARLQREEN    420
HGLSYFLADD DAYIGGTSLL IAAEITQERQ LPLYQLEYDV TEGCEVQFIY KSPEPDMQGK    480
IDIYLNLQVT DILPDELAFY WQDVTDASSQ ADATTAMRLY LNENTVIYLK PSRKQELAEG    540
WLLCSVRVPP TYPLGIATIK ELGIHVDGKE TVLFRLGLLT IIPLGDAPSA LSRITQVQLQ    600
RDEDIHSKCP SSSCELWATL SWMMEHNSKE DWDQVDHYMI FFKNVDSKAE PIFLGTSFST    660
EYRISGLEIK KHGNSIEIWA VNRLGTVIAR QDIDIQ                              696

Sequence 52: "Endo-CC WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

787 AA Coprinopsis cinerea No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..787 mol_type = protein
organism = Coprinopsis cinerea

Residues
MPIAGKKFHP RALPEFWRTF REMDEWRATQ TGPQARPAEG ILKYVPRKIR PADIAGKGRL    60
LVSHDYKGGY VEDPFSKSYS FNWWFSTDSF NYFAHHRITI PPPEWINAAH RQGVPILGTI    120
IFEGGSDEDI LRMVIGKTPG STSNFHAERN AEYTVPVSSY YAELFADLAV ERGFDGWLLN    180
VEIGLQGGSE QARGLAAWVA LLQQEVLKKV GPHGLVIWYD SVTVRGDLWW QDRLNAFNLP    240
FFLNSSGIFT NYWWYNDAPQ KQIDFLSRVD PNLTGQTAEP HQYNLQKTIQ DIYIGVDVWG    300
RGSHGGGGFG AYKAIEHADP KGLGFSVALF AQGWTWETEE EKPGWNWAQF WDYDSKLWVG    360
PPGVVEAPDH TVKPGEYPCV HGPFQPISSF FLTYPPPDPL DLPFYTNFCP GIGDAWFVEG    420
KEVFRSETGW TDMDKQTTVG DLVWPRPKIY DLPSQNASQA TLNAAFNFND AWNGGNSLQI    480
NLTVPGGATT YGAYWVPIQT FTFSSRRQYE ASIVYKPGLS GKTRFDAKYE VGIRTITGED    540
QGKIISNTTT EVGNGWRKVH ILFEIETPVE GGSIIVPSSI GLVIAVSNVS TTEQFEFPFL    600
VGQITIHPHL PDRYKEFKPA LLWLLFTPSA GTNSLDGTLT WDVVAAIERP PPVEINNPDD    660
AQIPWNLQPT KQEWFPDFLY FNVYVLELLD GGGQGPPQWI GTTGYDGEKK RFFIYDESLP    720
PTSGLRRFTF QIEGVLETGE STHWYDAPAA PSATAGGEQK RTRRTSLKSV LSPLRRKKSK    780
GDISVAK                                                              787

Sequence 53: "Endo-Om WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

772 AA Ogataea minuta No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..772 mol_type = protein



Feature Key Feature 
Location

Qualifiers

organism = Ogataea minuta

Residues
MAQSQLLGGA VRPVFFDKLE ELRRWHTQSA NLSRESELDS LNVATEPFSS YERAQTGSGS    60
RSSEPVPGDK EDPPIKLMVC HDFKGGYQDY EDAQPLGYFP HPTGSRYFLQ YPQLIDQFVY    120
FSHHRVTVPP VNWINFCHRN GIKCFGTVIF EGNASKDFEE LDRLVSRDEK GDFVFVDALI    180
KLAAHYGFDG YLLNIETTFS NTKIAADLEP FAEQLKSGLH CLDSKNELIW YDSYVFPANK    240
VSYTNGVTES NYNFFSLSDA FFSNYWWNIK NLQENIKNVG VLGVQKKIYV GYDVWGRGTL    300
VGKGGFDSSL ACKMIAKFKS NVALFAPAWT YESLGPKDFN QNDARFWIGL FENESSISST    360
VPPHSSAVYK INESSFIFYT NFSSGEGNRF FSKGSEVYRK NWVNGSLQFD LPIDLHRKDK    420
NGLQWALDKS DAFHGGACLE IKYSEIKDEN GYQIFNNQMV SDFTLFNFTK ECHFPTVNVK    480
VTYKLNHKTK STFKIKIKYI IERRFRSVQT VRTGYLTIPL LSTSGKWFTV EESFQINLQT    540
SHEYIVLESA HVTYDEDRSA DSFFRSYIVE DSAITSVIDN EEYEKLINSE IYNDDEDEDW    600
ILVPSDVSIS SSESQSNDSK TQYLGRKLFG NKSTPKTRTL EGTAPLLRIG EFAIISANNY    660
PSSNFLAVTS VKSIESSRLE GDSLVLLNWQ VGEGHQKGVC YYIIYVNGAV VGLSVAPKFI    720
YQDTELASEN SASARSNYKK SGLGSSSDRK SKVRVDSVDK LGNVFTGSEV WV            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
MDKRLLVKRT LGCVCSATLM GTILGTHHDS LISVKAEEKI TQVSQTSTSI DDLHYLSENS    60
KKEFKEELSK EKVPEKVKEI LSKAQQANKQ AQELAEMKVP DKIPMKPLNG PLYGGYFRTW    120
HDKTSDPLEK DKVNSMGELP KEVDLAFVFH DWTKDYSLFW KELATKHVPK LNKQGTRVIR    180
TIPWRFLAGG DNSGIAEDAS KYPNTPEGNK ALAKAIVDEY VYKYNLDGLD VDIEHDSIPK    240
VNGEASDENL KRSIDVFEEI GKLIGPKGAD KSRLFIMDST YMADKNPLIE RGAPYIDLLL    300
VQVYGSQGEQ GEFQNDTKSV TKTPEERWQG YSKYIRPEQY MIGFSFYEEK AGSGNLWYDI    360
NARKDEDTAN GINDDITGTR AERYARWQPK TGGVKGGIFS YAIDRDGVAH QPKQIAEKDK    420
QSVKNNRPLI SEITDNIFHS NYSVSKTLKT VMLKDKAYDL IDEKDFPDKA LREAVMAQVG    480
TRKGDLERFN GTLRLDNPAI QSLEGLNKFK KLAQLDLIGL SRIIKLDQSV LPANMKPGKD    540
PLETVLETYK KNGKEEPAII PPVSLTVSGL TGLKELDLSG FDRETLAGID AATLTSLEKV    600
DISDNKLDLA PKTENRQIFD VMLSTVNNNA GISEQSIKFD NQKPAGNYPQ TYGATNLQLP    660
VRQEKIDLQH QLLFGTITNQ GTLINSEADY KTYRNQKIAG RNFVDPDYPY NNFKVSHDNY    720
TVKVTDSTLG TTTDKMLATD KEETYKVDFF SPTDKTKAVH TAKVIVGDEK TMMVNLAEGA    780
TVIKSENDEN AQKVFNGIME YNPLSFNNKS SIIFEIKDPS LAKYWRLFND SSKDKKDYIK    840
EAKLEVFTGQ LNAEADVKTI LEKPDNWVTV STYSGEEKVF SHSLDNISAK YWRVTVDNKK    900
DQYGYVSLPE LQILGYPLPN ADTIMKTVTV AKELSQQKDK FPQQLLDEST AKEAVVEASL    960
NSKLFDTGVI NTNVEALKNV VDECLAYEKN KETAFKATED YRAAVNGVKA ESVTVEEMAQ    1020
LKDLIGKAAH LNSKIDAKLA DREYDKDLLG LIGELTNITR TVKSFVK                  1067

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 VAILAAQHDS LIRVKAEDKL VQTSPSVSAI DALHYLSENS    60



KKEFKEELSK VEKAQPEKLK EIVSKAQQAD KQAKTLAEMK VPEKIPMKPL KGPLYGGYFR    120
TWHDKTSDPA EKDKVNSMGE LPKEVDLAFV FHDWTKDYSL FWQELATKHV PTLNKQGTRV    180
IRTIPWRFLA GGDHSGIAED AQKYPNTPEG NKALAKAIVD EYVYKYNLDG LDVDIERDSI    240
PKVNKEESKE GIERSIQVFE EIGKLIGPKG ADKSRLFIMD STYMADKNPL IERGAPYIDL    300
LLVQVYGTQG EKGGFDNANH KAVDTMEERW ESYSKYIRPE QYMVGFSFYE EKANSGNLWY    360
DVNVEDDTNP NIGSEIKGTR AERYAKWQPK TGGVKGGIFS YGIDRDGVAH PKKNGPKTPD    420
LDKIVKSDYK VSKALKKVME NDKSYELIDQ KDFPDKALRE AVIAQVGSRR GNLERFNGTL    480
RLDNPDIKSL EGLNKLKKLA KLELIGLSQI TKLDSSVLPE NIKPTKDTLV SVLETYKNDD    540
RKEEAKAIPQ VALTISGLTG LKELNLAGFD RDSLAGIDAA SLTSLEKVDL SSNKLDLAAG    600
TENRQILDTM LATVTKHGGV SEKTFVFDHQ KPTGLYPDTY GTKSLQLPVA NDTIDLQAKL    660
LFGTVTNQGT LINSEADYKA YQEQEIAGHR FVDSSYDYKA FAVTYKDYKI KVTDSTLGVT    720
DHKDLSTSKE ETYKVEFFSP INSTKPVHEA KIVVGEEKTM MVNLAEGATI IGGDADPTNA    780
KKVFDGLLNN DTTTLSTSNK ASIIFELKEP GLVKHWRFFN DSKISKADYI KEAKLEAFVG    840
HLEDSSKVKD SLEKSTEWVT VSDYSGEAQE FSQPLNNIGA KYWRITIDNK KSQYGYVSLP    900
ELQIIGHRLP EAATVMTTMA AAEELSQQKD KFSQEQLKEL EVKVAALKAA LDNKMFNADT    960
INASFADVKA YIDKLLADAA GKKTLGKATK EAQPVATDAK EKAESENPKA D             1011

Sequence 56: "Endo-Se WT"

Length Molecule 
Type

Organism Contains 
DNA and 

RNA 
fragments

Skipped 
Sequence

1018 AA Streptococcus equi No No

Features

Feature Key Feature 
Location

Qualifiers

source 1..1018 mol_type = protein
organism = Streptococcus equi

Residues
MEKQVLVKKT LKCVCAAALM VAILAAQHDS LIRVKAEDKV VQTSPSVSAI DDLHYLSENS    60
KKEFKEGLSK AGEVPEKLKD ILSKAQQADK QAKVLAEMKV PEKIAMKPLK GPLYGGYFRT    120
WHDKTSDPAE KDKVNSMGEL PKEVDLAFVF HDWTKDYSFF WQELATKHVP TLNKQGTRVI    180
RTIPWRFLAG GDHSGIAEDT QKYPNTPEGN KALAKAIVDE YVYKYNLDGL DVDIERDSIP    240
KVNGKESNEN IQRSIAVFEE IGKLIGPKGA DKSRLFIMDS TYMADKNPLI ERGAQYIDLL    300
LVQVYGTQGE KGDWDPVARK PEKTMEERWE SYSKYIRPEQ YMVGFSFYEE NAGSGNLWYD    360
INERKDDHNP LNSEIAGTRA ERYAKWQPKT GGVKGGIFSY AIDRDGVAHQ PKKVSDDEKR    420
TNKAIKDITD GIVKSDYKVS KALKKVMEND KSYELIDQKD FPDKALREAV IAQVGSRRGD    480
LERFNGTLRL DNPDIKSLEG LNKLKKLAKL ELIGLSQITK LDSLVLPANA KPTKDTLANV    540
LEAYDSAKKE ETKAIPQVAL TISGLTGLKE LNLAGFDRDS LAGIDAASLT SLEKVDLSSN    600
KLDLAAGTEN RQILDTMLAT VTKHGGVSEK TFVFDHQKPT GLYPDTYGTK SLQLPVANDT    660
IDLQAKLLFG TVTNQGTLIN SEADYKAYQE QEIAGHRFVD SSYDYKAFAV TYKDYKIKVT    720
DSTLGVTDHK DLSTSKEETY KVEFFSPTNS TKPVHEAKVV VGAEKTMMVN LAEGATVIGG    780
DADPTNAKKV FDGLLNNDTT ILSTSNKASI IFELKEPGLV KYWRFFNDSK ISKADCIKEA    840
KLEAFVGHLE AGSKVKDSLE KSSKWVTVSD YSGEDQEFSQ PLNNIGAKYW RITVDTKGGR    900
YNWPSLPELQ IIGYQLPAAD LVMAMLATAE ELSQQKDKFS QEQLKELEVK IAALKAALDS    960
KMFNADAINA STADLKAYVD KLLADRTDQE KVAKAAKVEQ PVATDIKENT EPENPKTD      1018


