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Supplement Figure S1
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Figure S1. Elution profile of CA from Superdex 75 increase 10/300 column at 0.5 mL/min collected in SEC-
SAXS/MALLS mode. Data is accessible as SASBDB accession code SASDFP8 (a) SAXS derived chromatogram —
integrated intensities vs elution volume. (b) MALLS derived chromatogram — Rayleigh Ratio vs elution volume.
Profiles are normalized for better comparison. Note, the other four samples are shown in Figure 2.
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Figure S2. Elution profile of aFER from Superdex 200 increase 10/300 column at 0.5 mL/min collected in SEC-
SAXS/MALLS mode. UV absorbance is shown in red, differential refractive index in blue.
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Figure S3. Autocorrelation functions (ACFs). Measured ACF in black, fitted nonlinear least squares algorithm.
Fits shown in same colors as in Figure 5. Derived values for Ru are indicated.
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Figure S4. In detail characterization of CA. (a,b) MALLS derived chromatogram— Rayleigh Ratio vs elution
volume in green with stable Ru (a) and MWwatts (b) across the elution peak. (¢,d) SAXS derived chromatogram -
integrated intensities vs elution volume produced by CHROMIXS (in orange) with stable Rc values across the

elution peak (c) and Porod volume derived MW estimate (d).
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Figure S5. In detail characterization of monomeric BSA. (a,b) MALLS derived chromatogram— Rayleigh Ratio vs
elution volume in green with stable Ru (a) and MWwaLts (b) across the elution peak. (c,d) SAXS derived
chromatogram - integrated intensities vs elution volume produced by CHROMIXS (in orange) with stable Rc

values across the elution peak (c) and Porod volume derived MW estimate (d).
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Figure S6. In detail characterization of dimeric BSA. (a,b )MALLS derived chromatogram— Rayleigh Ratio vs
elution volume in green with stable Ru (a) and MWwaLts (b) across the elution peak. (c,d) SAXS derived
chromatogram - integrated intensities vs elution volume produced by CHROMIXS (in orange) with stable Rc
values across the elution peak (c) and Porod volume derived MW estimate (d).
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Figure S7. In detail characterization of aFER. (a,b )MALLS derived chromatogram— Rayleigh Ratio vs elution
volume in green with stable Ru (a) and MWwatts (b) across the elution peak. (¢,d) SAXS derived chromatogram -

integrated intensities vs elution volume produced by CHROMIXS (in orange) with stable Rc values across the

elution peak (c) and Porod volume derived MW estimate (d).
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Figure S8. Automated output summary from SASFLOW/CHROMIXS. Key parameters and structural analysis are

shown for all samples measured. Figure has been cropped for better visuality.
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Figure S9. SASBDB entry. SASDFP8- Carbonic anhydrase from bovine erythrocytes SEC-SAXS
coupled to multiangle laser and quasi-elastic light scattering (MALLS and QELS);

MW experimental 28 kDa

MW expected 29 kDa

Porodvolume 37 nm?

(@) SAXS scattering plot in log-linear scale. Guinier analysis is shown as inlay.
(b) Kratky plot
() p(r) function
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Figure S10. SASBDB entry. SASDFQ8- Bovine serum albumin, purified monomer SEC-SAXS coupled
to multiangle laser and quasi-elastic light scattering (MALLS and QELS);

MW experimental 63 kDa

MW expected 66 kDa

Porodvolume 98 nm?

(a) SAXS scattering plot in log-liear scale. Guinier analysis is shown as inlay.
(b) Kratky plot
(c) p(r) function
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Figure S11. SASBDB entry. SASDFRS8- Bovine serum albumin, purified dimer SEC-SAXS coupled to
multiangle laser and quasi-elastic light scattering (MALLS and QELS);

MWexperimental 126 kDa
MWexpected 133 kDa
Porodvolume 211 nm3

(a) SAXS scattering plot in log-linear scale. Guinier analysis is shown as inlay.

(b) Kratky plot
(c) p(r) function
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Figure S12. SASBDB entry. SASDFS8- Yeast alcohol dehydrogenase 1 SEC-SAXS coupled to
multiangle laser and quasi-elastic light scattering (MALLS and QELS);

MW experimentat 142 kDa

MW expected 147 kDa

Porodvolume 201 nm?

(a) SAXS scattering plot in log-linear scale. Guinier analysis is shown as inlay.
(b) Kratky plot
(c) p(r) function



Crystals 2020 14 of 14

Supplement Figure S13

2000 -
50000 - 10.7 [\
R2=0.9997 it
5 10.6 3
] “ 1000 | A
=10.5 % P\
5000 { | = ) :
! <104 4 : : : =
2 0.01 0.02 0.03 0.04
2 nm-2 0
) /'\ > 0
500 -
0.2 -
‘ 0.15 -
50 -
Z0.1 -
0.05 -
5 T T T T 1 0 T T 1
0 1 2 . nm 3 4 5 0 5 om 10 15
(a) (c)

Figure S13. SASBDB entry. SASDFN8-Apoferrin horse spleen SEC-SAXS coupled to multiangle laser
and quasi-elastic light scattering (MALLS and QELS); Apoferritin light chain.

MW experimentat 454 kDa

MW expected 479 kDa

Porodvolume 679nm?3

(a) SAXS scattering plot in log-linear scale. Guinier analysis is shown as inlay.
(b) Kratky plot
(c) p(r) function



