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Figure S1. Sequence alignment of 59 iLBPs from subfamilies of BABPs, FABPs, and CR(A)BPs. The alignments are colored based on the Gonnet Pam250 

matrix [1], using the groupings of ‘STA’, ‘NEQK’. ‘NHQK’, ‘NDEQ’,‘QHRK’, ‘MILV’, ‘MILF’, ‘HY’, ‘FYW’, and ‘C’ for the analysis of sequence similarity. 

Amino acid positions showing sequence identity or similarity in at least 75% of the depicted sequences are colored in blue and yellow, respectively. 

Additional sequence conservation observed in BABPs are colored in brown (identity) and pink (similarity). Amino acid sequence of proteins discussed in the 

text (BABPs, ileal: UniProt P51161, Homo sapiens; UniProt P10289, Sus scrofa; UniProt P50119, Oryctolagus cuniculus; UniProt Q6IMW5, Danio rerio; UniProt 

F1NUJ7, Gallus gallus; BABPs, liver: UniProt P07148, Homo sapiens; UniProt P80226, Gallus gallus; FABPs: intestinal: UniProt P02693, Rattus norvegicus; CRBP-I 

and CRBP-II: UniProt P02696 and UniProt P06768, respectively, Rattus norvegicus) are shown in bold. 
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