
pfRad51      1 MAGEEVKEIDEFEELGFEPATEETPKKKKKEKIIRSIEDLPGVGPATAEKLREAGYDTLEAIAVASPIELKEVAGISEGTALKIIQAARK
hsRad51      1 ----------MAMQMQLEANADTSVEEESFGPQPISRLEQCGINANDVKKLEEAGFHTVEAVAYAPKKELINIKGISEAKADKILAEAAK
hsRad51b     1 --------------------------------MGSKKLKRVGLSQELCDRLSRHQILTCQDFLCLSPLELMKVTGLSYRGVHELLCMVSR
hsRad51c     1 ------------------------MRGKTFRFEMQRDLVSFPLSPAVRVKLVSAGFQTAEELLEVKPSELSKEVGISKAEALETLQIIRR
mmRad51d     1 -------------------------------MGMLRAGLCPGLTEETVQLLRGRKIKTVADLAAADLEEVAQKCGLSYKALVALRRVLLA
hsXrcc3      1 --------------------------------MDLDLLDLNPRIIAAIKKA---KLKSVKEVLHFSGPDLKRLTNLSSPEVWHLLRTASL
hsXrcc2      1 ------------------------------------------------------------------------------------------

pfRad51     91 AA------------NLGTFMRADEYLKKRA----TIGRISTGSKSLDKLLGGGIETQAITEVFGEFGSGKTQLAHTLAVMVQLPPEEGGL
hsRad51     81 LV------------PM-GFTTATEFHQRRS----EIIQITTGSKELDKLLQGGIETGSITEMFGEFRTGKTQICHTLAVTCQLPIDRGGG
hsRad51b    59 AC------------AP-KMQTAYGIKAQRSADF-SPAFLSTTLSALDEALHGGVACGSLTEITGPPGCGKTQFCIMMSILATLPTNMGGL
hsRad51c    67 ECLTNKPRYAGTSESH-KKCTALELLEQEH----TQGFIITFCSALDDILGGGVPLMKTTEICGAPGVGKTQLCMQLAVDVQIPECFGGV
mmRad51d    60 QF------------SA-FPLNGADLYEELK---TSTAILSTGIGSLDKLLDAGLYTGEVTEIVGGPGSGKTQVCLCVAANVA-----HSL
hsXrcc3     56 HLR-----------GS-SILTALQLHQQKERFPTQHQRLSLGCPVLDALLRGGLPLDGITELAGRSSAGKTQLALQLCLAVQFPRQHGGL
hsXrcc2      1 ------------MCSAFHRAESGTELLARLEGRSSLKEI----EPNLFADEDSPVHGDILEFHGPEGTGKTEMLYHLTARCILPKSEGGL

pfRad51    165 NGSVIWIDTENTFRPERIREIAQNR---------------------GLDPDEVLKHIYVARAFNSNHQMLLVQQAEDKIKELLNTDR-PV
hsRad51    154 EGKAMYIDTEGTFRPERLLAVAERY---------------------GLSGSDVLDNVAYARAFNTDHQTQLLYQASAMMVES------RY
hsRad51b   135 EGAVVYIDTESAFSAERLVEIAESRFPRYFN-----------TEEKLLL---TSSKVHLYRELTCDEVLQRIESLEEEIISK------GI
hsRad51c   152 AGEAVFIDTEGSFMVDRVVDLATACIQHLQLIAEKHKGEEHRKALEDFTLDNILSHIYYFRCRDYTELLAQVYLLPDFLSEHS-----KV
mmRad51d   129 QQNVLYVDSNGGMTASRLLQLLQAR------------------TQDEEKQASALQRIQVVRSFDIFRMLDMLQDLRGTIAQQEATSSGAV
hsXrcc3    134 EAGAVYICTEDAFPHKRLQQLMAQQPRLRTD-----------VPGELLQKLRFGSQIFIEHVADVDTLLECVNKKVPVLLSRG-----MA
hsXrcc2     75 EVEVLFIDTDYHFDMLRLVTILEHR----------------LSQSSEEIIKYCLGRFFLVYCSSSTHLLLTLYSLESMFCS-----HPSL

pfRad51    233 KLLIVDSLTSHFRSEYIG--RGALAERQQKLAKHLADLHRLANLYDIAVFVTNQVQA---------RPDAFFGDPTRP------------
hsRad51    217 ALLIVDSATALYRTDYSG--RGELSARQMHLARFLRMLLRLADEFGVAVVITNQVVAQVD------GAAMFAADPKKP------------
hsRad51b   205 KLVILDSVASVVRKEFDAQLQGNLKERNKFLAREASSLKYLAEEFSIPVILTNQITTHLSGALASQADLVSPADDLSLSEGTSGSSCVIA
hsRad51c   237 RLVIVDGIAFPFRHDL-----DDLSLRTRLLNGLAQQMISLANNHRLAVILTNQMTTKIDRNQALLVP----------------------
mmRad51d   201 KVVIVDSVTAVVAPLLGG----QQREGLALMMQLARELKILARDLGVAVVVTNHLTRDWDGRRFKP------------------------
hsXrcc3    208 RLVVIDSVAAPFRCEFDS--QA-SAPRARHLQSLGATLRELSSAFQSPVLCINQVTEAMEEQGAAHGPLGFWDERVSP------------
hsXrcc2    144 CLLILDSLSAFYWIDRVN-GGESVNLQESTLRKCSQCLEKLVNDYRLVLFATTQTIMQKASSSSEEPSHASRRLCDVDIDYRP-------

pfRad51    300 IGGHILAHSATLRVYLRKGK-------GGKRIARLIDAPHLPE-GEAVFSITEKGIED----------------------------
hsRad51    287 IGGNIIAHASTTRLYLRKGR-------GETRICQIYDSPCLPE-AEAMFAINADGVGDAKD-------------------------
hsRad51b   295 ALGNTWSHSVNTRLILQYLD-------SERRQILIAKSPLAPF-TSFVYTIKEEGLVLQAYGNS----------------------
hsRad51c   300 ALGESWGHAATIRLIFHWDR--------KQRLATLYKSPSQKE-CTVLFQIKPQGFRDTVVTSACSLQTEGSLSTRKRSRDPEEEL
mmRad51d   263 ALGRSWSFVPSTRILLDVTEGAGTL-GSSQRTVCLTKSPRQPTGLQEMIDIGTLGTEEQSPELPGKQTHCLGS-------------
hsXrcc3    283 ALGITWANQLLVRLLADRLREEEAALGCPARTLRVLSAPHLPP-SSCSYTISAEGVRGTPGTQSH---------------------
hsXrcc2    226 YLCKAWQQLVKHRMFFSKQD----DSQSSNQFSLVSRCLKSNSLKKHFFIIGESGVEFC---------------------------
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