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Figure S1; MS/MS spectrums of the synthetic peptides a) aA 55-65: TVLDSGISEVR b) oA 146-157:
IQTGLDATHAER
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Figure S2; a) LC-MS chromatograms of the tryptic peptides of aA 55-65: TVLDSGISEVR (a-1) and
synthetic peptides of oA 55-65 (a-2, a-3). LB-Asp: TVLD(LB-Asp)SGISE(La-GIU)VR, Ly-Glu:
TVLD(La-Asp)SGISE(Ly-GIu)VR, Da-Asp: TVLD(Da-Asp)SGISE(La-Glu)VR, La-Asp:
TVLD(La-Asp)SGISE(La-Glu)VR, DB-Asp: TVLD(DB-Asp)SGISE(La-GIu)VR b) The structure of La-
and Ly-glutamyl (Glu) residue in protein.



10 20
Bovine MDIAIQHPWF KRTLGPFYPS
Human MDVTIQHPWF KRTLGPFYPS

60 70
SLFRTVLDSG [SEVRSDRDK
SLFRTVLDSG [SEVRSDRDK

110 120
NERQDDHGYI SREFHRRYRL
NERQGDDHGYI SREFHRRYRL

160 170
DAGHSERAIP VSREEKPSSA
DATHAERAIP VSREEKPTSA

Q)

30
RLFDQFFGEG
RLFDQFFGEG

80

40 50
LFEYDLLPFL SSTISPYYRQ
LFEYDLLPFL SSTISPYYRQ

90 100

FVIFLDVKHF SPEDLTVKVQ EDFVEIHGKH

FVIFLDVKHF

130
PSNVDQSALS
PSNVDQSALS

PSS
PSS

SPEDLTVKVQ DDFVEIHGKH

140 150
CSLSADGMLT FSGPKIPSGY
CSLSADGMLT FCGPKIQTGL

60 70 80 90 100
SG [SEVRSDRDK FVIFLDVKHF SPEDLTVKVQ EDFVEIHGKH
— ) -

110 120 130 140 150
NERQDDHGY[ SREFHRRYRL PSNVDQSALS CSLSADGMLT FSGPKIPSGV
— — — ——

160
DAGHSERAIP VSR

) Helix
= Beta strand

Hinge loop

Figure S3; a) Primary sequence of bovine and human aA-crystallin b) Primary and secondary structures
of bovine aA-crystallin 59-163 c) Tertiary structure of bovine aA-crystallin 59-163 (PDB ID: 3L1E).



