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Supplementary Figure S1 The intron/exon organization of Chl degradation related SAGs.
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lloﬂ' Symbol Motif Consensus
WKVEDDACPHRLAPLSEGRIDQWGRLQCVYHGWCENGSGDCKFIPQAPPD
NFGLWTDHIIPRHMLHMSQNLILDSDLYLLHLEERKIMKAGPSNHHKACF
TKKKPPY I PELDDPSYTKSMGARDLPYGYEILMEN VMDPAHVPYAHYG
SDAHI AFRAHLR.KYSGGQLDHGTNFSS}\LPPTPPKEQLMDRYHSHWNC
SHHGEEK FDWLSQWYPVAPVCDLDKRKPHSKR! DVVVWW|
INHGVMSVMRITAVSMAILCE‘AASRHLSYFIYKTFHFHDYTHAFC
AKVTVYPSAVQHGIWFHPNTDPQFKDIF

REGGT PIEISVKRSAIDGFDAERELARSKFIPPCLYYTCLDFPAYQSN
HMSPKRALLZLICVPVSPGNSRLXWT
RDLFI(I(AI(ENAPCJVF!DE!DAVGRQRGTG!GGGNDEREQTLNQLLTEMD
ITLKEIDDSIDRIVAGMEGTKMTDGKSKILVAYHE IGHAICGTLTPGHD
KAKFQIEPNTGVTFDDVAGVDEAKQDFQEIVEFLKKPEKFMVGARIPKG
SSCSVAYKGLQVLEVVLQIFS IA!
QSGDVILRMLARNSMSEKLAED!DTAVKRIIEDAYEIAKTHIRNNREA!D
IVGGLGGRAAEELIFGEPEITTGAAGDLQOITGJAKQMVTMFGMSEIGEW
RPGRFDRQVTVGLPDIRGREEILKVHAGNKKFDGDVSLDIIAMRTPGFSG

HGDSNFFREHPELQEAJVWVY FHSNLPEFNCM]
TNLLGLLJCCREA!KMMRNQG GGHIFN!DGAGSGGRPTPRFAVYGATKC
SRV

SEBIBFRBRISomNons N

PPGTGKTLLAKAIAGEAGVPFFSJSGSEFIEMFVGIGA:
RMSYSRFLZYLDEGRVKKVDLFENGTIAIVE

Supplementary Figure S2 Composition of conserved motifs of Chl degradation related SAGs.



