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Figure. Plasmid map of pc013 - twinstrep-SUMO-huLwcas13a

Protein sequence (N to C terminal) of His-SUMO-Cas13a-Lwa:

LFQGLVLEHDFHEFAQFLAVPVGHQFLFLQILQVHDLLFQGLDFDLLVSADLEGGHEAVF
FONVHDGLHDGVLQLPVVGQQLPQVFQHFQQANLGVGDVVEVGNVVPDVQVLFFLLQF
LHFLVGVDAPLFHIVLVQFFVEVDILFHDLAAFVLHILGVVEIENFLDVVVLGKLALQPES
QVPLPDAGVAHEPVQDLQQQALQQVQLIEFHLVLQVGVLLDVADGLLILFVVLVVELFV
LLGSGVLPVQVLLHGVVLFNLILLVAVLFQFFQADLILGLIGDLFQQIQHAVFLDIVEGPVL
DDVLAVEIDLVGVELFQLFPVLDFVFVEVQELADLVGFQLEVLGHSVVVQVQQVDQFQL
VAEGFFFVGGLVLFQAALQVGQLFVVQQLQDQVKHVQILGVLONLPQLDLAHELIDLVR
DFFVPIVLLIVLQDLVVLLFVILFDLDLGEDVVVVIVVVALDILQIVLVQVVDEALQENLL
NKVDVGILFLFVLVVDHLSALDDGQVFHGHGFLDVLELLILVVAGFLVPLLVNLDHFIGD
LKEHLGVFHELVQELAVVDILQQVDLGVLLFFVLGHAPKKLQGIPQVLNLVVQLGEAGH
EGDVFVHEVELGILQVLDDHILLVVVEHVGAVQLLEDFQLQLLFVDFVLKHLLGDLAGG
DILEGEDVLAFQFQVEVHDAVSDAADGLVDVGEEVLDLVLVVHVEVVAVEHLQIFFHFV
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LLVLIVDLVHLAGHVFLFALVVLHGLAPHPAGDIVLVLGFQDVPQAEVGHAGHADDVSQ
EGLVLPVPGDKVGGGDLAHLQIVVVLAAVPHVGVQLVQQFVFDQLFQILVLEDPLDLIV
ADVAQPLVHVVFQQLGHLDFHEVAEGVLNILVVQFLFVQVVLVEHLAFLQLRHVGDLLN
QLFDVVHVLDLFVDNLGEVLFVVLPADDLVIVLADLVLLVLLAVLDQEKQFLDILFLIQL
VEGFLHVVDVVVALGALSVVVVDDVPLALAAHFFHVVLVDLLVVGLVLFEAVLQAVDL
VQLGFHVLPKDFQFLRVHVLVQQDLLQHGEAVLVFQVVLADVLFAIVLVLHGVLFFPVL
QIQHAVLQVQHLVAKELLQVLSSDPVLFLGGVVGVLDVDVQPDAQQLAQSLAGPVFLA
GGLHELALFDVLLVADAVDLGHFHGSTNLFSVSLNNIVILHVQIFRGLISLDSNTVVQESG
VHFLTLSFSERFHQPSRSGLFDLEEDLRSIGHLIDVSLRLDFWLDLWLSFLIDFVRHFLKLR
VPCTTTTTTATTTFFKLRMAPASHMAAARHQAAAVMMMMMAA




