This is the RNA Dependent RNA Polymerase responsible for copying the Genome of the Virus

TOP strand is SARS from 2003
Bottom strand is SARD-Covid-2 from 2020
Similarity = 89.891 %

Vertical lines represent matching amino acids in the protein
Colons represent amino acids with compatible hydrophobic properties which are regularly
substituted in nature based on the BLOSUM62 PAM matrix

>rep ; polyprotein lab, replicase and transcriptase; ribosomal slippage results in -1 frameshift
at tttaaac, CodingLen:7195 ; Protein length = 7073 (AAQ94058.1 Full gene position = SARS
coronavirus AS (2003_10_21) :249-21469) (SARS coronavirus AS (2003_10_2...) (249)

>orflab ; orflab polyprotein, pplab; expression of ORFlb-encoded region of pplab predicted to
involve ribosomal frameshifting into the -1 frame just upstream of the ORFla translation
termination codon, CodinglLen:7218 ; Protein length = 7096 (QHO62106.1 Full gene position = Wuhan
seafood market pneumonia virus isolate 2019 nCoV WHUO1l (2020_01_28) :265-21554) (Wuhan seafood
market pneumonia...) (265)
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4561 4571 4581 4591 4601 4611 4621 4631
VENPDILRVYANLGERVRQSLLKTVQFCDAMRDAGIVGVLTLDNQDLNGNWYDFGDFVQVAPGCGVPIVDSYYSLLMPIL

Frererererrrrererer=rerrerererrr=rrerererrrrrrerererreeer=r rr reesrrer el
VENPDILRVYANLGERVRQALLKTVQFCDAMRNAGIVGVLTLDNQDLNGNWYDFGDFIQTTPGSGVPVVDSYYSLLMPIL

4641 4651 4661 4671 4681 4691 4701 4711
TLTRALAAESHMDADLAKPLIKWDLLKYDFTEERLCLFDRYFKYWDQTYHPNCINCLDDRCILHCANFNVLFSTVFPPTS

NN N R R R R R R R R R R R AR AR AR AR AR AR AR
TLTRALTAESHVDTDLTKPY IKWDLLKYDFTEERLKLFDRYFKYWDQTYHPNCVNCLDDRCILHCANFNVLFSTVFPPTS

4721 4731 4741 4751 4761 4771 4781 4791
FGPLVRKIFVDGVPFVVSTGYHFRELGVVHNQDVNLHSSRLSFKELLVYAADPAMHAASGNLLLDKRTTCFSVAALTNNV

FEEEEEEEEr e e e et e et et et e e e e et e e e e e e et e e e e e e e e e e e e e e e el
FGPLVRKIFVDGVPFVVSTGYHFRELGVVHNQDVNLHSSRLSFKELLVYAADPAMHAASGNLLLDKRTTCFSVAALTNNV

4801 4811 4821 4831 4841 4851 4861 4871
AFQTVKPGNFNKDFYDFAVSKGFFKEGSSVELKHFFFAQDGNAAISDYDYYRYNLPTMCDIRQLLFVVEVVDKYFDCYDG

(R RN R R R RN R R NN R RN R RN RERN RN
AFQTVKPGNFNKDFYDFAVSKGFFKEGSSVELKHFFFAQDGNAAISDYDYYRYNLPTMCDIRQLLFVVEVVDKYFDCYDG

4881 4891 4901 4911 4921 4931 4941 4951
GCINANQVIVNNLDKSAGFPFNKWGKARLYYDSMSYEDQDALFAYTKRNVIPTITOMNLKYAISAKNRARTVAGVSICST

AR R R R R RN R R R R R R R R R R R AR AR AR AR AR AR
GCINANQVIVNNLDKSAGFPFNKWGKARLYYDSMSYEDQDALFAYTKRNVIPTITQMNLKYAISAKNRARTVAGVSICST



4961 4971 4981 4991 5001 5011 5021 5031
MTNRQFHQKLLKSIAATRGATVVIGTSKFYGGWHNMLKTVYSDVETPHLMGWDYPKCDRAMPNMLRIMASLVLARKHNTC

FEEEEEEEEr e ettt et et et e e e et e e et erer e e e e e e e e e e e ereen |
MTNRQFHQKLLKSIAATRGATVVIGTSKFYGGWHNMLKTVYSDVENPHLMGWDYPKCDRAMPNMLRIMASLVLARKHTTC

5041 5051 5061 5071 5081 5091 5101 5111
CNLSHRFYRLANECAQVLSEMVMCGGSLYVKPGGTSSGDATTAYANSVFNICQAVTANVNALLSTDGNKIADKYVRNLQH

RN RN R R R RN R R NN RN R RN R R RRERN RN
CSLSHRFYRLANECAQVLSEMVMCGGSLYVKPGGTSSGDATTAYANSVFNICQAVTANVNALLSTDGNKIADKYVRNLQH

5121 5131 5141 5151 5161 5171 5181 5191
RLYECLYRNRDVDHEFVDEFYAYLRKHFSMMILSDDAVVCYNSNYAAQGLVASIKNFKAVLYYQONNVFMSEAKCWTETDL

AR R R R R R R RN R O R R RN R R R AR AR AR AR AR RN
RLYECLYRNRDVDTDFVNEFYAYLRKHFSMMILSDDAVVCFNSTYASQGLVASIKNFKSVLY YOQNNVEMSEAKCWTETDL

5201 5211 5221 5231 5241 5251 5261 5271
TKGPHEFCSQHTMLVKQGDDYVYLPYPDPSRILGAGCFVDDIVKTDGTLMIERFVSLAIDAYPLTKHPNQEYADVFHLYL

(R RN R R R RN R NN RN R RN R R RN E RN RN
TKGPHEFCSQHTMLVKQGDDYVYLPYPDPSRILGAGCFVDDIVKTDGTLMIERFVSLAIDAYPLTKHPNQEYADVFHLYL

5281 5291 5301 5311 5321 5331 5341 5351
QYIRKLHDELTGHMLDMYSVMLTNDNTSRYWEPEFYEAMYTPHTVLQAVGACVLCNSQTSLRCGACIRRPFLCCKCCYDH

(R RN R R R RN R R RN R RN R RN RERN RN
QYIRKLHDELTGHMLDMYSVMLTNDNTSRYWEPEFYEAMYTPHTVLQAVGACVLCNSQTSLRCGACIRRPFLCCKCCYDH

5361 5371 5381 5391 5401 5411 5421 5431
VISTSHKLVLSVNPYVCNAPGCDVTDVTQLYLGGMSYYCKSHKPPISFPLCANGQVFGLYKNTCVGSDNVTDFNAIATCD

(RN R N R R R RN R NN R RN R R RN R R RN N
VISTSHKLVLSVNPYVCNAPGCDVTDVTQLYLGGMSYYCKSHKPPISFPLCANGQVFGLYKNTCVGSDNVTDFNAIATCD

5441 5451 5461 5471 5481 5491 5501 5511
WINAGDYILANTCTERLKLFAAETLKATEETFKLSYGIATVREVLSDRELHLSWEVGKPRPPLNRNYVFTGYRVTKNSKV

FEEEEEETEr ettt e e e et et e e e e et e e e e e e e et e et e e e e e e e e e e e e e el
WTNAGDYILANTCTERLKLFAAETLKATEETFKLSYGIATVREVLSDRELHLSWEVGKPRPPLNRNYVFTGYRVTKNSKV

5521 5531 5541 5551 5561 5571 5581 5591
QIGEYTFEKGDYGDAVVYRGTTTYKLNVGDYFVLTSHTVMPLSAPTLVPQEHYVRITGLYPTLNISDEFSSNVANYQKVG

AR R R R RN R R RN R R R R R R R R AR AR AR AR A RN AR
QIGEYTFEKGDYGDAVVYRGTTTYKLNVGDYFVLTSHTVMPLSAPTLVPQEHYVRITGLYPTLNISDEFSSNVANYQKVG

5601 5611 5621 5631 5641 5651 5661 5671
MOKYSTLQGPPGTGKSHFAIGLALYYPSARIVYTACSHAAVDALCEKALKYLPIDKCSRIIPARARVECFDKFKVNSTLE

FEEEEEEEEr e e e et e et et et e e e e et e e e e e e et e e e e e e e e e e e e e e e el
MOKYSTLQGPPGTGKSHFAIGLALYYPSARIVYTACSHAAVDALCEKALKYLPIDKCSRIIPARARVECFDKFKVNSTLE

5681 5691 5701 5711 5721 5731 5741 5751
QYVFCTVNALPETTADIVVFDEISMATNYDLSVVNARLRAKHYVYIGDPAQLPAPRTLLTKGTLEPEYFNSVCRLMKTIG

(R RN R R R RN R R NN R RN R RN RERN RN
QYVFCTVNALPETTADIVVFDEISMATNYDLSVVNARLRAKHYVYIGDPAQLPAPRTLLTKGTLEPEYFNSVCRLMKTIG

5761 5771 5781 5791 5801 5811 5821 5831
PDMFLGTCRRCPAEIVDTVSALVYDNKLKAHKDKSAQCFKMFYKGVITHDVSSAINRPQIGVVREFLTRNPAWRKAVFIS

AR R R R R RN R R R R R R R R R R R AR AR AR AR AR AR
PDMFLGTCRRCPAEIVDTVSALVYDNKLKAHKDKSAQCFKMFYKGVITHDVSSAINRPQIGVVREFLTRNPAWRKAVEIS



5841 5851 5861 5871 5881 5891 5901 5911
PYNSQNAVASKILGLPTQTVDSSQGSEYDYVIFTQTTETAHSCNVNRFNVAITRAKIGILCIMSDRDLYDKLQFTSLEIP

(RN RN RN R R R R R RN R NN RN R RN R R RN E RN RN
PYNSQNAVASKILGLPTQTVDSSQGSEYDYVIFTQTTETAHSCNVNRFNVAITRAKVGILCIMSDRDLYDKLQFTSLEIP

5921 5931 5941 5951 5961 5971 5981 5991
RRNVATLQAENVTGLFKDCSKIITGLHPTQAPTHLSVDIKFKTEGLCVDIPGIPKDMTYRRLISMMGFKMNYQVNGYPNM

FEEEEEEEErrre e et erer et e e e et et e et et e e e e e e e e e e e e e el
RRNVATLQAENVTGLFKDCSKVITGLHPTQAPTHLSVDTKFKTEGLCVDIPGIPKDMTYRRLISMMGFKMNYQVNGYPNM

6001 6011 6021 6031 6041 6051 6061 6071
FITREEAIRHVRAWIGFDVEGCHATRDAVGTNLPLQLGFSTGVNLVAVPTGYVDTENNTEFTRVNAKPPPGDQFKHLIPL

R R R R R R R R RN R R R R R R R R E R R R N AR R A RN AR AR
FITREEAIRHVRAWIGFDVEGCHATREAVGTNLPLOLGFSTGVNLVAVPTGYVDTPNNTDFSRVSAKPPPGDQFKHLIPL

6081 6091 6101 6111 6121 6131 6141 6151
MYKGLPWNVVRIKIVOMLSDTLKGLSDRVVFVLWAHGFELTSMKYFVKIGPERTCCLCDKRATCFSTSSDTYACWNHSVG

(RN R R R RN R RN R RN R R RN R R R R N RN R R RN
MYKGLPWNVVRIKIVOMLSDTLKNLSDRVVFVLWAHGFELTSMKYFVKIGPERTCCLCDRRATCFSTASDTYACWHHSIG

6161 6171 6181 6191 6201 6211 6221 6231
FDYVYNPFMIDVQOWGFTGNLQSNHDQHCQVHGNAHVASCDAIMTRCLAVHECFVKRVDWSVEYPIIGDELRVNSACRKV

(R RN R R RN R RN R R RN RN R R A RN R R R A R R RN
FDYVYNPFMIDVQQWGFTGNLQOSNHDLYCQVHGNAHVASCDAIMTRCLAVHECFVKRVDWTIEYPIIGDELKINAACRKV

6241 6251 6261 6271 6281 6291 6301 6311
QHMVVKSALLADKFPVLHDIGNPKAIKCVPQAEVEWKFYDAQPCSDKAYKIEELFYSYATHHDKFTDGVCLFWNCNVDRY

AR RN R R R R RN R R R R R R R N R R R R AR AR A AR AR
QHMVVKAALLADKFPVLHDIGNPKAIKCVPQADVEWKFYDAQPCSDKAYKIEELFYSYATHSDKFTDGVCLFWNCNVDRY

6321 6331 6341 6351 6361 6371 6381 6391
PANAIVCRFDTRVLSNLNLPGCDGGSLYVNKHAFHTPAFDKSAFTNLKQLPFFYYSDSPCESHGKQVVSDIDYVPLKSAT

(N RN R R R RN R NN RN N R RN RN R RN E RN RE N
PANSIVCRFDTRVLSNLNLPGCDGGSLYVNKHAFHTPAFDKSAFVNLKQLPFFYYSDSPCESHGKQVVSDIDYVPLKSAT

6401 6411 6421 6431 6441 6451 6461 6471
CITRCNLGGAVCRHHANEYRQYLDAYNMMISAGFSLWIYKQFDTYNLWNTFTRLQSLENVAYNVVNKGHFDGHAGEAPVS

FEErerrrerrrrererere tererererrrrerer=rerrrrrrerererrerererer=rrerererer el
CITRCNLGGAVCRHHANEYRLYLDAYNMMISAGFSLWVYKQFDTYNLWNTFTRLOSLENVAFNVVNKGHFDGQQGEVPVS

6481 6491 6501 6511 6521 6531 6541 6551
IINNAVYTKVDGIDVEIFENKTTLPVNVAFELWAKRNIKPVPEIKILNNLGVDIAANTVIWDYKREAPAHVSTIGVCTMT

N RN N R R RN R RN R R NN RN R R RN R R R R R RN R
IINNTVYTKVDGVDVELFENKTTLPVNVAFELWAKRNIKPVPEVKILNNLGVDIAANTVIWDYKRDAPAHISTIGVCSMT

6561 6571 6581 6591 6601 6611 6621 6631
DIAKKPTESACSSLTVLFDGRVEGQVDLFRNARNGVLITEGSVKGLTPSKGPAQASVNGVTLIGESVKTQFNYFKKVDGI

(R R R R RN R RN N RN N R RN RN R R R RN RN N
DIAKKPTETICAPLTVFFDGRVDGQVDLFRNARNGVLITEGSVKGLQPSVGPKQASLNGVTLIGEAVKTQFNYYKKVDGV

6641 6651 6661 6671 6681 6691 6701 6711
IQQLPETYFTQSRDLEDFKPRSQMETDFLELAMDEFIQRYKLEGYAFEHIVYGDFSHGQLGGLHLMIGLAKRSQDSPLKL

AR N N R R R R R N N R R R R R RO R RN RN R RN RN N
VQOLPETYFTQSRNLQEFKPRSQME IDFLELAMDEFIERYKLEGYAFEHIVYGDFSHSQLGGLHLLIGLAKRFKESPFEL



6721 6731 6741 6751 6761 6771 6781 6791
EDFIPMDSTVKNYFITDAQTGSSKCVCSVIDLLLDDFVEIIKSQDLSVISKVVKVTIDYAEISFMLWCKDGHVETFYPKL

FEEEETEEErErre et et et rer et e e e e et e e e e e e =t e e e e e ter e el
EDFIPMDSTVKNYFITDAQTGSSKCVCSVIDLLLDDFVEIIKSQDLSVVSKVVKVTIDYTEISFMLWCKDGHVETFYPKL

6801 6811 6821 6831 6841 6851 6861 6871
QASQAWQPGVAMPNLYKMORMLLEKCDLONYGENAVIPKGIMMNVAKYTQLCQYLNTLTLAVPYNMRVIHFGAGSDKGVA

R RN R R R R e R RN RN R R RN RN RN R RN RN R RN RRRN RN
QSSQAWQPGVAMPNLYKMORMLLEKCDLONYGDSATLPKGIMMNVAKYTQLCQYLNTLTLAVPYNMRVIHFGAGSDKGVA

6881 6891 6901 6911 6921 6931 6941 6951
PGTAVLRQWLPTGTLLVDSDLNDFVSDADSTLIGDCATVHTANKWDLIISDMYDPRTKHVTKENDSKEGFFTYLCGFIKQ

AR R R R R R RN R R R R R RN R N R N RN RN RN R AR AR
PGTAVLRQWLPTGTLLVDSDLNDFVSDADSTLIGDCATVHTANKWDLIISDMYDPKTKNVTKENDSKEGFFTYICGFIQQ

6961 6971 6981 6991 7001 7011 7021 7031
KLALGGSIAVKITEHSWNADLYKLMGHFSWWTAFVTNVNASSSEAFLIGANYLGKPKEQIDGYTMHANYIFWRNTNPIQL

FEEEErE=r=rrrerererererrer et e rerere e erre et ceerer=ererer reerer el
KLALGGSVAIKITEHSWNADLYKLMGHFAWWTAFVTNVNASSSEAFLIGCNYLGKPREQIDGYVMHANY IFWRNTNPIQL

7041 7051 7061 7071 7081 7091 7101 7111
SSYSLFDMSKFPLKLRGTAVMSLKENQINDMIYSLLEKGRLIIRENNRVVVSSDILVNN

Frererererrrrerererererre eeerer ree Frer e e e s r el
SSYSLFDMSKFPLKLRGTAVMSLKEGQINDMILSLLSKGRLIIRENNRVVISSDVLVNN

>S ; spike protein S, structural protein, CodingLen:1276 ; Protein length = 1255 (AAQ94060.1 Full
gene position = SARS coronavirus AS (2003_10_21):21476-25243) (SARS coronavirus AS
(2003_10_2...) (21476)

>S ; surface glycoprotein, structural protein, CodinglLen:1295 ; Protein length = 1273 (QH062107.1
Full gene position = Wuhan seafood market pneumonia virus isolate 2019 _nCoV WHUO1
(2020_01_28) :21562-25383) (Wuhan seafood market pneumonia...) (21562)

TOP strand is SARS from 2003
Bottom strand is SARD-Covid-2 from 2020
Similarity = 82.948 %

1 11 21 31 41 51 61 71
MFIFLLFLTLTSGSDLDRCTTFDDVQAPNYTQHTSSMRGVYYPDEIFRSDTLYLTQDLFLPFYSNVTGFHTI--—-- N--

[ N T I I I Il I O O T I R B R I O I
MFVFLVLLPLVS-SQCVNLTTR--TQLPPAYT-NSFTRGVYYPDKVFRSSVLHSTQDLFLPFFSNVTWFHAIHVSGTNGT

81 91 101 111 121 131 141 151
HTFGNPVIPFKDGIYFAATEKSNVVRGWVFGSTMNNKSQSVIIINNSTNVVIRACNFELCDNPFFAV----SKPMGTQTH
I T T T I I T S I I I A I S-S N I U I O O O A O I 2 Y B | : :
KRFDNPVLPFNDGVYFASTEKSNIIRGWIFGTTLDSKTQSLLIVNNATNVVIKVCEFQFCNDPFLGVYYHKNNKSWMESE

161 171 181 191 201 211 221 231

TMIFDNAFNCTFEYISDAFSLDVSEKSGNFKHLREFVFKNKDGFLYVYKGYQPIDVVRDLPSGFNTLKPIFKLPLGINIT
E T T e A A I I I I O T A B S I I I O A e E R B R WA

FRVYSSANNCTFEYVSQPFLMDLEGKQGNFKNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGINIT



241 251 261 271 281 291 301 311
NFRA-I-L--TAFSPA-QDI-WGTSAAAYFVGYLKPTTFMLKYDENGTITDAVDCSQNPLAELKCSVKSFEIDKGIYQTS
[ I RN N N R R RN e N B RN RN R R R RN
RFQTLLALHRSYLTPGDSSSGWTAGAAAYYVGYLQPRTFLLKYNENGTITDAVDCALDPLSETKCTLKSFTVEKGIYQTS

321 331 341 351 361 371 381 391
NFRVVPSGDVVRFPNITNLCPFGEVFNATKFPSVYAWERKKISNCVADYSVLYNSTFFSTFKCYGVSATKLNDLCFSNVY

PEEE bs s trererererrrrerere=e terer re=rrrrrerererret  rrererrrr e rrererrr
NFRVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWNRKRISNCVADYSVLYNSASFSTFKCYGVSPTKLNDLCFTNVY

401 411 421 431 441 451 461 471
ADSFVVKGDDVRQIAPGQTGVIADYNYKLPDDFMGCVLAWNTRNIDATSTGNYNYKYRYLRHGKLRPFERDISNVPFSPD

N N e N N O O O B O O T O O N e e O NN O RN RRR RN
ADSFVIRGDEVRQIAPGQTGKIADYNYKLPDDFTGCVIAWNSNNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQAG

481 491 501 511 521 531 541 551
GKPCT-PPALNCYWPLNDYGFYTTTGIGYQPYRVVVLSFELLNAPATVCGPKLSTDLIKNQCVNFNFNGLTGTGVLTPSS

I NN e N e B N N R R NN R RN N N R RN R RN R R A
STPCNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCVNFNFNGLTGTGVLTESN

561 571 581 591 601 611 621 631
KRFQPFQQFGRDVSDFTDSVRDPKTSEILDISPCSFGGVSVITPGTNASSEVAVLYQDVNCTDVSTAIHADQLTPAWRIY

R R R N R N N R A R RN R R R R RN R A e A RN R R RN
KKFLPFQQFGRDIADTTDAVRDPQTLEILDITPCSFGGVSVITPGTNTSNQVAVLYQDVNCTEVPVAIHADQLTPTWRVY

641 651 661 671 681 691 701 711
STGNNVFQTQAGCLIGAEHVDTSYECDIPIGAGICASYHT-V-S--LLRSTSQKSIVAYTMSLGADSSIAYSNNTIAIPT

PEETEREE= e Perr e e reen o I N A AR A R RN A R AR
STGSNVFQTRAGCLIGAEHVNNSYECDIPIGAGICASYQTQTNSPRRARSVASQSIIAYTMSLGAENSVAYSNNSIAIPT

721 731 741 751 761 771 781 791
NFSISITTEVMPVSMAKTSVDCNMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKOMYKTPTLKY

R R R N R RN N RN R R R N R R R N R N R AR N RN
NFTISVTTEILPVSMTKTSVDCTMYICGDSTECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKD

801 811 821 831 841 851 861 871
FGGFNFSQILPDPLKPTKRSFIEDLLFNKVTLADAGFMKQYGECLGDINARDLICAQKFNGLTVLPPLLTDDMIAAYTAA

PEEEEEERErre ve= ettt e e e et e e e e e b= e te e Ler et e e e e e e eer 1l
FGGFNFSQILPDPSKPSKRSFIEDLLFNKVTLADAGFIKQYGDCLGDIAARDLICAQKFNGLTVLPPLLTDEMIAQYTSA

881 891 901 911 921 931 941 951
LVSGTATAGHWTFGAGAALQI PFAMOMAYRFNGIGVTONVLYENQKQIANQFNKAISQIQESLTTTSTALGKLODVVNQNA

RN N N RN R R R R RN N N e R R N R N R RN E RN RN N
LLAGTITSGWTFGAGAALQIPFAMOMAYRFNGIGVTONVLYENQKLIANQFNSAIGKIQDSLSSTASALGKLODVVNQONA

961 971 981 991 1001 1011 1021 1031
QALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLITGRLOSLOTYVTQQOLIRAAEIRASANLAATKMSECVLGQ

FEEEEEETEr e e ettt e e e et et e e e e e et e e e e e e e e e et e e e e e e e e e e e e el
QALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLITGRLOSLQTYVTQOLIRAAEIRASANLAATKMSECVLGQ

1041 1051 1061 1071 1081 1091 1101 1111
SKRVDFCGKGYHLMSFPQAAPHGVVFLHVTYVPSQERNFTTAPAICHEGKAYFPREGVFVENGTSWFITQRNFFSPQIIT

AR R R N R R R R N A R R R R R A R R R O R R N R R A RN AR AR N
SKRVDFCGKGYHLMSFPQSAPHGVVFLHVTYVPAQEKNFTTAPAICHDGKAHFPREGVFVSNGTHWFVTQRNFYEPQIIT



1121 1131 1141 1151 1161 1171 1181 1191
TDNTFVSGNCDVVIGIINNTVYDPLQPELDSFKEELDKYFKNHTSPDVDLGDISGINASVVNIQKEIDRLNEVAKNLNES

(R R RN RN R R R R R RN R NN R RN RN R RN R R RN
TDNTFVSGNCDVVIGIVNNTVYDPLOPELDSFKEELDKYFKNHTSPDVDLGDISGINASVVNIQKE IDRLNEVAKNLNES

1201 1211 1221 1231 1241 1251 1261 1271
LIDLQELGKYEQYIKWPWYVWLGFIAGLIAIVMVTILLCCMTSCCSCLKGACSCGSCCKFDEDDSEPVLKGVKLHYT

(RN R R R RN R R A NN R R RN R R RN R RN RN RR RN
LIDLQELGKYEQYIKWPWYIWLGFIAGLIAIVMVTIMLCCMTSCCSCLKGCCSCGSCCKFDEDDSEPVLKGVKLHYT

Similarity = 95.395 %

>E ; envelope protein E, structural protein, CodinglLen:77 ; Protein length = 76 (AAQ94063.1 Full
gene position = SARS coronavirus AS (2003_10_21):26101-26331) (SARS coronavirus AS
(2003_10_2...) (26101)

>E ; envelope protein, structural protein, Codinglen:76 ; Protein length = 75 (QH062108.1 Full
gene position = Wuhan seafood market pneumonia virus isolate 2019 nCoV WHUO1l
(2020_01_28) :26244-26471) (Wuhan seafood market pneumonia...) (26244)

1 11 21 31 41 51 61 71
MYSFVSEETGTLIVNSVLLFLAFVVFLLVTLAILTALRLCAYCCNIVNVSLVKPTVYVYSRVKNLNSSEGVPDLLV

FEEEEEErerrrrererer e rerere et e rerere e e e rerererere e rererrererer el
MYSFVSEETGTLIVNSVLLFLAFVVFLLVTLAILTALRLCAYCCNIVNVSLVKPSFYVYSRVKNLNSSR-VPDLLV

Similarity = 93.891 %

>M ; membrane protein M, structural protein, CodingLen:225 ; Protein length = 221 (AAQ94064.1
Full gene position = SARS coronavirus AS (2003_10_21) :26382-27047) (SARS coronavirus AS
(2003_10_2...) (26382)

>M ; matrix protein, structural protein, CodinglLen:226 ; Protein length = 222 (QH062109.1 Full
gene position = Wuhan seafood market pneumonia virus isolate 2019 nCoV WHUO1
(2020_01_28) :26522-27190) (Wuhan seafood market pneumonia...) (26522)

1 11 21 31 41 51 61 71
MAD-NGTITVEELKQLLEQWNLVIGFLFLAWIMLLOQFAYSNRNRFLYIIKLVFLWLLWPVTLACFVLAAVYRINWVTGGI

Feerrererrrre=ererererrerere v reerer= e e e e e et e e e e e e e e
MADSNGTITVEELKKLLEQWNLVIGFLFLTWICLLOFAYANRNRFLYIIKLIFLWLLWPVTLACFVLAAVYRINWITGGI

81 91 101 111 121 131 141 151
AIAMACIVGLMWLSYFVASFRLFARTRSMWSFNPETNILLNVPLRGTIVTRPLMESELVIGAVIIRGHLRMAGHSLGRCD

(R AR R R RN R RN R R A NN N N RN R RN R A N R AR RN AR N
AIAMACLVGLMWLSYFIASFRLFARTRSMWSFNPETNILLNVPLHGTILTRPLLESELVIGAVILRGHLRIAGHHLGRCD

161 171 181 191 201 211 221 231
IKDLPKEITVATSRTLSYYKLGASQRVGTDSGFAAYNRYRIGNYKLNTDHAGSNDNIALLVQ

NN R R N R R A RN RN RN RN R A RN RN
IKDLPKEITVATSRTLSYYKLGASQRVAGDSGFAAYSRYRIGNYKLNTDHSSSSDNIALLVQ



Similarity = 92.417 %

>N ; nucleocapsid protein N, structural protein, Codinglen:429 ; Protein length = 422 (AAQ94070.1
Full gene position = SARS coronavirus AS (2003_10_21):28104-29372) (SARS coronavirus AS
(2003_10_2...) (28104)

>N ; nucleocapsid protein, structural protein, CodinglLen:426 ; Protein length = 419 (QHO062110.1
Full gene position = Wuhan seafood market pneumonia virus isolate 2019 _nCoV WHUO1
(2020_01_28) :28273-29532) (Wuhan seafood market pneumonia...) (28273)

1 11 21 31 41 51 61 71
MSDNGPQSNQRSAPRITFGGPTDSTDNNQNGGRNGARPKQRRPQGLPNNTASWFTALTQHGKEELRFPRGQGVPINTNSG

R R RN R R NN A N A R RN R R RN RN RN R R RN RN R RN RN
MSDNGPQ-NQRNAPRITFGGPSDSTGSNONGERSGARSKQRRPQGLPNNTASWFTALTQHGKEDLKFPRGQGVPINTNSS

81 91 101 111 121 131 141 151
PDDQIGYYRRATRRVRGGDGKMKELSPRWYFYYLGTGPEASLPYGANKEGIVWVATEGALNTPKDHIGTRNPNNNAATVL
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