Appendix 3

Circular dichroism
Method: (D-crystallin protein (25 µM) and purified oligomers (18 µM) in dialysis buffer (20 mM phosphate buffer + 100 mM NaCl + 2mM EDTA + 0.01% azide) at pH 2.5 was used to record spectra on Jasco-810 spectropolarimeter using quartz cuvette of 1 mm path length. Volume of sample used was 400 µL. A spectrum was recorded at a scan speed of 50 mm/min with bandwidth 3 mm from 190 to 260 nm wavelength. Final spectrum is an average of three accumulation scan. 

CD spectrum is expressed in mean residue weight ellipticity using the following formula.
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Where ( = mean residue weight ellipticity. It is expressed in degree cm2decimole-1, d is path length of cuvette in centimeter, c is the concentration of protein in mg/mL. MRW is mean residue weight and it is calculated by following equation.
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Figure S7. CD spectrum of monomer (A) and oligomer (B).
Table S4. Quantification of secondary structure of monomers, oligomers and fibrils obtained at pH 2.5.

	Secondary structures and 

standard range of 

its wavenumber (cm-1)
	Monomers
	Oligomers
	Fibrils

	Cross-( sheet (1611-1630 cm-1)
	Nil
	31.26 % ( ± 0.21)
	36.73 % ( ± 0.25)

	(-sheet (1630-1637 cm-1)
	63.35 % ( ± 0.95)
	Nil
	Nil

	Random coil (1637-1647 cm-1)
	Nil
	27.66 % ( ± 0.37)
	26.47 % ( ± 0.42)

	(-helix (1647-1662 cm-1)
	32.87 % ( ± 2.28)
	20.47 % ( ± 0.97)
	15.06 % ( ± 0.49)

	(-turn (1662-1678 cm-1 and
1689-1699 cm-1)
	Nil
	20.61 % ( ± 1.14)
	21.18 % ( ± 0.32)

	Antiparallel (-sheet
(1679-1688 cm-1)
	4.68 % ( ± 3.04)
	Nil
	Nil
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Figure S8. Curve fit spectra of amide I band of (D crystallin in dialysis buffer at pH 7. 
Table S5. Quantification of secondary structure of (D crystallin protein in dialysis buffer at pH 7.
	Secondary structures and

standard range of

its wavenumber (cm-1)
	Percent secondary structure

	(-sheet (1630-1637 cm-1)
	59.38 ( ± 0.99)

	(-turn (1662-1678 cm-1 and 
1689-1699 cm-1)
	37.57 ( ± 0.44)

	     Antiparallel (-sheet
(1679-1688 cm-1)
	3.03   ( ± 0.81)
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