SARS-CoV-2 IRV S DNGPORENORNAPRITFGGPEDS TESINONGIIREGARSKORRPOGLPNNTASWEFTALTQH
SARS-CoV IR SDNGPQOSNQREJAPRITEFGGPEDS TINNONGERNGAREKORRPOGLPNNTASWETALTQH
SARS-CoV-2 (PCKEBLEEPRGOGVPINTNSSPDDQIGYYRRATRRERGGDGKMKBLSPRWYFYYLGTGPEA
SARS-CoV (FRCKEBLREFPRGOGVPINTNSE@PDDQIGYYRRATRRMRGGDGKMKEBL SPRWYFYYLGTGPEA

SV IS\ N R Ne | P Y GANKBG IBMWVATEGALNT PKDHIGTRNPEINNAAMVLOLPOQGTTLPKGEFYAEGSRGG
SARS-CoV IR T. P Y GANKEBGIMWVATEGALNT PKDHIGTRNPINNNAAWVLOQLPQGTTLPKGFYAEGSRG(]

SYNE T SO\A AN RO S O A SSRSSSRSRNSJSRNSTPGS SRGI§S PARMAGNGGEINATLALLLLDRLNQLESKMSGKGOQ
SARS-CoV RSN SOASSRSSSRSREGNSRNSTPGSSRGNS PARMANEGGEMWATLALLLLDRLNQLESKMSGKGOQ
SV SlONA YAV O O OGOTVTKKSAAEASKKPROQKRTATKIWYNVTQAFGRRGPEQTOGNEFGDOBLIRQGTDYK
SARS-CoV VA SO OOGOTVTKKSAAEASKKPROKRTATKOYNVTQAFGRRGPEQTQGNFGDOBLIRQGTDYK|

SV T Sl IO [V PO TAQFAPSASAFFGMSRIGMEVTPSGTWLTYWGAIKLDDKDPNEKD@VILLNKHIDA
SARS-CoV SOV POTAQFAPSASAFFGMSRIGMEVTPSGTWLTYBIGAIKLDDKDP@FKDNVILLNKHIDA

SYNE T SO\A SN Y K TF' PP TE PKKDKKKKIDEROINL, POROKKQ@TVTLLPAADEDDF SEOLO@SMSEESADS T
SARS-CoV I K TFPPTEPKKDKKKKIDEROIMT POROKKQIETVTLLPAADMDDF SROLONSMSGASADST
SARS-CoV-2 418 @A
SARS-CoV 421 o

Total sites= 422 aa
Conserved sites= 382 aa
Variable sites= 37 aa
Deleted sites= 3 aa

Supplemental Figure 1: Protein Alignment of N-Protein from SARS-CoV and SARS-CoV-2.
Alignment was performed using MEGA-X and aligned using Clustal W with the default settings.
Conserved sites are highlighted in black; substitutions of biochemically similar amino acids are
highlighted in grey. Alignment is with accession’s SARS-CoV: NP_828858.1 and SARS-CoV-2:
YP 009724397.2
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APIMKGVTFGEDTVREVOGYKINVINI TFELDERMDKVLNEKCSYY TVESJGTEVIREFACVVA
APIKEVTEGEBDTVIEVOGYKMVNITFELDERSDKVLNEKCSIAY TVEIGTEVNEFACVVA
AVMKTLOPVSBLLTINMGIDLDEWSMATEYLED IIINISRMYCSEFYPPDEBEE E C
AVEBKTLOPVSELLTISNGIDLDEWSMATMY LEDESICGEINSWASHMY CSEYPPDEBEE EGEE C
EEEEMBINEGNEE Y GTEDDY QOGP LEFGASEVEEINYE. ' EEE E DW L D DisEERO Sttt
EEEEINSIZSENOMTE Y GTEDDY QGNP LEFGABKEVANOISF F F@F EDWLDDINSOOBMYGOODGSED
————————— PEISEPTPIME P ——— ——— — Ol (€A @M S RNRINY IR C VIBERYKEWAO S AN
INOTTTIQTI OIFOLEMELT NIESIGY LKLTDNVMI KINID T VIHE ANV P
NAANBBILKHGGGVAGALNKATNE INESDDY TIENGPILINVGGSCELSGHNLAKECLH
NAANMMLKHGGGVAGALNKATNNA ESDDY IEMANGPLINVGGSCMLSGHNLAKBECLH
VGPNENIGEDIQLLKINAYENEFNSOBERI. LAPLLSAGIFGAINPEESTOVCVE@TVRTEVYMA
VGPNMININGEDIQLLKSAYENEFN@EEMI. LAPLLSAGIFGARPEEIS LINVCVIRTVRTNVYEA
[N QUMD QB ENLKP S VEAPINOEINPIFN TIHD S — - KINHEINS VIO K PVDVK Pl SR:NG
EDKIN KIFNYS ST aMK SE SQVEQINT AR T IZKE KEEITESKPS EQRKQDDKINNNG
EVITTLEETKELTININLL LEAD T NGINL)4EID S @)NIMININE: FLIMKDAPYMVGDVERIG,
EVITTLEETKELTESNLL LD I NGIN Lis#5D S ENKENASIDEE FLINKDAPY@VGDVNI)H
T®VVIPBKKAGGTTEMLSIRAL BYITTYPGOGOINGY TREEAKTINLKKCKSAFYML
TIRWVVIPEKKAGGTTEMLEWEAT IDONYITTYPGOGIBNGY TMEEAKTIYLKKCKSAF Y@ML
PSIEWNINIAKINE T L.GTVSWNLREMLAHAEETRKLMPECMBIYRA TMIAT T ORKYKGIKIQEG
PSIRRININKOFE I LGTVSWNLREMLAHAEETRKLMPMCVESRA TMRT T ORKYKGIKIQEG
REBEYTSKINEVASHETINAT NS LNEIST.VTMPRGYVTHGINLEEAAR® I\PAWVS
IREFMEYTSKINNVASETINENT.NINT.NEWNLVTMPEGYVTHGINLEEAARM PANVS
SPDAVTIYNGYLTSSSKTSEEHFME TMSLAGSYRDWSY SGOINTILGME F LKRGDKMVY]
SSPDAVTINYYNGYLTSSSKTISEEHFERETESLAGSYEDWSY SGOST®LGEME FLKRGDKSVY]
HIRLE IHEHLDGEVESIEDINLKSLLSLREVET IKVETTVDNIENLHTQEVDMSMTYGQQFG|
MTINR PN HTL.DGE VISR DN L KB LLSLREVRT IKVETTVDNINLHTOMVDMSMTYGQQFG
PTYLDGADVTKIKPHWNHEGKTFEVLPSDDTLRSEAFEYYHTMDINSEFLGRYMSALNHTKK
PTYLDGADVTKIKPHNSJHEGKTFMVLPNDDTLRWEAFEYYHTIDIRSFLGRYMSALNHTKK
(WKBPOVEGLTSTIKWADNNCY LSSMLLINLOOBEMKENIRIPATLOEAYYRARAGBAANFCALTL
(WKMPOVINNGLTSTIKWADNNCY Lk ILOOMEBRKENIFPALOBAYYRARAGEAANFCALIL
AYBINKTVGELGDVRETMEsILIBOHANTLESIAKRV LNVVCKIEICGOINT T LIKGVEAVMYMGTLS
AYONKTVGELGDVRETMSMLIEOHANLBS®KRVLNVVCKINCGOO®T T LINGVEAVMYMGTLS
M LINTEY S CGRIBATE®Y LVOQESEFVMMSAPPAIRYINLOOGCTFIMCANEY TGNYQCGH
Y EOIRKINGVE ICGROATINY LVOOESIHFVMMSAPPAGYIRLISSIGT FRRCANE Y TGNYQCGH
YIHI TINKETLYINT DGARILTKMSEYKGPMTDVEYKENRSYTTTIKPV INTETEPK
YISHITMKETLY@TIDGAMLTKESEYKGPBTDVEYKENSYTTTIKPV [@TEIBPK
LDEYYKKDNINYYMTEQPIDLVPIROPIMPNAS FDNEFKIRNCEINIK FADDLNOMT GESSK PASRE L
LDNYYKKDNMYBTEQPTIDLVPNOPMPNASEFDNEKERCIENIKEADDLNOET GMIMKPASRE L
NVTEFEFPDLNGDVVAIDYRHYSINSFKKGAKLLHKPIVWHENGATIRKINTEKPNTWCEBRCLWS
JNVTFEPDLNGDVVAIDYRHYMZS FKKGAKLLHKPTIVWHMNNATN KPNTWCEBRCLWS



SARS-CoV I T K PVBT SNSEFEVLEWE DISOGMDNLACESJ®I®PISEEVVENPTIQK ECBRVKTTEVVGN

SARS-CoV-2 1198 [NV iINSINISI - \VARK SIHE A ClSVIDINIAGIN D 1. Ki%/KINAAAN I BN O) ECNVKTTEVVGH

SARS-CoV IS T 1. K PRIBIHEN KM TOEBGHIBD LMAAYVENBSET IKKPNELSIWALGLKTEATHGEAABN SV PW
SYNSSEIGIONA AN RZIGI I T 1. K PENNINSIN K I TINE MG HIS D LMAAY VBINS|SET IKKPNELS|RYLGLKTEATHGEAAMN SVPW
SARS-CoV 1295 SKMLA GOAATIMY-INCAKINLACINYEN FTLLIOLCTEFTHSTNSRIRASEP
SARS-CoV-2 1318 DTHAN INKVV SRR N TV TINC LN IYC T BETLLIMOLCTFTRSTNSRIBASMP
SARS-CoV IRCIINT T I AKNSVKSVEKINC LIBACKIN Y MK S PISE SK LIS T IMIWIML. LLSCLGSLI[@GYTAAIRGVLES
SYNSE TGO\ N RCWASIN T T T AKNIBVK SVEKIIC LEARIAN YK S PINF SKLISN I IEWIRL. LLSMCLGSLIMSTAAIMGVLMS
SARS-CoV 1415 NF NGYRERY LNSSNV TiSUBECINGSIRPC SBCLSGLDSLDSY PINLETITOMT I S SMK]
SARS-CoV-2 1438 NL INGCMREEY LNSENVTIRNECING SINPC SMCLSGLDSLDMY P LET IOMT I SSEK
SARS-CoV 1475 Lis)WNTIL €®A LAYMLFTHFEFYBLGLEATMOMEF€YEFASHE TSNSWLMWENT I NIV OMA
SARS-CoV-2 1498 W BIMNAE! ALAYSRLETREFYMLGLINA TMOBE FNY FAMHE TSNSWLMWIRT TINEVOMA
SARS-CoV 1535 SAMVRMYIFFASFYY@MWKSYVHEMDGCISSTCMMCYKRNRATRVECTTIVNGMERSEY
SARS-CoV-2 1558 SAMVRMYIFFASFYYMWKSYVHMMDGCNSSTCMMCYKRNRATRVECTT IVNGMBRRSE'Y

SARS-CoV IR Y ANGGRGE CKWHNWNCIBNCDTEFCIiGSTEFISDEVARDLSLOQFKRPINPTDQOSSYIVDSVEN
SYNE T SO\A N RN RN/ Y ANGGRGECKIBHNWNCMNCDTFCIAGSTFISDEVARDLSLOQFKRPINPTDQSSYIVDSV]A

SARS-CoV IR KNGEWHLY FDKAGOKTYERHELSHEVNLDNLRANNTKGSLPINVIVEDGKSKCBE SESK
SV SR T SlONA AN NCWACEE/ K NGB H LY F DKAGQKTYERHSLSHFVNLDNLRANNTKGSLPINVIVEDGKSKCHEE SSIAK]
SARS-CoV IERSIN S A\ SVYYSQLMCQPILLLDQALVSDVGDSEVEVKMEDAY VIS SVPMEKLKIRALVAT
Ry NS SO\ AN VICI SN S 7. SVY Y SQLMCQPILLLDQALVSDVGDSIEVIAVKMEDAY VN STEINVPMEKLKINLVAT
SARS-CoV 1775 KRHSIHWSACYAIRSC\ARERY S)vANele DVRTKDVEECLKLSHEISDEEVTGDSCNNEML
SARS-CoV-2 1798 IEAINFNANYSIHNNARSEN | KR:VANelE DVETKDVMECLKLSH@SDEEVTGDSCNNEML
SARS-CoV IR T Y NKVENMTPRDLGACIDCNARHINAQVAKSHNMEL IWNVKDEMS LSEQLRKQIRSAAKK]
SNSRI T Y NKVENMT PRDLGACIDCSARHINAQVAKSHNAL IWNVKDEMS LSEQLRKQIRSAAKK
SARS-CoV RSN NEPFRLTCATTROQVVNVEBTTKINLKGG

SARS-CoV-2 1918 |NIN 123 INEe:NEENONAANY INN L/ Inele

Total sites= 1948 aa
Conserved sites= 1477 aa (75.8%)

Variable sites= 442 aa
Deleted sites= 29 aa

Supplemental Figure 2: Protein Alignment of PLPro Protease from SARS-CoV and SARS-CoV-
2. Alignment was performed using MEGA-X and aligned using Clustal W with the default settings.
Conserved sites are highlighted in black; substitutions of biochemically similar amino acids are
highlighted in grey. Alignment is with accession’s SARS-CoV: NP_828862.2 and SARS-CoV-2:

YP 009725299.1.



