pfRad51
hsRad51
hsRad51b
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hsXrcc2
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hsRad51
hsRad51b
hsRadb5lc
mmRad51d
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hsXrcc2

pfRad51
hsRad51
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pfRad51
hsRad51
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hsRad51
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mmRad51d
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hsXrcc2
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1 MAGEEVKEIDEFEELGFEPATEETPKKKKKEKIIRSIEDLPGVGPATAEKLREAGYDTLEATIAVASPIELKEVAGISEGTALKIIQAARK
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| Linker region C terminal domain Walker A
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91 AA-—-----—---- NLGTFMRADEYLKKRA----TIGRISTGSKSLDKLLGGGIETQAITEVHGEFGSGKTPLAHTLAVMVOLPPEEGGL
81 LV--——-=—————= PM-GFTTATEFHQRRS----EIIQITTGSKELDKLLQGGIETGS I TEMEGEFRTGKTPICHTLAVTCQLPIDRGGG
59 AC--——-----——- AP-KMOTAYGIKAQRSADF-SPAFLSTTLSALDEALHGGVACGSLTEITGPPGCGKTPFCIMMSILATLPTNMGGL
67 ECLTNKPRYAGTSESH-KKCTALELLEQEH----TQGFIITFCSALDDILGGGVPLMKTTEIJGAPGVGKTPLCMQLAVDVQIPECFGGY
60 QF-———-——————- SA-FPLNGADLYEELK---TSTAILSTGIGSLDKLLDAGLYTGEVTEIYGGPGSGKTPVCLCVAANVA-———- HSL
56 HLR-——--——-——- GS-SILTALQLHQQKERFPTQHQRLSLGCPVLDALLRGGLPLDGITELAGRSSAGKTPLALQLCLAVQFPRQHGGL
1 —mmmmmm - MCSAFHRAESGTELLARLEGRSSLKEI ----EPNLFADEDSPVHGDI LEFHGPEGTCKTEMLYHLTARCILPKSEGGL
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165 NGSVIWIDTENTFRPERIREIAQNR-———————————————— = GLDPDEVLKHIYVARAFNSNHOMLLVQQAEDKIKELLNTDR-PV
154 EGKAMYIDTEGTFRPERLLAVAERY-—-—-———————————————— GLSGSDVLDNVAYARAFNTDHOTQLLYQASAMMVES—————— RY
135 EGAVVYIDTESAFSAERLVEIAESRFPRYFN-————————-— TEEKLLL---TSSKVHLYRELTCDEVLQRIESLEEEI I SK-—-——— GI
152 AGEAVFIDTEGSFMVDRVVDLATACIQHLQLIAEKHKGEEHRKALEDFTLDNILSHIYYFRCRDYTELLAQVYLLPDFLSEHS————— KV
129 QONVLYVDSNGGMTASRLLOLLQAR————=—-=—m—m————m— TQDEEKQASALQORIQVVRSFDIFRMLDMLODLRGT IAQQEATSSGAV
134 EAGAVYICTEDAFPHKRLOQOLMAQQPRLRTD-—-—=——-—=—— VPGELLQKLRFGSQIFIEHVADVDTLLECVNKKVPVLLSRG-——-—— MA
75 EVEVLFIDTDYHFDMLRLVTILEHR-—=-=—=—=—=—=—-— LSQSSEEIIKYCLGRFFLVYCSSSTHLLLTLYSLESMFCS-———— HPSL
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233 KLLIVISLTSHFRSEYIG--RGALAERQOKLAKHLADLHRLANLYDIAVFVTNQVQA—=——-——-— RPDAFFGDPTRP-—-—————————
217 ALLIVDSATALYRTDYSG--RGELSARQMHLARFLRMLLRLADEFGVAVVITNQVVAQVD-—-—--— GAAMFAADPKKP—-———————————
205 KLVILDSVASVVRKEFDAQLOGNLKERNKFLAREASSLKYLAEEFSIPVILTNOITTHLSGALASQADLVSPADDLSLSEGTSGSSCVIA
237 RLVIVDGIAFPFRHDL--—-- DDLSLRTRLLNGLAQQMISLANNHRLAVILTNOMTTKIDRNQALLVP~—=—— === —mmm—mmmm o —— —
201 KNVIVDSVTAVVAPLLGG----QQREGLALMMQLARELKILARDLGVAVVVTNHLTRDWDGRREFKP——— === === —mmmmm o mm—— =
208 RILVVIDSVAAPFRCEFDS--QA-SAPRARHLOSLGATLRELSSAFQSPVLCINQVTEAMEEQGAAHGPLGEWDERVSP————————————
144 CLLILOSLSAFYWIDRVN-GGESVNLOESTLRKCSQCLEKLVNDYRLVLFATTQOTIMOKASSSSEEPSHASRRLCDVDIDYRP———————
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300 IGGHILAHSATLRVYLRKGK------- GGKRIARLIDAPHLPE-GEAVFSITEKGIED-——--———=———————————————————
287 IGGNIIAHASTTRLYLRKGR------- GETRICQIYDSPCLPE-AEAMFAINADGVGDAKD-—=——==—————-—————————m————
295 ALGNTWSHSVNTRLILQYLD------—- SERRQILIAKSPLAPF-TSFVYTIKEEGLVLQAYGNS——=-———————————————————
300 ALGESWGHAATIRLIFHWDR--------— KQRLATLYKSPSQKE-CTVLFQIKPQGFRDTVVTSACSLQTEGSLSTRKRSRDPEEEL

263 ALGRSWSFVPSTRILLDVTEGAGTL-GSSQRTVCLTKSPRQPTGLQEMIDIGTLGTEEQSPELPGKQTHCLGS—=———-—=-——-—-—-—
283 ALGITWANQLLVRLLADRLREEEAALGCPARTLRVLSAPHLPP-SSCSYTISAEGVRGTPGTQSH-———-—-=-—-—=———————————
226 YLCKAWQQLVKHRMFEFSKQD----DSQSSNQFSLVSRCLKSNSLKKHFFIIGESGVEFC-——————————————————————————





