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Figure S1: SDS-PAGE image of Human (D Crystalline Protein. Lane 1 represents Protein marker; 2, 3, 4 and 5 lane shows protein after purification. 
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Figure S2. The normalized autocorrelation curve of the (D-crystallin protein at pH 7.
Analytical ultracentrifugation

Sedimentation velocity experiments were performed on Optima XL-I analytical ultracentrifuge (Beckman Inc.) equipped with An-50Ti8 place rotor. (D crystallin protein in dialysis buffer at pH 7 was used for the examination. Samples were centrifuged at 129048 g at 20°C using two channel charcoal-filled centerpieces with Sapphire glass windows. Absorbance scans were monitor at 280 nm and average of three scan was recorded at each step. AUC data was analyzed by using SEDFIT software. Other parameters and value used were partial specific volume 0.71141 (calculated from primary sequence of protein), buffer density (ρ) 1.00363 g/mL and buffer viscosity (η) 0.00906 poise (calculated by using SEDNTERP) for 20 mM phosphate buffer and 100 mM NaCl, pH 7 at 20 (C. Continuous distribution c(s) model was used to fit data by using SEDFIT software. The root-mean-square deviations (RMSD) values of all the fits to data were in between 0.005 to 0.006 and runs test Z values were below 20.
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Figure S3. A, B Molecular weights distribution of (D crystallin monomers and various other species present in dialysis buffer at pH 7. 
To mitigate aggregates interference, we ultracentrifuged the protein at 19,000rfc for 30 mints, yielding a 1000-fold lower aggregate-to-monomer ratio with no notable impact on subsequent aggregation reactions.
Table S1. Molecular weights and percent abundance of the species observed in AUC experiment corresponding peak numbers in (Figure S2B).

	Peak Number
	Molecular weight of species
	Percent abundance

	1
	22.96 ± 0.14
	97.91 ± 0.04

	2
	90.69 ± 6.20
	0.92 ± 0.47

	3
	294.99 ± 92.37
	0.40 ± 0.16

	4
	601.53 ± 32.89
	0.23 ± 0.15

	5
	1006.4 ± 54.03
	0.11 ± 0.10


Table S2. State of (D-crystallin protein in pH 2.5.

	Aggregation conditions
	Radius of protein (Å)
	Volume (Å3)
	No. of monomers

	pH 7.0
	10.87 ( 0.03
	5.3 × 103  ( 58.61
	1

	pH 2.5
	11.93 ( 0.59
	(7.1 ( 1.0) × 103
	1.32


Table S3. Radius, volume, and number of monomers in intermediate aggregate species formed on the aggregation pathway of (D-crystallin in pH 2.5.

	Time (min)
	Radius (Å)
	Volume (Å3)
	Approximate no. of monomers in aggregates

	0
	11.93 ( 0.59
	(7.1  ( 1.0) × 103
	1

	3
	21.27 ( 0.23
	(40.2 ( 1.3) × 103
	5.69 ( 0.66

	6
	34.04
	1.0 × 105
	25.84

	12
	54.97 ( 12.22
	(7.4 ( 4.7) × 105
	110.67 ( 81.92

	15
	83.75 ( 23.94
	(2.7 ( 2.1) × 106
	413.35 ( 360.71

	18
	75.66 ( 5.87
	(1.8 ( 0.4) × 106
	263.56 ( 98.41

	27
	116.01 ( 22.17
	(6.9 ( 3.7) × 106
	(1.0 ( 0.6) × 103

	30
	127.64 ( 19.83
	(9.0 ( 4.0) × 106
	(1.3 ( 0.7) × 103

	35
	156.23 ( 29.92
	(16.8 ( 9.2) × 106
	(2.4 ( 6.6) × 103
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