
Aligned using an external algorithm

Consensus
1. SP|Q19546|WRN_CAEEL
2. SP|Q14191|WRN_HUMAN
3. SP|O09053|WRN_MOUSE
4. SP|O93530|WRN_XENLA
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-----   T  QRK PEWM           - K    K   ED LPF  F GSIVYSY       XXX XX   X    XXXXXXXXXXX X XXXX XXX  X   XX X       XX

------------------------------------------------------------
T QRK PEWM K K ED LPF F GSIVYSYMSEKKLET AQ C NVQNKRCAVEE-R ACVR SVF D LE T DA
T QRK PEWM K K ED LPF F GSIVYSY-----MET SL F SMQSQRCATEE-- ACVQ SVL N LE P EA
T QRK PEWM K K ED LPF F GSIVYSY-------M SL L SVKQQEDRIDDAK SFCK NIL N MK N ES

 DCS LSEDI   L   DV GFD EWPP Y  GK   VA IQ CVSE KCYLFH S M  X   X     XXX XXX  X   X    X XX  XXX  X  X    X      X X XX

------------------------------------------------------------
DCS LSEDI L DV GFD EWPP Y GK VA IQ CVSE KCYLFH S MS F SMS SDG V M L NR LGK L L S V S SV
DCS LSEDI L DV GFD EWPP Y GK VA IQ CVSE KCYLFH S MS F SMR SDG V M I KP RSR V L S I S SV
DCS LSEDI L DV GFD EWPP Y GK VA IQ CVSE KCYLFH S MN L RSS LEE L I V TK TGK L V K I P AG

FP GLK LLE     K GVGIEGDQWKL  D   KL  F EL   AN KL C E W  N   X   X   XXXXX X           XX XXX  XX X  XXX  X  X X X XX X

------------------------------------------------------------
FP GLK LLE K GVGIEGDQWKL D KL F EL AN KL C E W NQ M NKAVK A LR FDI KN V TDV K K T T SL S
FP GLK LLE K GVGIEGDQWKL D KL F EL AN KL C E W NQ M NKSIK A LR FDV ES V TDV E K A T SL G
FP GLK LLE K GVGIEGDQWKL D KL F EL AN KL C E W NK R DESVR V MS YEL KG I SEM Q R K K TF G

L KH    QL K KS RCSNW  F LTEDQKLYAATDAYAG  IY  L      -   F  X  XXXX  X X  X     XX X                XX  XX XXXXXX XXX X

------------------------------------------------------------
L KH QL K KS RCSNW F LTEDQKLYAATDAYAG IY L FV LLGK L D I SK P FI RN EILDDT-VQR A
L KH QL K KS RCSNW F LTEDQKLYAATDAYAG IY L FV VLGK L D I SN P LI QK GNLGDT-AQV A
L KH QL K KS RCSNW F LTEDQKLYAATDAYAG IY L FI LFKE Y R Y DI L LL KK EGMDAHESDS R

59

53

53

119

113

113

179

173

173

238

232
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              QL   S    DL    P          R    L   SE L  LR  XXXXXXXXXXXXXX  XXX XXXX  XXXX XXXXXXXXXX XXXX XXX  X XX  XX

------------------------------------------------------------
QL S DL P R L SE L LRINKEEEILLSDMNK TSI EEVM AKHL HAFSKLENPR VSIL KDI N YS RM
QL S DL P R L SE L LRLNKAEENLPLEMKK NSI EEMR ANRF VTCRNLETLQ VPVI KSI N CS KV
QL S DL P R L SE L LRVGREGVADCKGVKR TDL KGLM VNQV NSFGCYTEAV AVDI EDL K EE NI

298

292

293

       E    PG     L  ED        K I               P    L    XXXXXXX XXXX  XXXXX XX  XXXXXXXX X XXXXXXXXXXXXXXX XXXX XXXX

PG L PMISDDDDLPSTR SVNEE ---------------PETE----PEDNDEL ETEPESDSD
E P L ED K I P LIIGSTNI TELR SNNLNL SF STTGGVQQ Q REHEVLIHVEDETWD TLDH AKHD
E PG L ED K I P LICGPTNT TRLK SSFNL SS SAAAGEKE Q GKHSTFAKIKEEPWD ELDS VKQE
E G ED K I LMKEASKA ----- NGLHFQNS CS---KKD S LHVACK------------ES AEH-
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   V  NK      -       D    E           I E EL   E         D XXX XX  XXXXXX XXXXXXX XXXX XXXXXXXXXXX X X  XXX XXXXXXXXX X

V NK DKPT TS TEN--------------------------------------------QVA E
V NK D E I E EL E DGED LG VERKED-GFEDGVE NKLK NMERACLMSLD T H QIL QQSQEEYLS I
V N D E I E EL E DEVD FR QVKQEKG-ESENEIE NLLR DMERTCVIP-S S N QDL QQAKEEKYN V

K D E I E EL E------- MDCKNADSQNNKDI SCQN NRDEDFFMTLG S E YMM REDDKKQTN--

                                  ---    D E D SY IESDED E EXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX   XXXX X X X  X      X X 

D D DE EDYDSFDDFVPSQTHTASKIPVKNKRAKKCTVESDSSSSDDS QGD CEFIPAC TQ VP
D E D SY IESDED E EAYKSTEHLSPNDNENDTSYVIESDEDLEMEMLKH---LSPN N N T V L M
D E D SY IESDED E ESHQ---------------------------LSEH---LSPN D N S I L M

E D SY IESDED E--------------------------PDYKLNKD---SCDTNE K M V FDS

  -------------------------------KSLE LN   VEP              XX                                   X  XXX   XXXXXXXXXXXXXX

S LN V PKIKRGYTLRTRASVKNKCDDSWDDGIDEEDVSKR EDT DSF D EFMDSVL-DNQLTI
KSLE LN VEPML------------------------------- N SGT THSKCLKMERNLGL
KSLE LN VEPML------------------------------- N SDV THSTWLEMGTNGRL
KSLE L EII------------------------------- D DNSTE ALGTGVP---QAGLI

P K -             -   E     D   P P      CLK YFGHSSFKPVQWKV  X X XXXXXXXXXXXXX XXX XXXXX XXX X XXXXXX   X              X

K E P L FGH F QW VKG KQFLDDGEFFTDRNVPQID ATKMKWASMTS PQEALNA NEF KG REK D V
P K E D P P CLK YFGHSSFKPVQWKVT E-EEEDDENEAN-----EG EDDDK FLW A NEEQVT M I
P E D P P CLK YFGHSSFKPVQWKVPEE-EDGHGN--EA-----IK EQEEE HLL E NAKQIN T I
P K D P P CLK YFGHSSFKPVQWKVA S-VDTVADEEEDEGI-EEEDDDDDW PSM E SAQHIS T V

HSVL ERRDN VVMATGYGKSLC Q PPVY   IG VISPLISLMEDQVLQL  SNI AC    X     X            X X    XXX  X                XX   X  

VL D V M TGYGKS C Q P V SPLISLM DQV L I ARN GG-K QF L S V Y L SLLLNSMTV V N TT VSKG D V
HSVL ERRDN VMATGYGKSLC Q PPVY IG VISPLISLMEDQVLQL SNI ACE VA F Y VGK L KM P
HSVL ERRDN VVMATGYGKSLC Q PPVY IG VISPLISLMEDQVLQL SN ACE V F Y TGK I EL VP
HSVL ERRDN VVMATGYGKSLC Q PVY IG VI PLISLMEDQVLQL SNI CR L Y FA TSG I C EM SS

 LGSAQS N L --D K GK R IY TPE CS    LLQ L    GITLIA DEAHCISEX      X X X   X X  X X  X   X  XXXX   X XXXX      X        

L R IY PE L I L A DEAHC SK DGHSTQIEWDQVANNMHRI F MS MVTSQKG ELLTSCRKH S L I V Q
LGSAQS N L D K GK R Y TPE CS LLQ L GITLIA DEAHCISEF E V T-- I L Y IV V Y GNMG Q EADI V
LGSAQS N L D K GK R IY TPE CS LLQ L GITLIA DEAHCISEL K I G-- V L Y V I F GNLD Q DSSI V
LGSAQS N L D K GK R IY TPE CS LLQ L GITLIA DEAHCISEF K V Q-- V D M V M F RGIS D DNRY I

WGHDFR S R LGSLK -- LP VP  ALTATAS SIREDI   LNL  PQITCT FDRP      X X X     X  X  X  XX       X      XXX   XX      X    

WGHDFR S R L L P ALTATA R D L L P IT T FDRN Y H AEIRNRSD CNI MI TVRV D VIAN R RK L T S K
WGHDFR S R LGSLK LP VP ALTATAS SIREDI LNL PQITCT FDRPD F K T--A M IV S VRC RN G
WGHDFR S R LGSLK LP VP AL ATAS SIREDI LNL PQITCT FDRPS F M T--A L VI S S ISC KD G
WGHDFR R LGSLK LP VP ALTATAS SIREDI LNL PQ TCT FDRPSAY S R--M N IV P TKS HN V S
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NLYL V RKT NI  DL  FL K    S WEFEGPTIIYCP RKM  QVT EL KL   C    X X   X  XX  XX  X XXXX X            X   XX   X  X  XXX 

NLY V DL F K F GPTIIYC M V LIS HSS-KDMAE GL M- TDEVKGRH G QTKQ VDD NCV RRIGVRS
NLYL V RKT NI DL FL K S WEFEGPTIIYCP RKM QVT EL KL CE R G LQ QP V --TS H S TQ G R NLS
NLYL V RKT NI DL FL S WEFEGPTIIYCP RKM QVT EL KL CE G G LQ KP VRK-AS A S TE A G NLA
NLYL V RKT NI DL FL K S WEFEG TI YCP RK QVT EL KL CD A T SI RQ I KQQG G A V T TSE A I GIA

 TYHAGM    R   HHRF RDEI CVVATVAFGMGINK DIR VIHYGAPK MESYYQEX      XXXX XXX    X    X              X   X        X       

YHAG R H F RD I VATVAFGMGI K D R VIHYG P ESYYQEAH LTKNQ EKA TD M K TTI D P V N C NNI
TYHAGM R HHRF RDEI CV AT AFGMGINK DIR VIHYGAPK MESYYQEG SFST KDI V Q I I A Q D
TYHAGM R HHRF RDEI CVVATVAFGMGINK DIR VIHYGAPK MESYYQER KISE KDV L Q A K E
TYHAGM R HHRF RDEI CVVATVAFGMGINK DIR VIHYGAPK MESYYQEG GIKQ REV M H P K E

IGRAGRDGL S CH LWAPAD N  R  L EI    FR YKL-KM  KMEKYL SS CRR         X X  X      X XX XX X  XXXX  X      XX      X  X   

IGRAGRDG S C WAP D N L L M E L CRRSP I RVF K L TIKFK RNSQQKEEVVEN TM LRQL LV TTVG
IGRAGRDGL S CH LWAPAD N R L EI FR YKL KM KMEKYL SS CRRQ S V I LN HL T RNEK L - MA H R
IGRAGRDGL S CH LWAPAD N R L EI FR YKL KM KMEKYL SS CRRQ S L F TS NL I HDEK L - MV H Q
IGRAGRDGL S CH LWA AD N R L EI FR YKL KM KMEKYL SS CRRP C A Q M FN HM G PNKG E - LT N T

 IILSHFEDK   KAS  IMGTEKCCDNC  RL        SED   DFGPQA    SAVX         XXX   XX           XX  XXXXXXXX   XXX      XXXX   

L HF CCD C L SYQL K DPSYAKPPT----MQAD R TEM NGNQDSSS IVDVT--TESKWLFQVIN
IILSHFEDK KAS IMGTEKCCDNC RL SED DFGPQA SAVQ QVQ LG RS DHCYSMDD TSW FKLL
IILSHFEDK KAS IMGTEKCCDNC RL SED DFGPQA SAVR CLQ LD RP NHCLTANN ASQ FQLL
IILSHFEDK KAS IMGTEKCCDNC RL ED DFGPQA SAVK QLR SG KT ICNISINDT NLQ YKFI

D L  KFGIG PILFLRGS SQR  D-  R H LFG GK Q E WWK L   LI EG L  X XX     X        X   XX  XX X X   X  X X X   X XXX  X  X X

K GIG PI FLRGS LFG GK WWK L L G LEMYNG T K E SKEDWRIKTTSQQK I HIPDK A AAS RIA Y G
D L KFGIG PILFLRGS SQR D R H LFG GK Q E WWK LI EG LI GE L N LA -QY R S T D T S AFSRQ T F V
D L KFGIG PILFLRGS SQR D R H LFG GK Q E WWK L LI EG LI QE I N LP -KY G R A E A S T SHH A F V
D L KFG G P LFLRGS SQR D R H LF GK Q E WK L LI EG LV GQ T V V T VP -RF N S SS D T AF V ARQ T Y Q

EV   - KF   C LT KG  WL  A    --  SLLLQ N E          S   S--  XXX X  XXX X  X  XX  XX XXXX  XX     X X XXXXXXXXXX XXX   

EV KF L G WL LLQ E S SRLMQM GSCIT SEL ER LTGKEMKIDATPI GKK KAAPSTVPGA RSQ --
EV KF C LT KG WL A SL LQ N E S SSRY-N MKI A K RN HK NTES---Q I A E LCPKKLLLPS KTV --
EV K C LT KG WL A SLLLQ N E S SPKE-N YIKT S K RK GE SSQS--PP A E MFPRKVLLPS NPV --
E KF C LT KG WL A SLLL N ESSGQ-T STI G S SN IK NNEQ--CP PS N LCLQRTRVSNFSSAQAH

     H       P          L    SY      S   N  K S     P       XXXXX XXXXXXX XXXXXXXXXX XXXX  XXXXXX XXX XX X XXXXX XXXXXXX

P Y N K------TKSSTEI TKIL-----GANKIRE EPANENEQLM LK QEV-TG---------
H P L SY S N K S PSGTKE CYNQ--V VELSTEKKSN EKLY KPCDKI SGS IS K IMVQS EKAYSSS
H P L SY S N K S PPETTQ SSNQ--N AGLTT-KQSN ERTH KVPEKV SGT IP K AVMPS GTSSSPL
H L SY S K S PSSMVP ASSNTRSSMPKAGPEKME KDKF QEAERL KAAGVS S FKLQT CKLSRPP
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 P  S  E E    LY RLV ARQK AN  DV PA LATNKVL DMAK RPTT EN K IX XX XX X XXXX  X   X    X  XX  X  X       X    X    X  X X 

E L RL R AN V P N VL A RPT N I-------LP KIDQ RS DDI VGI MHE A FQIVS T DCF NL SAS LEM
P S E E LY LV ARQK AN DV PA LATNK L DMAK RPTT EN K IQ VI AQ Q TQIV GK E H KM P I I V M V V R
P S E LY RLV ARQK AN DV PA LATNKVL DMAK RPTT EN K IE AI AQ LDARTG A E H KM P I L M V M Q
P S E E LY RLV ARQK A D PA LATNKVL DMAK RPTT EN KE EV PR R LQTT G V I SER IL V V L S M KL

DGVSE K A LA-PLLEV K FC   S  TD  S      E             L  S       X X X        X X  XXX XX  XX XXXXXX XXXXXXXXXXXXX XX XX

DG S F T E LM AQQKSRYGKRFVDCVVQ SKETGIA NVNANDMIPP L-----ISKMQKV SDAVR
DGVSE K A LA PLLEV K FC S TD S E L SG A M - I H QTN VQ LF STKPQE QKTSLVAKNKICT SQ MA
DGVSE K A LA PLLEV K FC S TD S E L SG A L - I H QVT VQ LL SAKPHK QEKSQEMEKKDCS PQ VA
DGVSE K A LA PLLEV K FC S D S E L SA S M - V E IAN LKV VF GSVSQS STFFTPREQERIS PE QR

  Y LFQE    LK IA  R L     GMHL QAVKAG PLD  RAGLTPE  K I   IXX X    XXXX  X  XX X XXXXX    X      X   XX       XX X XXX 

Y K A R L AV G PLRV TEHLISRSTA EV TA GISEGTVYSY AM EK L HLDKLNVSRKNIAMALNAV
Y LFQE LK IA R L GMHL QAVKAG PLD RAGLTPE K I IIT S KKMP S ES I PLMTI S C LE VQ I ADV
Y LFQE L IA R L GMHL QAVKAG PLD RAGLTPE K I IVT T KKMP HS EN L PLTAA A Y ME TW I MDV
Y LFQE LK IA R L GMHL QA KAG D RAGLTPE K I IMS S QNLS K DV C SMAVV W L YSF VQ MK L TYA

R--------------- PP NSD    KLIR  VP N D Y I M I IL  G DS-  Q                X  X   XXXX    XX  X X X X X X X  XX X   XX 

R D KLIR I G D QVHLGSNVAVLTPWVEAMGVVP FNQL AIL-------------- YEY L TSEN
R PP NSD LIR VP N D Y I M I IL G DS Q---------------N V MSKIS ML E I T L H A E KH P -GL
R PP NSD KLIR VP N D Y I M I IL G DS Q---------------N I MYKV ML E L T L H A E QS S -RT

PP NSD K IR VP N D Y I M I L S QK---------------K I LSSF A EY A I G P R V SL EKEGS -GA

   D       P   E-     -----------------            --       XXX XXXXXXX XXX  XXXXX                 XXXXXXXXXXXX  XXXXXXX

D PEKP I---QSM STSN-PSTIK-----------------TVPSTPSSSL----RAPPLKK
D P EPSC VNKRRCF GSE ---------------------------------IC---------
D P EPPC SSRKRRF SSA ---------------------------------SC---------

EGQPEFPTQKTLIQTE NPKNVSVQNTKHKVTMGKSMWIEKKPTQPATAELEVTKGKALAP

   ----- S     E        S     R LP WF                    -  XXX     X XXXXX XXXXXXXX XXXXX X  X  XXXXXXXXXXXXXXXXXXXX XX

FKL---------------------------------------------------------
S E S R LP WF--------S SKRSK EVGINTET SAERK R V AKGSDTS-----KKLMDKTK-RG
S E S R LP WF--------E CKESK AVT-ETKA SSESK K E AKGNVPSADTGSSSSMAKTK-KK
S E S R LP WFIMLASWNEA LDADT ELFSESQS TTRPR R E GSTKGNAATRCIQESKNLGEEKG

  F XX X

----
FGL S
FGL S
FSF D

857

1201

1166
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Consensus Threshold: >50%

Compare to: the consensus

Amino acids that match the reference are marked with yellow highlighting.

Created: 29 Jan 2020
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