
[bookmark: OLE_LINK3][bookmark: OLE_LINK1][bookmark: OLE_LINK2][bookmark: _GoBack]S1 Fig. Chlorophyll biosynthesis (white areas) and degradation (gray areas) pathway. GSA: L-glutamic acid-1-semialdehyde; ALA: δ-aminolevulinic acid; PBG: porphobilinogen; Urogen III: Uroprophyrinogen III; Coprogen III: Coproporphyrinogen III; Protogen: Protoporphyrinogen IX; Proto: Protoporphyrin IX; Mg-PPIX: Mg-protoporphyrin IX; Mg-PPIX-ME: Mg-protoporphyrin IX monomethyl eater;Pchlide a: Protochlorophyllide; Chlide a: chlorophyllide a; Chl a: Chlorophyll a; Chl b: Chlorophyll b; Pheide a: Pheophorbide a; Phetin a: Pheophytin a; Enzyme abbreviations: GluTR: GlutamyltRNA reductase; GSA-AT: Glutamate-1-semialdehyde aminotransferase; ALAD: ALA dehydratase; PBGD: Porphobilinogen deaminase; UroS: Uroporphyrinogen III synthase; UroD: Uroporphyrinogen III decarboxylase; CPO: Coproporphyrinogen oxidase; PPXI: Protoporphyrinogen oxidase; MgCh: Mg-chelatase; MTF: Mg-protoporphyrin IX methyltransferase; MTC: Mg-protoporphyrin IX monomethylester cyclase; VR: 8-vinyl reductase; POR: NADPH-protochlorophyllide oxidoreductase; CS: Chlorophyll synthase; CAO: Chlorophyll a oxygenase; CBR: Chlorophyll b reductase; HCR: Hydroxychlorophyll a reductase; Chlase: Chlorophyllase; MCS: Mg-dechelatase; PAO: Pheophorbide a oxygenase; RCCR: Red chlorophyll catabolite reductase.
image1.jpeg
[

uTE

)

o
UMY

(cniase
> Chla—————>(Chlide a

Bigg > Mg-PPIX > Mg-PPIX-ME > Pchiide a > Chiide a = Chia k’l”gs”\/‘ (ncsm
T [ &) :(/:A\O\\] Phetina [——>{Pheide a
Pm;ge” Thylakoid o]~ q é;é‘jl
| . . . Red chiorophyll catabolte
Coprogen lll € Urogen Il €=/ De e €=—PBG < G G(lg?&y» =
== v

Chloroplast

Fluorescent chiorophyll catabolite





