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Residue Domain description GenBank accession number
number (matching residue numbers)
1-10 Src myristoylation motif ~ AAD13831.1 (1-10)

11-15 Linker

16-337 SARS2 MP* with cognate  QNO91750.1 (3256-3577)
N- and C-terminal
cleavage sites

338-346 Linker -

347-418 HIV-1 Tat ACD75161.1 (1-72)

419-424 Linker -
425-973 Firefly Luciferase EU754723.1 (2-550)

Amino acid sequence:
MGSSKSKPKDGGGGSSITSAVLQOSGFRKMAFPSGKVEGCMVQVTCGTTTLNGLWLDDVVYCPRHVICTSEDMLNPNYEDLLIRKSNHNFLVQAGNVQ
LRVIGHSMONCVLKLKVDTANPKTPKYKFVRIQPGQTFSVLACYNGSPSGVYQCAMRPNFTIKGSFLNGSCGSVGEFNIDYDCVSFCYMHHMELPTGV
HAGTDLEGNFYGPFVDRQTAQAAGTDT TITVNVLAWLYAAVINGDRWFLNRFTTTLNDFNLVAMKYNYEPLTQDHVDILGPLSAQTGIAVLDMCASL
KELLONGMNGRTILGSALLEDEFTPFDVVRQCSGVTFQSAVKRTIKGTGSGGSGGMEPVDPRLEPWKHPGSQPKTACTNCYCKKCCFHCQVCFITKA
LGISYGRKKRRQRRRPPOGSQTHQVSLSKQPGSIATEDAKNIKKGPAPFYPLEDGTAGEQLHKAMKRYALVPGTIAFTDAHIEVNITYAEYFEMSVR
LAEAMKRYGLNTNHRIVVCSENSLQFFMPVLGALFIGVAVAPANDIYNERELLNSMNISQPTVVEVSKKGLOKILNVOKKLPIIQKIIIMDSKTDYQ
GFQSMYTFVTSHLPPGFNEYDFVPESFDRDKTIALIMNS SGSTGLPKGVALPHRTACVRFSHARDPTFGNQI IPDTAILSVVPFHHGFGMFTTLGYL,
ICGFRVVLMYRFEEELFLRSLODYKIQSALLVPTLFSFFAKSTLIDKYDLSNLHEIASGGAPLSKEVGEAVAKRFHLPGIRQGYGLTETTSAILITP
EGDDKPGAVGKVVPFFEAKVVDLDTGKTLGVNQRGELCVRGPMIMSGYVNNPEATNALTDKDGWLHSGDI AYWDEDEHFF IVDRLKSLIKYKGYQVA
PAELESILLQHPNIFDAGVAGLPDDDAGELPAAVVVLEHGKTMTEKEIVDYVASQVTTAKKLRGGVVFEVDEVPKGLTGKLDARKIREILIKAKKGGK
SKL*

b

Nucleotide sequence:
AAGCTTGCCACCATGGGCAGCAGTAAGAGTAAACCGAAAGATGGAGGCGGTGGGTCATCTATCACCTCAGCTGTTTTGCAGTCTGGTTTTAGGAAAA
TGGCGTTCCCCAGCGGTAAAGT TGAAGGATGTATGGTCCAAGTAACCTGTGGTACCACTACCCTTAATGGGCTTTGGTTGGACGACGTAGTCTACTG
CCCCCGACACGTAATCTGCACTAGTGAGGATATGCT TAATCCCAAT TACGAAGACCTTTTGATTCGGAAATCCAATCACAACTTCCTGGTCCAAGCG
GGCAACGTCCAACTCAGGGTTATTGGACATAGTATGCAGAATTGCGTACTGAAGCTCAAAGTCGATACTGCAAACCCCAAGACGCCCAAGTATAAAT
TCGTCCGAATCCAACCAGGCCAAACATTTTCCGTATTGGCT TGCTATAATGGAAGCCCCAGCGGTGTCTACCAATGTGCAATGAGACCAAACTTTAC
GATAAAGGGTTCATTTCTGAACGGCTCTTGCGGTTCCGTTGGTTTTAACATCGACTATGACTGTGTATCCTTTTGCTACATGCACCATATGGAACTC
CCTACCGGTGTCCACGCCGGTACAGATCTGGAAGGAAATTTCTACGGTCCGTTCGTTGACCGGCAAACCGCGCAAGCGGCTGGAACCGACACAACGA
TTACAGTGAATGTGCTCGCGTGGCTGTACGCAGCAGTCATAAACGGAGACAGGTGGTTTCTGAACCGATT TACGACGACT CTCAATGACTTCAACCT
TGTTGCGATGAAGTACAATTACGAGCCACTCACCCAGGACCATGTTGATATCCTGGGTCCCCTCAGTGCCCAGACAGGGATCGCAGTTCTCGATATG
TGCGCGTCACTGAAGGAGCTTCTCCAAAATGGAATGAATGGGCGGACCATACT TGGTTCCGCACTCCTCGAAGATGAATT TACTCCATT TGACGTGG
TCAGACAATGCAGTGGGGTCACTTTCCAGAGTGCAGTGAAAAGAACAATCAAGGGTACCGGGTCAGGGGGCAGCGGAGGGATGGAGCCAGTAGATCC
TAGACTAGAGCCCTGGAAGCATCCAGGAAGT CAGCCTAAAACTGCT TGTACCAATTGCTATTGTAAAAAGTGTTGCTTTCATTGCCAAGTTTGTTTC
ATAACAAAAGCCTTAGGCATCTCCTATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCTCAAGGCAGTCAGACTCATCAAGTTTCTCTATCAA
AGCAGCCGGGATCCATCGCCACCGAAGACGCCAAAAACATAAAGAAAGGCCCGGCGCCATTCTATCCTCTAGAGGATGGAACCGCTGGAGAGCAACT
GCATAAGGCTATGAAGAGATACGCCCTGGTTCCTGGAACAATTGCT TTTACAGATGCACATATCGAGGTGAACATCACGTACGCGGAATACTTCGAA
ATGTCCGTTCGGTTGGCAGAAGCTATGARACGATAT GGGCTGAATACAAAT CACAGAATCGTCGTATGCAGTGAAAACTCTCTTCAATTCTTTATGC
CGGTGTTGGGCGCGTTATTTAT CGGAGTTGCAGTTGCGCCCGCGAACGACATT TATAATGAACGT GAATTGCTCAACAGTATGAACATT TCGCAGCC
TACCGTAGTGTTTGTTTCCAAAAAGGGGTTGCAAAAAATTTTGAACGTGCAAAAAAAATTACCAATAATCCAGAAAATTATTATCATGGATTCTARR
ACGGATTACCAGGGATTTCAGTCGATGTACACGTTCGTCACATCTCATCTACCTCCCGGTTTTAATGAATACGAT TTTGTACCAGAGTCCTTTGATC
GTGACAAAACAATTGCACTGATAATGAATTCCTCTGGATCTACTGGGTTACCTAAGGGTGTGGCCCTTCCGCATAGAACTGCCTGCGTCAGATTCTC
GCATGCCAGAGATCCTATTTTTGGCAATCAAATCAT TCCGGATACTGCGATTTTAAGTGT TGTTCCATTCCATCACGGTTTTGGAATGT TTACTACA
CTCGGATATTTGATATGTGGAT TTCGAGTCGTCTTAATGTATAGAT TTGAAGAAGAGCTGTTTTTACGATCCCTTCAGGATTACAAAATTCAAAGTG
CGTTGCTAGTACCAACCCTATTTTCATTCTTCGCCAAAAGCACTCTGATTGACAAATACGATTTATCTAATTTACACGAAATTGCTTCTGGGGGCGC
ACCTCTTTCGAAAGAAGTCGGGGAAGCGGTTGCAAAACGCTTCCATCTTCCAGGGATACGACAAGGATATGGGCTCACTGAGACTACAT CAGCTATT
CTGATTACACCCGAGGGGGATGATAAACCGGGCGCGGTCGGTAAAGTTGTTCCATTTTTTGAAGCGAAGGTTGTGGATCTGGATACCGGGAAAACGC
TGGGCGTTAATCAGAGAGGCGAATTATGTGTCAGAGGACCTATGAT TATGTCCGGTTATGTAAACAATCCGGAAGCGACCAACGCCTTGATTGACAA
GGATGGATGGCTACATTCTGGAGACATAGCT TACTGGGACGAAGACGAACACT TCTTCATAGTTGACCGCTTGAAGTCTT TAAT TAAATACAAAGGA
TATCAGGTGGCCCCCGCTGAAT TGGAATCGATATTGTTACAACACCCCAACATCTTCGACGCGGGCGTGGCAGGTCTTCCCGACGATGACGCCGGTG
AACTTCCCGCCGCCGTTGTTGTTTTGGAGCACGGAAAGACGATGACGGAAAAAGAGATCGTGGATTACGTCGCCAGTCAAGTAACAACCGCGARAAA
GTTGCGCGGAGGAGTTGTGTTTGTGGACGAAGTACCGAAAGGTCTTACCGGAAAACTCGACGCAAGAAAAATCAGAGAGATCCTCATAAAGGCCAAG
AAGGGCGGAAAGTCCAAATTGTAAAGCGGCCGC



