
eco_DinG_2D
eco_DinG          1    ---------- ---------- -----MALTA ALKAQIAAWY KALQEQIPD- --FI-PRAPQ RQMIAD-VAK TLAGEEGRHL AIEAPTGVGK TLSYLIPGIA  70  
sau_DinG          226  [nuclease domain,225aa]----KKPTT NYNGSLKSLY RKAVDQLG-- ---L-TYRPQ QLYLAETILD QL--MHSEKA MIEASLGSGK SLAYLLAALM  292  
hsa_DDX11         1    ---------- ---------- ---------- ------MANE TQKVGAIHFP FPFT-PYSIQ EDFMAE-LYR VL--EAGKIG IFESPTGTGK SLSLICGALS  60   
hsa_FANCJ         1    ---------- ---------- ---------- ----MSSMWS EYTIGGVKIY FPYK-AYPSQ LAMMNS-ILR GL--NSKQHC LLESPTGSGK SLALLCSALA  62   
hsa_RTEL1         1    ---------- ---------- ---------- --------MP KIVLNGVTVD FPFQ-PYKCQ QEYMTK-VLE CL--QQKVNG ILESPTGTGK TLCLLCTTLA  58   
hsa_XPD           1    ---------- ---------- ---------- ---------M KLNVDGLLVY FPYDYIYPEQ FSYMRE-LKR TL--DAKGHG VLEMPSGTGK TVSLLALIMA  58   
tac_XPD           1    ---------- ---------- ---------- ---------- ---------- -MYEN-RQYQ VE-AIDFLRS SL--QKSYGV ALESPTGSGK TIMALKSALQ  45   
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eco_DinG_2D
eco_DinG         71   IAREEQKTLV VSTANVALQD QIYSKDLPLL KKIIPDLKFT AA-FG----- RGRYVCPRNL TALASTEPTQ QDLLAFLDDE LTPNNQE-E- QKRCAKLKGD  162
sau_DinG         293  YNIETGKHVM ISTNTKLLQS QLLEKDIPAM NEALNFKINA LLIKS----- KSDYISLGLI SQILKDDTSN YEVNILKMQL LIWITETPSG DIQELNLKGG  387  
hsa_DDX11        61   WLRDFEQKKR EEEARLLETG TGP[163aa] KKSPFGKDVR LVSL------ GSRQNLCVNE DVKSLGSVQL INDRCVDMQR SRHEKKKGAE EEKPK[8aa]  313  
hsa_FANCJ        63   WQQSLSGKPA DEGVSEKA-- EVQ[145aa] SSNTIKKDHT GKSK[34aa] SSRDHTCVHP EVV--GNF-N ---------- RNEKCMELLD GKNGK----- �308    
hsa_RTEL1        59   WREHLRDGIS ARKIAERA-- QGELFPDRAL SSWGNAAAAA GDPI[29aa] SYRPKVCVLG SREQLCIHPE VKKQESNHL- QIHLCRKKVA SR-------- �170 
hsa_XPD          59   YQRAYPLELI YVTKCSRTVP EIEKVIEELR KLLNFYEKQE GEKLPFLGLA LSSRKNLCIH PEVTP-LRF- GKDVDGK-CH SLTASYVRAQ YQHDTSLP--  153
tac_XPD          46   YSSERKLKVL YLVRTNSQEE QVIKELRSLS STMK--IRAI PMQ------- -GRVNMCILY RMVDD-LHEI NAESLAKFCN MKKREVMA-- -----GNEA-  126   
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eco_DinG_2D
eco_DinG         163  LDTYKWDGLR DHTDIAIDDD LWRRLSTDKA S---CLNRNC Y----YYREC PFFVARREIQ EAEVVVANHA LVMAAMESEA VLPD----PK NLLLVLDEGH  251  
sau_DinG         388  QKMYFDQKIE ---------- --------TY V---PARHDV H----YYN-- -F--IKRNAQ NIQIGITNHA HLIHSDVENS IYQL------ FDDCIVDEAH  451  
hsa_DDX11        314  ACPFY-NHEQ MGLL------ ------RDEA LAEVKDMEQL LALGKEARAC PYYGSRLAIP AAQLVVLPYQ MLLHAATRQA AGIRL----Q DQVVIIDEAH  396  
hsa_FANCJ        309  SCYFY-HGVH KISD----Q- --HTLQTFQG MCKAWDIEEL VSLGKKLKAC PYYTARELIQ DADIIFCPYN YLLDAQIRES MDLNL----K EQVVILDEAH  396  
hsa_RTEL1        171  SCHFY-NNVE EKSL----E- --QEL----- ASPILDIEDL VKSGSKHRVC PYYLSRNLKQ QADIIFMPYN YLLDAKSRRA HNIDL----K GTVVIFDEAH  253  
hsa_XPD          154  HCRFY-EEFD AHGR----E- --VPL----- PAGIYNLDDL KALGRRQGWC PYFLARYSIL HANVVVYSYH YLLDPKIADL VSKEL---AR KAVVVFDEAH  237  
tac_XPD          127  ACPYFNFKIR SDET------ --KRFLFDE- L---PTAEEF YDYGERNNVC PYESMKAALP DADIVIAPYA YFLNRSVAEK FLSHWGVSRN QIVIILDEAH  214  
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eco_DinG_2D
eco_DinG         252  HLPDVARDAL EMSAEITAPW YRLQLDLFTK LVA----TCM EQFRPKTIPP LAIPERLNAH CEELYELIA- SLNNI----- ---------- ----------  321  
sau_DinG         452  RLPDYALNQV TNELSYADIK Y--QLGLIGK NENEKLLKAI DQLEK----- QRILEKLDIA PIDIFGLKA- SMNEIHELN- ---------- EQLFSTIFTI  532  
hsa_DDX11        397  NLIDTITGMH SVEVSGSQLC QA--HSQLLQ YVERY-GKRL K--------- ---------- --------A- -------KNL MYLKQILYLL EKFVAVLGGN  458  
hsa_FANCJ        397  NIEDCARESA SYSVTEVQLR FA--RDELDS MVNNN-IRKK D--------- --H-EPLRAV CCSLINWLEA NAEYLVERDY ESACKIWSGN EMLLTLHKMG  481  
hsa_RTEL1        254  NVEKMCEESA SFDLTPHDLA SG--LDVIDQ VLEEQ-TKAA Q--------- --QGEPHPEF SAD------- SPSPGLNMEL EDIAK----L KMILLRLEGA  328  
hsa_XPD          238  NIDNVCIDSM SVNLTRRTLD RC--QGNLET LQKTV-LRIK E--------- --TDEQ---- ---------- ----RLRDEY RR---LVEGL REASAARETD  302  
tac_XPD          215  NLPDIGRSIG SFRISVESLN ---------R ADREA--QAY G--DP----- -ELS--QKIH VSDLIEMIR- SALQSMVSE- ---------- ----------  271  
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eco_DinG_2D
eco_DinG         322  ---------- ---------- ---------- LNLYMPAGQE AEH--RFAMG ELPDEVLEIC QRLAKLTEML RGLAELFLND LSEKTGSHDI VRLHRLILQM  389  
sau_DinG         533  IND------- ---------- ---------- SDVYDDDIHR FHNVFTFETK DILKDLHAII DKLNKTLEIF NGISHKTVKS ---------- --LRKQLLYL  593  
hsa_DDX11        459  IKQNP----- N-TQSLSQTG TELKTINDFL FQSQIDNINL FKVQRYCEKS MISRKL---F GFTERYGAVF SSREQPKLAG ---------- --F-QQFLQ-  535  
hsa_FANCJ        482  ITTATFPILQ GHFSAVLQKE E-------KI SPIYGKEEA- ---------- ---------- ----REVPVI SASTQIMLKG ---------- --L-FMVLDY  536  
hsa_RTEL1        329  IDAVEL---P GDDSGVTKPG S-------YI FELFAEAQIT FQT-KGCILD SLDQ-I---I QHLAGRAGVF TNTA--GLQK ---------- --L-ADIIQI  398  
hsa_XPD          302  -AHLANPVLP DEVLQEAVPG S--------- ---------- IRTAEHFL-- GFLRRLLEYV KWRLRVQHVV QESPPAFLSG ---------- --L-AQRVCI  367  
tac_XPD          272  ---------- ---------- ---------- ---------- -----RCGKG DVRIR----F QEFMEYMRIM NKRSEREIRS ---------- -----L-LNY  306  
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eco_DinG_2D
eco_DinG         390  NRALGMFEAQ SKLW------ --RL--AS-- ---------- LAQSSGAP-- ----VTKWAT RE--EREGQL HLWFHCVGIR VSDQLERLLW RSIPHIIVTS  459  
sau_DinG         594  KDKF------ ---------- ---------- -------K-- NIEQSLKAG- ----HTSFIS IKNLSQKSTI RLYVK--DYA VKDVLTKQVL EKFKSLIFIS  651  
hsa_DDX11        535  --SLQPRTTE ALAAPADESQ ASTLRPASPL MHI---QGFL AALTTANQDG RVILSRQG-- -----SLSQS TLKFLLLN-- PAVHFAQVV- KECRAVVIAG  620  
hsa_FANCJ        537  LFRQNSR--- ---------F A-----DDYK IAIQQTYSWT NQIDISDKNG LLVLPKNKKR SR--QKTAVH VLNFWCLN-- PAVAFSDI-N GKVQTIVLTS  614  
hsa_RTEL1        399  VFSVDPSEGS P-GSPAGLGA L-----QSYK VHIHPDAGHR RTAQR----- ----SDAWST TA--ARKRGK VLSYWCFS-- PGHSMHELVR QGVRSLILTS  479  
hsa_XPD          368  QRKPLRFCAE RLRSLLHTLE ITDLADFSPL TLL---AN-F ATLVSTYAKG FTIIIEPFDD RT--PTIANP ILHFSCMD-- ASLAIKPVF- ERFQSVIITS  458  
tac_XPD          307  LYLFGEYVEN EKEKVG---- ---KVPFSYC SSV---AS-- RIIAFSDQD- ----EEKYAA ILSPEDGGY- -MQAACLD-- PSGILEVL-- -KESKTIHMS  382  
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eco_DinG_2D
eco_DinG         460  ATLRSLNSFS RLQEMSGLKE KAGDRFVALD SPFNHCEQGK IVIPRMRVE- -----PS--- ----IDN-EE QHIAEMAAFF REQVESKKHL GMLVLFASGR  545  
sau_DinG         652  GTLKFNHSFE AFKQLFNKDV HF--NTFEVN TSLQSAKNTS VFIPSDVAS- -----YQ--- ----YKN-ID EYVASIVSYI IEYT-TITSS KCLVLFTSYK  734  
hsa_DDX11        621  GTMQPVSDFR QQLLACAGVE A--ERVVEF- ------SCGH VIPPDNILPL VICSGISNQP LEFTFQKREL PQMMDEVGRI LCNLCGVVPG GVVCFFPSYE  711  
hsa_FANCJ        615  GTLSPMKSFS SELGVTF--- -----TIQL- ------EANH IIKNSQVWVG TIGSGPKGRN LCATFQNTET FEFQDEVGAL LLSVCQTVSQ GILCFLPSYK  699  
hsa_RTEL1        480  GTLAPVSSFA LEMQIPF--- -----PVCL- ------ENPH IIDKHQIWVG VVPRGPDGAQ LSSAFDRRFS EECLSSLGKA LGNIARVVPY GLLIFFPSYP  564  
hsa_XPD          459  GTLSPLDIYP KILDFHPVTM A--------- ------TFTM TLARVCLCPM IIGRGNDQVA ISSKFETRED IAVIRNYGNL LLEMSAVVPD GIVAFFTSYQ  543  
tac_XPD          383  GTLDPFDF-- -YSDITGFEI PFK------- ------KIGE IFPPENRYIA YY-DG----- VSSKYDT-LD EKELDRMATV IEDIILKVKK NTIVYFPSYS  459  
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eco_DinG_2D
eco_DinG         546  AMQRFLDYVT DL-------- -R-LMLLVQG DQPRY--RLV ELHRK---RV AN--GER--- -SVLVGLQSF AEGLDLKGDL LSQVHIHKIA FPPIDSPVVI  624  
sau_DinG         735  MMHMVQDMLN ELPEF----- -EDYVVLTQQ QNQNY--KIV QQFNNFD-K- ---------- -AILLGTSTF FEGFDFQANG IKCVMIAKLP FMNKHN----  809  
hsa_DDX11        712  YLRQVHAHWE KGGLLGRLAA RKKIFQEPKS --AHQVEQVL LAYSRCIQAC GQERGQVTGA LLLSVVGGKM SEGINFSDNL GRCVVMVGMP FPNIRSAELQ  809  
hsa_FANCJ        700  LLEKLKERWL STGLWHNLEL VKTVIVEPQG GE-KTNFDEL LQVYYDAIK- --YKGEKDGA LLVAVCRGKV SEGLDFSDDN ARAVITIGIP FPNVKDLQVE  795  
hsa_RTEL1        565  VMEKSLEFWR ARDLARKMEA LKPLFVEPRS ---KGSFSET ISAYYARVA- --APGS-TGA TFLAVCRGKA SEGLDFSDTN GRGVIVTGLP YPPRMDPRVV  657  
hsa_XPD          544  YMESTVASWY EQGILENIQR NKLLFIETQD --GAETSVAL EKY-QE--AC --ENG--RGA ILLSVARGKV SEGIDFVHHY GRAVIMFGVP YVYTQSRILK  634  
tac_XPD          460  LMDRVENRVS FE---H---- MKEYRGI--D Q--KELYSML KKFRRDH--- ----G----- TIFAVSGGRL SEGINFPGNE LEMIILAGLP FPRPDAINRS  536  
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eco_DinG_2D
eco_DinG         625  TEGEWLKS-L ------NRY- PFEVQSLPSA SFNLIQQVGR LIRSHGCWGE VVIYDKRLLT KNYGKRLLDA LPVFPIEQPE VPEGIVKKKE KTKSPRRRRR  716  
sau_DinG         809  -AKYWLMDSE -------FTS TFKEYVLPDA VTRFRQGLGR LIRNENDRGI IVSFDDRLIN SNYKNFFEQT LENYRQKKGD I-QQFGKL-- LRQIQKKKK-  897  
hsa_DDX11        810  EKMAYLDQTL PR--APGQAP PGKALVENLC MKAVNQSIGR AIRHQKDFAS VVLLDQRYAR PPVLAKLPAW IRARVEVKAT FGPAIAAVQ- KFHREKSASS  906  
hsa_FANCJ        796  LKRQYNDHHS K----LRGLL PGRQWYEIQA YRALNQALGR CIRHRNDWGA LILVDDRFRN NPSRYISGLS KWVRQQIQHH STFESA-LES [CTD,384aa] 1249  
hsa_RTEL1        658  LKMQFLDEMK GQGGAGGQFL SGQEWYRQQA SRAVNQAIGR VIRHRQDYGA VFLCDHRFAF ADARAQLPSW VRPHVRVYDN FGHV---IRD [CTD,573aa] 1300  
hsa_XPD          635  ARLEYLRDQF -Q-IRENDFL TFDA-MRHAA -----QCVGR AIRGKTDYGL MVFADKRFAR GDKRGKLPRW IQEHLTDANL NLTVDEGVQV [CTD,44 aa] 760  
tac_XPD          537  LFDYYER--K -------YGK GWEYSVVYPT AIKIRQEIGR LIRSAEDTGA CVILDKRAGQ --FRKFIPDM –KKTSDPASD IYNFFISAQA REKYGA----  620  
Clustal Consensus         :                                 * :**  **     .   .  *.*
tac_XPD_2D

 
Residues'for'ATP'binding'and'hydrolysis'
Residues'for'DNA'binding'and'transloca9on'
Residues'for'4FeS'cluster'forma9on'
Disease'related'

Q I 

II 

HD1'
HD2'

III 

III 

IV 

V 

VI 

FeS'domain'
Arch'domain'

Ia 

P 


