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the per-residue estimate pLDDT confidence score. (C,D) The plots display the predicted 

alignment errors (PAE)  on a residue basis for the AlphaFold models shown in panels (A) and 

(B) demonstrating confidence in the relative position of subunits within the complex. The Y-

axis show aligned residues and the X-axis show the scored residues. The aligned error is color 

coded according to the bar to the left of the plots. 

 

Figure S5: Multiple sequence alignments of IFT74 and IFT81 homologues 
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Sequence alignment of the C-terminal parts of IFT74 (A) and IFT81 (B) homologues from Hs 

(Homo sapiens), Mm (Mus musculus), Gg (Gallus gallus), Xt (Xenopus tropicalis), Tb 

(Trypanosoma brucei), Cr (Chlamydomonas reinhardtii) and Ce (Caenorabditis elegans). 

RabL2 interacting regions are marked in red boxers. 

 

Movie 1: 3D representation of the crosslinking network of RabL2 with IFT74460-C and 

IFT81460-C  

The IFT81 is colored in green, IFT74 in cyan and CrRabL2 in salmon. Residues of each protein 

that contributes to crosslinks are shown as sticks. The intermolecular crosslinks between the 

reactive side chains are labelled as dashed blue lines. 

 

Movie 2: 3D representation of the crosslinking network of human RabL2B with human 

IFT74414-C and IFT81459-C 

 The HsIFT81 is colored in deep green, IFT74 in teal and human RabL2B in orange. Residues 

of each protein that contributes to crosslinks are displayed as sticks and the intermolecular 

crosslinks are labelled as dashed blue lines between the reactive side chains. 

 

Supplemental material 1: Cross-links identified within the IFT-B1 hexamers by XL-

MS/MS 

An excel file with the information obtained with MeroX comprising the crosslinking pairs 

found within the Chlamydomonas and human IFT-B1 hexamers at a high confidence based on 

a false discovery rate (FDR) of 1%. The “score” is the best score calculated for any combination 

of the cross-link sites in the two peptides. The “site1” and “site2” represents the crosslinked 

residues of the first (Prot1) and the second (Prot2) protein. “P%” reflects the probability of the 

site to be the correct one and “type” indicates whether the crosslinks are taking place within the 

same protein (intraprotein) or between two different proteins (interprotein). Last, the 

Crosslinking Spectrum Match (CSMs) represents the number of times that a given crosslinking 

site has been detected. 
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