Supplementary Table 4. Supplementary Table 4. SARS-CoV-2 Spike peptides identified in tetramer-guided epitope mapping (TGEM) with amino acid sequence identity to SARS-CoV-1. Red designated 100% AA identity to SARS-CoV-1. Green designated AA sequence with 1-3 AA mismatch to SARS CoV-1.
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Peptide AA# Sequence Peptide   AA# Sequence

Sp4 25-44 PPAYTNSFTRGVYYPDKVFR Sp79 625-644

HADQLTPTWR

VYSTGSNVF

Q

Sp5 33-52

TRGV

YYPDKVFRS

SVLHSTQ

Sp80 633-652

WR

VYSTGSNVF

QTRAGCLIG 

Sp6 41-60

KVFRSSV

LHSTQDLFL

PFFS

Sp85 673-692 SYQTQTNSPRRARSVASQSI

Sp8 57-76 PFFSNVTWFHAIHVSGTNGT Sp86 681-700 PRRARSVASQSIIAYTMSLG

Sp13 97-116

KSNI

IRGWIFGTT

LDSKTQS

Sp87 689-708

SQSI

IAYTMSLGA

ENSVAYS

Sp17 129-148 KVCEFQFCNDPFLGVYYHKN Sp90 713-732

AIPTN

FTISVTTEI

LPVSMT

Sp21 161-180 SSANNCTFEYVSQPFLMDLE Sp94 745-764

DSTECSNL

LLQYGSFCT

QLN

Sp24 185-204 NFKNLREFVFKNIDGYFKIY Sp95 753-772 LLQYGSFCTQLNRALTGIAV

Sp25 193-212 VFKNIDGYFKIYSKHTPINL Sp98 777-796

NTQEV

FAQVKQIYK

TPPIKD

Sp26 201-220

FKIYSKHTPIN

LVRDLPQGF

Sp101 801-820

NFSQ

ILPDPSKPS

KRSFIED

Sp27 209-228

PIN

LVRDLPQGF

SALEPLVD

Sp102 809-828

PSKPSKRSF

IEDLLFNKV

TL

Sp29 217-244 PLVDLPIGINITRFQTLLAL Sp103 817-836

F

IEDLLFNKV

TLADAGFIKQ

Sp30 233-252 INITRFQTLLALHRSYLTPG Sp108 857-876

GLTVLPP

LLTDEMIAQ

YTSA

Sp38 297-316 SETKCTLKSFTVEKGIYQTS Sp109 865-884

LTDEM

IAQYTSALL

AGTITS 

Sp39 305-324

SFTVEKG

IYQTSNFRV

QPTE

Sp112 889-908

GAGAALQIP

FAMQMAYR

FNG

Sp40 313-332 YQTSNFRVQPTESIVRFPNI Sp113 897-916

P

FAMQMAYR

FNGIGVTQNVL

Sp41 321-340

QPTES

IVRFPNITNL

CPFGE

Sp114 905-924

RFNGIGVTQ

NVLYENQKL

IA

Sp43 337-356

PFGEV

FNATRFASV

YAWNRK

Sp115 913-932

QNV

LYENQKLIA

NQFNSAIG

Sp44 345-364

TR

FASVYAWNR

KRISNCVAD

Sp117 929-948

SAIGKIQDS

LSSTASALG

KL

Sp45 353-372 WNRKRISNCVADYSVLYNSA Sp118 937-956

S

LSSTASALG

KLQDVVNQNA

Sp50 393-412

TNVYADSFV

IRGDEVRQI

AP

Sp120 953-972

NQNAQALNT

LVKQLSSNF

GA

Sp51 401-420

V

IRGDEVRQI

APGQTGKIAD

Sp121 961-980

TLVKQLSSN

FGAISSVLN

DI

Sp54 425-444

LPDDFTGC

VIAWNSNNL

DSK

Sp124 985-1004

DKVEAE

VQIDRLITG

RLQSL

Sp55 433-452

VIAWNSNNL

DSKVGGNYNYL

Sp125 993-1012

IDRLITGR

LQSLQTYVT

QQL

Sp56 441-460 LDSKVGGNYNYLYRLFRKSN Sp126 1001-1020

LQS

LQTYVTQQL

IRAAEIRA

Sp57 449-468 YNYLYRLFRKSNLKPFERDI Sp127 1009-1028

TQQLIRAAE

IRASANLAA

TK

Sp58 457-476

RKSNLKP

FERDISTEI

YQAG

Sp128 1017-1036

E

IRASANLAA

TKMSECVLGQ

Sp61 481-500

NGVEGFNC

YFPLQSYGF

QPT 

Sp133 1057-1076

PHGVVFLH

VTYVPAQEK

NFT

Sp62 489-508

YFPLQSYGF

QPTNGVGYQPY 

Sp135 1073-1092

KNFTTAPA

ICHDGKAHF

PRE

Sp64 505-524

YQPYRVVVLS

FELLHAPAT

V

Sp138 1097-1116

SNGTHW

FVTQRNFYE

PQIIT

Sp65 513-532

LS

FELLHAPAT

VCGPKKSTN

Sp139 1105-1124

TQRNFYEPQI

ITTDNTFVS

G

Sp68 537-556

KCVNFN

FNGLTGTGV

LTESN

Sp140 1113-1132

QI

ITTDNTFVS

GNCDVVIGI

Sp70 553-572

TESNKK

FLPFQQFGR

DIADT

Sp157 1249-1268

SCGSCCK

FDEDDSEPV

LKGV
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		Peptide		AA#		Sequence				Peptide		  AA#		Sequence

		Sp4		25-44		PPAYTNSFTRGVYYPDKVFR				Sp79		625-644		HADQLTPTWRVYSTGSNVFQ

		Sp5		33-52		TRGVYYPDKVFRSSVLHSTQ				Sp80		633-652		WRVYSTGSNVFQTRAGCLIG 

		Sp6		41-60		KVFRSSVLHSTQDLFLPFFS				Sp85		673-692		SYQTQTNSPRRARSVASQSI

		Sp8		57-76		PFFSNVTWFHAIHVSGTNGT				Sp86		681-700		PRRARSVASQSIIAYTMSLG

		Sp13		97-116		KSNIIRGWIFGTTLDSKTQS				Sp87		689-708		SQSIIAYTMSLGAENSVAYS

		Sp17		129-148		KVCEFQFCNDPFLGVYYHKN				Sp90		713-732		AIPTNFTISVTTEILPVSMT

		Sp21		161-180		SSANNCTFEYVSQPFLMDLE				Sp94		745-764		DSTECSNLLLQYGSFCTQLN

		Sp24		185-204		NFKNLREFVFKNIDGYFKIY				Sp95		753-772		LLQYGSFCTQLNRALTGIAV

		Sp25		193-212		VFKNIDGYFKIYSKHTPINL				Sp98		777-796		NTQEVFAQVKQIYKTPPIKD

		Sp26		201-220		FKIYSKHTPINLVRDLPQGF				Sp101		801-820		NFSQILPDPSKPSKRSFIED

		Sp27		209-228		PINLVRDLPQGFSALEPLVD				Sp102		809-828		PSKPSKRSFIEDLLFNKVTL

		Sp29		217-244		PLVDLPIGINITRFQTLLAL				Sp103		817-836		FIEDLLFNKVTLADAGFIKQ

		Sp30		233-252		INITRFQTLLALHRSYLTPG				Sp108		857-876		GLTVLPPLLTDEMIAQYTSA

		Sp38		297-316		SETKCTLKSFTVEKGIYQTS				Sp109		865-884		LTDEMIAQYTSALLAGTITS 

		Sp39		305-324		SFTVEKGIYQTSNFRVQPTE				Sp112		889-908		GAGAALQIPFAMQMAYRFNG

		Sp40		313-332		YQTSNFRVQPTESIVRFPNI				Sp113		897-916		PFAMQMAYRFNGIGVTQNVL

		Sp41		321-340		QPTESIVRFPNITNLCPFGE				Sp114		905-924		RFNGIGVTQNVLYENQKLIA

		Sp43		337-356		PFGEVFNATRFASVYAWNRK				Sp115		913-932		QNVLYENQKLIANQFNSAIG

		Sp44		345-364		TRFASVYAWNRKRISNCVAD				Sp117		929-948		SAIGKIQDSLSSTASALGKL

		Sp45		353-372		WNRKRISNCVADYSVLYNSA				Sp118		937-956		SLSSTASALGKLQDVVNQNA

		Sp50		393-412		TNVYADSFVIRGDEVRQIAP				Sp120		953-972		NQNAQALNTLVKQLSSNFGA

		Sp51		401-420		VIRGDEVRQIAPGQTGKIAD				Sp121		961-980		TLVKQLSSNFGAISSVLNDI

		Sp54		425-444		LPDDFTGCVIAWNSNNLDSK				Sp124		985-1004		DKVEAEVQIDRLITGRLQSL

		Sp55		433-452		VIAWNSNNLDSKVGGNYNYL				Sp125		993-1012		IDRLITGRLQSLQTYVTQQL

		Sp56		441-460		LDSKVGGNYNYLYRLFRKSN				Sp126		1001-1020		LQSLQTYVTQQLIRAAEIRA

		Sp57		449-468		YNYLYRLFRKSNLKPFERDI				Sp127		1009-1028		TQQLIRAAEIRASANLAATK

		Sp58		457-476		RKSNLKPFERDISTEIYQAG				Sp128		1017-1036		EIRASANLAATKMSECVLGQ

		Sp61		481-500		NGVEGFNCYFPLQSYGFQPT 				Sp133		1057-1076		PHGVVFLHVTYVPAQEKNFT

		Sp62		489-508		YFPLQSYGFQPTNGVGYQPY 				Sp135		1073-1092		KNFTTAPAICHDGKAHFPRE

		Sp64		505-524		YQPYRVVVLSFELLHAPATV				Sp138		1097-1116		SNGTHWFVTQRNFYEPQIIT

		Sp65		513-532		LSFELLHAPATVCGPKKSTN				Sp139		1105-1124		TQRNFYEPQIITTDNTFVSG

		Sp68		537-556		KCVNFNFNGLTGTGVLTESN				Sp140		1113-1132		QIITTDNTFVSGNCDVVIGI

		Sp70		553-572		TESNKKFLPFQQFGRDIADT				Sp157		1249-1268		SCGSCCKFDEDDSEPVLKGV








