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Table S1.  The list of Pfam families and InterPro families/domains used to identify members of 

the RSS in UniProt Release 2020_05 and InterPro Release 82 in the release of RadicalSAM.org 

described in this Perspective is provided on the “Sequence Families” subtab of the “Current 

Release” tab on Home page of RadicalSAM.org.  In recent unpublished updates of the RSS, the 

Pfam families and InterPro families/domains in this table were added to the list to provide a more 

complete inventory of the members of the RSS. 

 

Identifier Short Name Identifier Short Name 

IPR017672 MA_4551-like IPR027626 Pseudo_SAM_Halo 

IPR023805 Uncharacterised_Spl-rel IPR030894 Ahb_Proteobacteria 

IPR023807 Peptide_mod_rSAM IPR030950 rSAM_PoyD 

IPR023820 rSAM_GDL-assoc IPR031004 rSAM_YfkAB 

IPR023858 RSAM_HmdB IPR031010 rSAM_mob_pairA 

IPR023862 CHP03960_rSAM IPR031014 rSAM_BlsE 

IPR023863 rSAM_PTO1314 IPR031019 rSAM_vs_C_rich 

IPR023867 Sulphatase_maturase_rSAM IPR034519 TunB-like 

IPR023874 DNA_rSAM_put IPR034532 OxsB-like 

IPR023984 rSAM_ocin_1 IPR040087 MJ0021-like 

IPR024021 FeFe-hyd_HydE_rSAM IPR040088 MJ0103-like 

IPR024032 rSAM_paired_HxsC IPR041582 RimO_TRAM 

IPR026351 rSAM_SeCys PF04055 Radical_SAM 

IPR026401 CXXX_matur PF08497 Radical_SAM_N 

IPR027559 B12_rSAM_oligo PF12345 DUF3641 

IPR027622 rSAM_Clo7bot   
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Expanded images for seven text figures. 
 

Figure S2. The SSN generated with a maximum e-value edge threshold of 1e-20 used by the SFLD 

to identify its 20 functionally characterized subgroups (colored/numbered clusters) and 22 

uncharacterized subgroups.  Large nodes represent experimentally characterized proteins: 

downward arrows indicate a structurally characterized protein; diamonds indicate no structural 

characterization. Reproduced with permission from reference 9; http://www.elsevier.com. 

 

Figure S7. A representative Explore page: Megacluster-3-1, 7-carboxy-7-deazaguanine synthase-

like, SFLD subgroup 1. 

 

Figure S9. A representative GND Viewer page: Cluster-6 in the “diced” SSN for Megacluster-1-

1 generated with a minimum edge alignment score threshold  of 60. 

 

Figure S12A. Navigation through diced megaclusters. “Previous” and “Next” navigation buttons 

(green arrows) direct the cluster selection backward and forward, respectively, in the selected diced 

SSN. 

 

Figure S12B. Navigation through diced megaclusters. “Cluster” drop down menu allows the user 

to select any cluster in the currently viewed diced SSN.  

 

Figure S12C. Navigation through diced megaclusters. Alignment score drop down menu allows 

the user to view the cluster in the selected diced SSN. 

 

Figure S13. AS Walk-Through pop-up window showing identity of the progenitor cluster 

(“Previous Cluster) and progeny clusters (“Next Clusters”). 

 

Figure S14. Search functions: “Find by UniProt ID” identifies the cluster(s) containing the user-

specified accession ID; “Find by Sequence” identifies the cluster(s) with the best HMM match to 

the user-specified sequence; “GND Lookup” provides the GND(s) for the user-specified UniProt 
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ID(s); “Find by Taxonomy” provides a list of the UniProt accession IDs and their clusters for the 

user-specified genus/species. 

 

Figure S15. The Submit page for community submission of enzymatic activities and metabolic 

functions. 
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Figure 2. The SSN generated with a maximum e-value edge threshold of 1e-20 used by the SFLD 

to identify its 20 functionally characterized subgroups (colored/numbered clusters) and 22 

uncharacterized subgroups.  Large nodes represent experimentally characterized proteins: 

downward arrows indicate a structurally characterized protein; diamonds indicate no structural 

characterization. Reproduced with permission from reference 9; http://www.elsevier.com. 
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Figure 7. Example of an Explore page. Shown is Megacluster-3-1: 7-carboxy-7-deazaguanine 

synthase-like (SFLD subgroup 1). 
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Figure 9. A representative GND Viewer page: Cluster-6 in the “diced” SSN for Megacluster-1-1 

generated using an alignment score of 60. 
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Figure 12A. Navigation through diced megaclusters. “Previous” and “Next” navigation buttons 

(green arrows) direct the cluster selection backward and forward, respectively, in the selected diced 

SSN. 
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Figure 12B. Navigation through diced megaclusters. “Cluster” drop down menu allows the user 

to select any cluster in the currently viewed diced SSN.  
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Figure 12C. Navigation through diced megaclusters. Alignment score drop down menu allows the 

user to view the cluster in the selected diced SSN. 
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Figure 13. AS Walk-Through pop-up window showing identity of the progenitor cluster 

(“Previous Cluster) and progeny clusters (“Next Clusters”). 
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Figure 14. Search functions: “Find by UniProt ID” identifies the cluster(s) containing a user-

specified UniProt ID. “Find by Sequence” identifies the cluster(s) with the best HMM match to a 

user-specified sequence. “GND Lookup” provides the GND(s) for the user-specified UniProt 
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ID(s). “Find by Taxonomy” provides a list of the UniProt IDs and their clusters for the user-

specified genus/species. 
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Figure 15. The Submit page for community submission of enzymatic activities and metabolic 

functions. 

 


