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Supplementary Table S1: TGFBI mouse digests in solution matching with in silico digestion (2 
missed cleavages allowed). 21 peptide digests from TGFBI were obtained. 

Range Miscleavages 
Theoretical 

[M+H]+ 
Experimental 

[M+H]+ 
Mass accuracy 

(ppm) 
Sequence 

[462-464] 1 416.298 416.29775 2.5 KLR 

[663-666] 0 445.2518 445.251666 2.3 AAQR 

[91-95] 0 529.298 529.298371 2.1 VPGEK 

[677-680] 0 530.3297 530.330071 1.9 LLER 

[422-426] 0 543.2885 543.287468 1.5 DGVPR 

[54-59] 0 631.3774 631.377337 1.3 VIGTNK 

[350-355] 0 631.3774 631.377337 1.2 AVISNK 

[465-469] 0 683.3875 683.386065 0.6 VFVYR 

[67-71] 0 780.3787 780.3787 0.4 QWYQR 

[656-662] 0 782.3791 782.379335 0.3 QASAYSR 

[180-186] 0 817.4666 817.467336 0.1 VLTDELK 

[173-178] 0 820.377 820.37741 0.1 YHMVDR 

[564-570] 0 830.4982 830.496124 0 ELTNILK 

[670-676] 0 846.4832 846.483454 -0.3 LAPVYQR 

[603-610] 0 873.4789 873.479686 -0.3 NNVVSVNK 

[288-295] 0 913.5102 913.509012 -0.5 IPAETLNR 

[173-179] 1 976.4781 976.479467 -0.7 YHMVDRR 

[296-304] 0 983.552 983.549738 -0.7 ILGDPEALR 

[305-313] 0 1079.6208 1079.6195 -0.9 DLLNNHILK 

[488-496] 0 1087.5241 1087.5253 -0.9 FGTLFTMDR 

[591-602] 1 1290.69 1290.68948 -1.1 SLQGDKLEVSSK 

[497-510] 0 1532.7885 1532.7862 -1.4
MLTPPMGTVM

DVLK 



Supplementary Figure S1: H&E and Congo red staining for mouse, human samples as adopted 
from [1](control and diseased) 



Supplementary Figure S 2 : 7T-MALDI-FTICR spectrum of TGFBIp digest in solution matching (A) with in silico digestion (2 
missed cleavages allowed). 17 peptide digests from TGFBI were obtained. Each * in the spectrum corresponds to unique m/z digest of TGFBIp 
matching with the in-silico approach and thus reported in the study. Other major peaks may correspond to the trypsin only or 
non-reported peptides in the reaction mixture.  
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Supplementary Table S2: 7T-MALDI-FTICR spectrum of TGFBIp digest in solution matching. The 
major peaks may correspond to the trypsin only or non-reported peptides in the reaction mixture.  



Supplementary Figure S3: Search parameters used for TFGBIp as adopted from [1] to match 
PMF obtained from the control and treated tissue sections. 



Supplementary Figure S4 as adopted from [1]: MS/MS fragmentation of m/z 838.489 in (a) 
Digested human cornea, (b) Control trypsin only and (c) Query of the MS/MS in Mascot database
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Supplementary Figure S5: 

BLAST Results of the peptides showing TGFBIp to be the best hit protein. This shows the 
specificity of the peptide to TGFBIp 

Blast queries Parameters 
Non-redundant UniProtKB/Swissprot sequences 
Humans taxid:9605 

Sequence Experimental m/z First Blast result 

ALPPRER 838.489 TGFBI-p Big-h3 

VIGTNRK 787.474 TGFBI-p Big-h3 

IPSETLNR 929.508 TGFBI-p Big-h3 

DGTPPIDAHTR 1179.579 TGFBI-p Big-h3 

LTLLAPLNSVFK 1315.802 TGFBI-p Big-h3 

Peptide ALPPRER (m/z 838.489) 

838.4894 -0.923 549-555 1ALPPRER



Peptide VIGTNRK (m/z 787.474) 

Peptide IPSETLNR (m/z= 929.508) 

IPSETLNR 929.505 929.508 0.003 3.23 TGFBI

VIGTNRK 787.478 787.474 0.004 5.07 TGFBI*



Peptide DGTPPIDAHTR (m/z = 1179.579) 

Peptide LTLLAPLNSVFK (m/z= 1315.802) 

DGTPPIDAHTR 1179.575 1179.579 0.004 3.39 TGFBI

LTLLAPLNSVFK 1315.798 1315.802 0.004 3.04 TGFBI
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