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Figure S1. Putative interaction network of AtHSP22.0.
Homologous proteins in tea plant and Arabidopsis are shown in red and black, respectively. The
genes in red suggest highly connected nodes or hub genes.
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Figure S2 Expression profiles of CssHSP genes in different tissues.
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Frigure S3 Alignment of the Amino Acid Sequences of CsHSP24.6 and Its Homolog Proteins.
Alignment is generated using DNAMAN with default parameters. Black indicates the location of
conservative residues and gray indicate the location of similar residues. Regionl-C, Regionll-ACD
and Regionlll-N are shown in red box. The following sequences used for the above sequence
alignment: Oryza sativa(Os); Arabidopsis thaliana(At); Glycine max (Gm); Selaginella
moellendorffii(Sm); Solanum lycopersicum (SI); Camellia sinensis (Cs).
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Frigure S4 Alignment of the Amino Acid Sequences of pTAC5 and Its Homolog Proteins.

Alignment is generated using DNAMAN with default parameters. Black indicates the location of
conservative residues and gray indicate the location of similar residues. PG-binding domain and Dnal
domin are shown in red box. Asterisk indicates the conserved cysteine residues. The following
sequences used for the above sequence alignment: Brachypodium distachyon (Bd), XP_003580127;
Hordeum wvulgare (Hv), BAJ86305; Sorghum bicolor(Sb), XP_002446784; Zea mays(Zm),
NP_001147545; Oryza sativa(Os), EEE61332; Arabidopsis lyrata(Al), XP_002870363; Arabidopsis
thaliana(At), NP_193103; Glycine max (Gm), XP_003555492; Medicago truncatula (Mt),
XP_003590698; Populus trichocarpa(Pt), XP_002297812; Ricinus communis(Rc), XP_002518117;
Vitis  vinifera  (Vv),CBI33363; Physcomitrella patens(Pp), XP_001778192; Selaginella
moellendorffii(Sm), XP_002963552.
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Frigure S5. PCR identification and phenotypic observation of positive plants overexpression of
CsHSP24.6 and CspTACS.



