eco_DinG_2D

eco_DinG 1
sau_DinG 2
hsa_DDX11 1
hsa_FANCJ 1
hsa_RTEL1 1
hsa_XPD 1
tac_XPD 1
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG 71
sau_DinG 293
hsa_DDX11 61
hsa_FANCJ 63
hsa_RTEL1 59
hsa_XPD 59
tac_XPD 46
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG ™ 163
sau_DinG 388
hsa_DDX11 314
hsa_FANCJ 309
hsa_RTEL1 171
hsa_XPD 154
tac_XPD 127
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG 252
sau_DinG 452
hsa_DDX11 397
hsa_FANCJ 397
hsa_RTEL1 254
hsa_XPD 238
tac_XPD 215
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG 322
sau_DinG 533
hsa_DDX11 459
hsa_FANCJ 482
hsa_RTEL1 329
hsa_xXPD 302
tac_XPD 272
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG 390
sau_DinG 594
hsa_DDX11 535
hsa_FANCJ 537
hsa_RTEL1 399
hsa_XPD 368
tac_XPD 307
Clustal Consensus
tac_XPD_2D
eco_DinG_2D
eco_DinG 460
sau_DinG 652
hsa_DDX11 621
hsa_FANCJ 615
hsa_RTEL1 480
hsa_XPD 459
tac_XPD 383
Clustal Consensus
tac_XPD_2D

eco_DinG_2D

eco_DinG 546
sau_DinG 735
hsa_DDX11 712
hsa_FANCJ 700
hsa_RTEL1 565
hsa_XPD 544
tac_XPD 460
Clustal Consensus
tac_XPD_2D
eco_DinG_2D

eco_DinG 625
sau_DinG 809
hsa_DDX11 810
hsa_FANCJ 796
hsa_RTEL1 658
hsa_XPD 635
tac_XPD 537
Clustal Consensus
tac_XPD_2D
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Residues for ATP binding and hydrolysis

Residues for DNA binding and translocation

Residues for
Disease related

FeS cluster formation

162
387
313
308
170
153
126

251
451
396
396
253
237
214

321
532
458
481
328
302
271

389
593
535
536
398
367
306

545
734
711
699
564
543
459

624
809
809
795
657
634
536

716
897
906
1249
1300
760
620



