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Chaperone families Major functions of chaperone families

Small heat shock proteins  Prevent the aggregation of other proteins, by collecting protein
(e.g. Hsp27%) “garbage”, act as “dustmen” of cells
Hsp60 family Assistance in protein folding and re-folding

Hsp70 family Assistance in protein folding and re-folding

Hsp90 family Stabilize substrate proteins and maintain their active, or inactive
state, prevent the aggregation of other proteins, by collecting
protein “garbage”, act as “dustmen” of cells

Hsp 100 family Deseggregation of proteins

(P. Csermely & I. Yahara, 2002)
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FGENESH 2.6 Prediction of potential genes in Dicot_arab genomic DNA

Seq name: scaffold_5:16357000..16363699

Length of sequence: 6700

Number of predicted genes 1: in +chain 1, in -chain 0.
Number of predicted exons 6: in +chain 6, in -chain O.

Positions of predicted genes and exons: Varizig A AL E |
— iEgtzﬂ’ § l A?Flﬂﬁlfi

B CcDsf W cDsi A CDsl
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239 1000 1500 2000 2500 3000 3500 4000 4500 5020

1 + 1 CcDsf 239 - 1288 177.8E7 239 - 13287 1145

1 + 2 CDsi 1510 - 1691 33 .32 1512 - 16351 180

1+ 3 CDsi 1805 - 2431 94 .53 1205 - 2429 621

1+ 4 CDS1 2513 - 2792 35.928 2514 - 2792 275

1 + 5 CDsi1 2884 - 3081 26 .47 2884 - 3081 198

1 + & CDsS1 3185 - 3481 48 .93 3185 - 3431 297

1+ Folh 5020 1.06
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*Vierling E. The roles of heat shock proteins in plants
*Cermely P. and Yahara |. Heat shock proteins

*M. Agarwal et al. molecular characterization of rice Hsp101
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*Guanfeng W. and Xuening W. Molecular analysis of common wheat
genes encoding three types of cytosolic heat shock protein 90 (Hsp90):
functional involvement of cytosolic Hsp90s in the control of wheat
seedling growth and disease resistance
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