Table S2. Distribution of LBD types and domain models in the total LBD dataset.

Domain superfamily LBD type Domain model No. of LBDs % of each domain model
4HB_MCP Single 4HB 4HB_MCP_1 12754 17.597
TarH 2840 3.918

CHASE3 1133 1.563

Double 4HB HBM 906 1.250

Subtotal: 17633 24.328

Cache-like Double Cache dCache_1 11216 15.475
Cache_3-Cache_2 1381 1.905

dCache_3 598 0.825

dCache_2 560 0.773

Ykul_C 5 0.007

Single Cache sCache_2 4049 5.586

sCache_3_3 779 1.075

sCache_3_2 179 0.247

Diacid_rec 90 0.124

CHASE4 35 0.048
CHASES S < 0.032.

Subtotal: 18915 26.097

Unknown Unknown UNKNOWN 15776 21.766
PAS PAS PAS_3 6704 9.249
PAS_9 2096 2.892

PAS_4 1459 2.013

PAS_8 430 0.593

PAS 316 0.436

PAS_7 19 0.026

PAS_10 3 0.004

PAS_6 1 0.001

Subtotal: 11028 15.215

GAF GAF GAF 786 1.084
GAF_2 232 0.320

GAF_3 1 0.001

Subtotal: 1019 1.406

Protoglobin Protoglobin Protoglobin 1682 2.321
Globin 20 0.028
Bac_globin e B 0.008

Subtotal: 1708 2.357

PBP Periplasmic Binding Proteins Phosphonate-bd 74 0.102
SBP_bac_5 64 0.088

SBP_bac_3 60 0.083

Peripla_BP_4 50 0.069

SBP_bac_8 36 0.050

OpuAC 13 0.018

Peripla_BP_5 9 0.012

DctP 8 0.011

SBP_bac_1 5 0.007

Peripla_BP_3 4 0.006

NMT1_2 4 0.006

Peripla_BP_6 3 0.004

NMT1 2 0.003

Subtotal: 332 0.458

HNOX-like Heme and NO binding HNOB 235 0.324
4Fe-4S Iron-sulfur cluster binding FeS 78 0.108
Fer4_10 54 0.075

Fer4 46 0.063

Ferd_7 14 0.019

Fer4_9 11 0.015

Ferd_6 3 0.004

Ferd_20 3 0.004

Subtotal: 209 0.288

GPCR-A GPCR-like 7TMR-DISM_7TM 43 0.059
NADP-Rossman NAD binding GFO_IDH_MocA 15 0.021
Semialdhyde_dh 4 0.006

Subtotal: 19 0.026

Gx-transp Transporter 5TM-5TMR_LYT 26 0.036
Beta-propeller Extracellular binding Reg_prop 38 0.052
GBD Galactose binding 7TMR-DISMED2 10 0.014
CBM_4_9 2 0.003

Subtotal: 12 0.017

TPR Protein-Protein interactions TPR_19 6 0.008
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Putative LBD EMC3_TMCO1 1 0.001
Putative LBD EF-hand_11 1 0.001
Putative LBD EAL 1 0.001
Domain of unknown function DUF442 1 0.001
Domain of unknown function DUF4118 1 0.001
Domain of unknown function DUF3235 1 0.001
Domain of unknown function DUF1640 1 0.001
Putative LBD DNA_pol_A_exo1 1 0.001
Putative LBD CHASE 1 0.001
Putative LBD Cas_DxTHG 1 0.001
Putative LBD bzZIP_2 1 0.001
Putative LBD BLUF 1 0.001
Putative LBD Band_7 1 0.001
Putative LBD Bac_rhodopsin 1 0.001
Putative LBD Asparaginase 1 0.001
Putative LBD Alanine_zipper 1 0.001
Quorum sensing Al-2E_transport 1 0.001
Putative LBD 5_3_exonuc_N 1 0.001
Putative LBD 5_3_exonuc 1 0.001
Putative LBD 2CSK_N 1 0.001
Subtotal: 5449 7.52

TOTAL: 72480 100



