SARS-S / aal44-1242 (E.coli)
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Molecular Weight = 121 kD
Lot# 5021
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EKSGNFKHLR
ILTAFSPAQD
EIDKGIYQTS
VLYNSTFFST
DDFMGCVLAW
CYWPLNDYGF
GTGVLTPSSK
VAVLYQDVNC
AGICASYHTV
AKTSVDCNMY
PTLKYFGGFN
AQKFNGLTVL
TQNVLYENQK
AISSVLNDIL
CVLGQSKRVD
EGVFVFNGTS
LDKYFKNHTS
WPWYVWLGFI

S/ aal44-1242

MW -Marker: BioRad #161-0317

2ul

rSpike / aal44-1242 SARS, lot# 5021

Concentration: ~ 2 mg/ml

Final Buffer:

PBS, 0.02% SDS

EFVFKNKDGF
IWGTSAAAYF
NFRVVPSGDV
FRKCYGVSATK
NTRNIDATST
YTTTGIGYQP
RFQPFQQFGR
TDVSTAIHAD
SLLRSTSQKS
ICGDSTECAN
FSQILPDPLK
PPLLTDDMIA
QIANQFNKAT
SRLDKVEAEV
FCGKGYHLMS
WFITQRNFFS
PDVDLGDISG
AGLIATIVMVT

LYVYKGYQPI
VGYLKPTTFM
VRFPNITNLC
LNDLCFSNVY
GNYNYKYRYL
YRVVVLSFEL
DVSDFTDSVR
QLTPAWRIYS
IVAYTMSLGA
LLLQYGSFCT
PTKRSFIEDL
AYTAALVSGT
SQIQESLTTT
QIDRLITGRL
FPQAAPHGVV
PQIITTDNTF
INASVVNIQK
ILLCCMTSCC
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73.7% identity in 1158 residues overlap; Score: 4476.0;
Gap frequency: 2.2%
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MFVFLVLLPLVSSQCVNLTTRTQ- -LPPAYTN- - SFTRGVYYPDKVFRSSVLHSTQDLFL

MFIFLLFLTLTSGSDLDRCTTFDDVQAPNYTQHTSSMRGVYYPDEIFRSDTLYLTQDLFL
Kk kk ok ok ok * * kk *  kkkkkkk  kkk 0k kkkkkk

PFFSNVIWFHAIHVSGTNGTKRFDNPVLPFNDGVYFASTEKSNIIRGWIFGTTLDSKTQS

PFYSNVTGFHTINHT - ----- - FGNPVIPFKDGIYFAATEKSNVVRGWVFGSTMNNKSQS
kk kkkk kk ok * kkk kk kk kkk khkkkk  kkk k% ok * kk
LLIVNNATNVVIKVCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSSANNCTFEYVSQPFL

VIIINNSTNVVIRACNFELCDNPFFAV- - - - SKPMGTQTHTMIFDNAFNCTFEYISDAFS
* kk kkkkk Kk Kk 0k  kk  * * kkkkkk *k ok
MDLEGKQGNFKNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGINIT

LDVSEKSGNFKHLREFVFKNKDGFLYVYKGYQPIDVVRDLPSGFNTLKPIFKLPLGINIT
* * kkkk kkkkhkhkkk k% * *k  kkkkk kk ok & *hk kkkkk

RFQTLLALHRSYLTPGDSSSGWTAGAAAYYVGYLQPRTFLLKYNENGTITDAVDCALDPL

NFRAILTAF -~~~ -~ SPAQDIWGTSAAAYFVGYLKPTTFMLKYDENGTITDAVDCSQNPL
* * * hkkk kkkk Kk kk kkk khhkkkhhkkhkk *k
SETKCTLKSFTVEKGIYQTSNFRVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWNRK

AELKCSVKSFEIDKGIYQTSNFRVVPSGDVVRFPNITNLCPFGEVFNATKFPSVYAWERK

* kk *kk khkkkhkkkkkrk * khkhkhkkhhkhkhhkhhkhhkhhhkk * *hkkkkx k%

RISNCVADYSVLYNSASFSTFKCYGVSPTKLNDLCFTNVYADSFVIRGDEVRQIAPGQTG

KISNCVADYSVLYNSTFFSTFKCYGVSATKLNDLCFSNVYADSFVVKGDDVRQIAPGQTG
Tkkkkkkkhhkkhkhdk  hkhhhhhhdhk Ak khhhkh hhkhkhkhhk Kk hhhhhhhhhoh

KIADYNYKLPDDFTGCVIAWNSNNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQAG

VIADYNYKLPDDFMGCVLAWNTRNIDATSTGNYNYKYRYLRHGKLRPFERDISNVPFSPD
Kkkhkkkhkkhhkhr khkk kkk Kk * khkkkk kk ok * kkkkkkk

STPCNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKN
GKPCTP - PALNCYWPLNDYGFYTTTGIGYQPYRVVVLSFELLNAPATVCGPKLSTDLIKN

* ok *hkk kK * ok ok * k hhkkhkkkhkhkkhkhhkhhhk khkkkhkhkhkhk kk * k%

KCVNFNFNGLTGTGVLTESNKKFLPFQQFGRDIADTTDAVRDPQTLEILDITPCSFGGVS

QCVNFNFNGLTGTGVLTPSSKRFQPFQQFGRDVSDFTDSVRDPKTSEILDISPCSFGGVS
Fkkkkkkkhkkhkkkkhkk ok ok ok kkkkhkkhkk ok kk KRAR K kkkkhk Khkhkhdk

VITPGTNTSNQVAVLYQDVNCTEVPVAIHADQLTPTWRVYSTGSNVFQTRAGCLIGAEHV

VITPGTNASSEVAVLYQDVNCTDVSTAIHADQLTPAWRIYSTGNNVFQTQAGCLIGAEHV
Khkkkkdk Kk kkkkkkdkkdkhkhk ok khkhkkkhhhh kk Ahkhkh KAAhkh AkkhhAAhhhk

NNSYECDIPIGAGICASYQTQTNSPRRARSVASQSIIAYTMSLGAENSVAYSNNSIAIPT

DTSYECDIPIGAGICASYHTVS- - - -LLRSTSQKSIVAYTMSLGADSSIAYSNNTIAIPT
Akkkkhkhhhkhhkhhkdd * *k *hk kkkkkkkk  k khkkkk khkkk
NFTISVITEILPVSMTKTSVDCTMYICGDSTECSNLLLQYGSFCTQLNRALTGIAVEQDK

NFSISITTEVMPVSMAKTSVDCNMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDR
hk kk kkk kkkk kkhkkhkhk hhkhhhkhhkh Khkhhhhhk Ak kA kA h kR hhkk hkK

NTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIEDLLFNKVTLADAGFIKQ
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NTREVFAQVKQMYKTPTLKYFGGFNFSQILPDPLKPTKRSFIEDLLFNKVTLADAGFMKQ

ke khkkkkkkk hkkk * hhkkhkkkhkkhkkkhk kk hkkkkkhkkkkhkkhkhkhkkhkkkk %%

YGDCLGDIAARDLICAQKFNGLTVLPPLLTDEMIAQYTSALLAGTITSGWTFGAGAALQT
YGECLGDINARDLICAQKFNGLTVLPPLLTDDMIAAYTAALVSGTATAGWIFGAGAALQT

*k kkkkk kkhkhkkkkkhkkkhkkhhkhhkhhkk kkk kk k% *k k khkkkkkkkkkkk

PFAMQMAYRFNGIGVTQNVLYENQKLIANQFNSAIGKIQDSLSSTASALGKLQDVVNQNA

PFAMQMAYRFNGIGVTQNVLYENQKQIANQFNKAISQIQESLTTTSTALGKLQDVVNQNA
Khhkhhhhhhhhhhkhhhhhhhhhhhr *hhkhkhd k%  *k %k * hhkkhkhkhhkdhrd

QALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLITGRLQSLOTYVTQQLIRAA

QALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLITGRLOSLQTYVTQQLIRAA
AkkhRR R Ak hhhhkk kbbb hhhh bbbk hhhhhhhhhhrhhhkkhhhhhhhhdhhhhhd

EIRASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQSAPHGVVFLHVIYVPAQEKNFET

EIRASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQAAPHGVVFLHVIYVPSQERNFT
KhKARKRKIRKRIRKR AR R AR Rk kR kR kAR kA bk hhhhd Fhhkhhhhhhhhhhdr k& *kd

TAPAICHDGKAHFPREGVFVSNGTHWFVTQRNFYEPQIITTDNTFVSGNCDVVIGIVNNT

TAPAICHEGKAYFPREGVFVFNGTSWFITQRNFFSPQITITTDNTFVSGNCDVVIGIINNT
kkkkhkk hhkk Ahkhkhhkkr *khk hk Khkhkk  hhhkhhhkhkhkhhkhhhhdhkd dhk

VYDPLQPELDSFKEELDK

VYDPLQPELDSFKEELDK
khkkkkkkkhkhkhhkhrhhhs



