At3g22960, PK,-a, 67% coverage
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gievdtvteaelkengfrstrrtklictigpatcgfeqlealavggmnvarl
nmchgtrdwhrgvirsvrrineekgfavaimmdtegseihmgdigg
easakaedgevwtftvrafdssrpertisvsydgfaedvrvgdellvd
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At5g52920, PK,-B,, 21 % coverage
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At1932440, PK,-B8,, 10% coverage
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Supplemental Figure 2. Protein sequences, predicted transit peptides, and proteomics
coverage of PK,-a ,PK,-B; ,and PK,-f,. Gene Loci, encoded subunit, and percent
coverage by proteomics are listed. ChloroP predicted chloroplast transit peptides are in

bold. Peptide fragments identified by proteomics are highlighted in gray.



