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DSB-1 orthologs: [ST]Q in magenta, similarity and identity shown in green. SQ positions in DSB-1 shown in black/magenta.

CELEG.F08G5.1a       ---MFPELQTLQWPIIKYKQLRGSGNRQEGKDIRVVMEVNSRKLTVIHGVEPIETVYCNMEVSRYPSLKMKNTNLFVIVN 77
CBRIG.CBG03330       ---MNSQNSHRGWSLLKYKEIKRSG-REVYNDVRVLLDEPKRILTVFRGMEELERIYCNMEVSKFPCLKMKGPQLYVMVN 76
CDOUG.g17475.t1      ---MYEQSSNLEWPIIKYKEIKRER-REEHLNVRAILVEPRRALKVVCGIEELEHIYLNMDVSKYPSLKMKGDLLYVLVN 76
CINOP.Sp34_40243400. MSVLYHKGSIHNWQIIKYKPIRRCG-REEHTDVRVILEESSKKLTVVCGSEELDSIYCNMEVSKYPALKMKDTQLYVAVN 79
CKAMA.g1992.t1       ---MDSQNSTRSWKILKYKQLKREN-REEYDDVALELDESKKRLVVTCKREELEQIYYNMDVKRYPSLKMKGAQLYVMVN 76
CLATE_recon_pmc      ---MQHHNSCPQWPILKYKEIKRSG-REEVNNVRLLLDDSKRVISVYIGNVEIEHIYCNMEVAKYPCLKMKGSHLYALVN 76
CNIGO.Cni-dsb-1.1    ---MNSQNSHRGWPLLKYKEIKRSG-REEYNDVRVLLDEPKRILTVYRGMEELERIYCNMEVSKFP---MKGPQLYVLVN 73
CREMA.FL82_03726     ---MQHHNSCHQWSILKYKEIKRSG-REEYNNVRLVLDASKRLISVYIGNVEIEHIYCNMEVAKYPCLKMKSTHLYALVN 76
CSINI.Csp5_scaffold_ ---MNSQSSCRQWPISKYKEIKRNG-RTEYQNLRVLLNESKRILEVFKGAEELEHIYCNMEVNKYPFLKMKGLQLYVMFN 76
CTRIB.g22712.t1      ---MDCQPSGRQWPIIKYKQVKRSG-REEYQNVRMFLDESKRTLVVFHGTEELELVYLRMEVNRYPMLKMRGPQLYVMVN 76
CZANZ.g5350.t1       ---MDSQSSCKKWLIVNYKEIKRSG-RVENQGLFVLLNESKRILAVYQRTEELEHVYCNMKVSKYPCLKMKGPQLYVMVN 76

CELEG.F08G5.1a       NQAQGFRLTLRGEDRENFLSTVRKFAYISETPVKDHLNRSSTNT--DVWYNSVEKRKG----GSSSQPTSFSQP-CDIDI 150
CBRIG.CBG03330       AQSQGFRLTFRDKDRNQFMSTIRRIAYISETPEKNHLNKTFTNT--GNWGTGSGKKKNA---FTSSQPVSSSDR----PV 147
CDOUG.g17475.t1      KQGQGFRLTFHSKDRSSFMTAMRKVCYISETPEKNHMNRSFTNT--AMWAADVAQKKGS---ISFSQPVPNSYHYAPTKL 151
CINOP.Sp34_40243400. NQSQGFRLTFRYEDKAQFLSIIRKIAYISETPVKNHMNRSFTNT--DRWCTNVGKTQIT---SSSSHPISFSQP--PSLT 152
CKAMA.g1992.t1       GQRQGFRLTFRDQDRQGFLEHVRNLTFISETPEKLEPSRMDWRT--NEWTSETVKTANTSFHLSSSQPQSTRR------L 148
CLATE_recon_pmc      RQSQGFRVTFSAEHKAQFMSIIRRVAYISETPEKNHMNRTFTRTGSDRWGRS-ADNNTT---ISSSQPITPSEH-RVSRA 151
CNIGO.Cni-dsb-1.1    TLSQGFRLTFRDEDKSQFMSTIRRIAYISETPEKNHLNRTFTNT--GNWGTGSGKKKPT---FTSSQPVLSSDR----PV 144
CREMA.FL82_03726     RESQGFRVTFSAEQKAQFMSIIRRVAYISETPEKNHMNRTFTRTG-NRWGRS-ADNNTT---ISSSQPITPSER-RDPRT 150
CSINI.Csp5_scaffold_ ASSQGFRVTFCDGDKAQFMATIRKVAYISETPPKNHLNRTFTST--DNWGSSAGKKNPI---VTSSQPVSSGR------H 145
CTRIB.g22712.t1      SSSQGFRLTFRDGDRAQFMATIRKMAYISETPEKNHLNRTFTKI--DNWGSSTGKKKPI---VSSSQPIYFSD -----P H 146
CZANZ.g5350.t1       NQNQGFRLTFRDEDRSRFMETIRRVAYISETPEKNHLNRTFTSI--DNWGANAGVKKTM---VTSSQPVSYSG-----CH 146

CELEG.F08G5.1a       GGSVKKSAARNLSHTYSTNIGESS----RMPALTANEFFSQPVYNPYNRPASSASTVSSSIGSAYSVLHDDSPFSGFSPN 226
CBRIG.CBG03330       PSSTQRPAARNLANSLQSDFFTNR--TTTSSFATPATFYSQPVHNPYSRPISSASSVSSSISSALSSLNDDSPFFNFSQS 225
CDOUG.g17475.t1      GSPQKKSARRNLATSFKATTPERAQMSPYSHSHSPVNFYSQPVRNSYPRPVSSASSVSSSISSAFSSLNEEGPYLSYPQS 231
CINOP.Sp34_40243400. ETSLKKAAAKNLFKVSTPEFYQNS--DSPS---SPSPFYSQPVDSSYPRPESNASSVSSSIYSAYSSLNEDSPFSGFSQW 227
CKAMA.g1992.t1       SPPRKSPACRNLSQEMAMDYNRNY--KISKNEPDFRMSHSQPVYDIYSRPPSIASSISSSIGSVGSSFFDDSP--KFSDD 224
CLATE_recon_pmc      GFQS--TATRNLAQNFIPELYEGS--QLSSPAISPMSFFSQPVHNPYSRPISSASSISSSISSVLSSLNDDGPYYNFSQV 227
CNIGO.Cni-dsb-1.1    PSSTQRPGARNLANSLQSDFFTNR--TTTSSFTTPATFYSQPVHNPYSRPISSASSVSSSISSALSSLHEDSPFFNFSQS 222
CREMA.FL82_03726     GFHSMKTAARNLAQNFIPELYEGS--QLSSPAISPMSFFSQPVHNPYSRPISSASSISSSISSVLSSLNDDGPYYNFSQV 228
CSINI.Csp5_scaffold_ ASAPRKPAARNLAQSFQSDFFTGNHYAPPSPSVPPVTFYSQPIHNPYSRPLSSASSISSTISSVMSSLNDDSPFYSFSQG 225
CTRIB.g22712.t1      ASASRKPAMRNLAQSFQSDFFAGINHRQPTPAPLQATFYSQPTHNPYTRPLSSASSISSSINSAMSSLNDESPMYNFSQC 226
CZANZ.g5350.t1       ASTSKKPAMRNLAQSYQSDFFAENY---SQPSTSAKTYYSQPTHNPYTRPLSSASSISSSISSAISALTDESPFFSYSQK 223

CELEG.F08G5.1a       SN-HSLQFPCPSPSHSSSFS SQSSSHSSQLSSSPANAPSFPDFHSPPSANDIQIDQLNPVTVAPQIKQTADKCVQTDK 305
CBRIG.CBG03330       SRCSSYMSSPRSDLIRSPYSGSQVSD--GSSYANLVSHSQGNSSQHSS-----------DPFTQFSPPVTTYNKCVQTDG 292
CDOUG.g17475.t1      PR-NSCPSSYSPEYRKSPYSNSQCSDPFQPSYTTLSSPDPTCFSRLS------------DHLSQPSLVKSTENKSVQTDT 298
CINOP.Sp34_40243400. SSCSSFQSSC-SAIPATPSSVNSVGSSHSSSLKLLL-----------------------DPYSSKNPVVHTKNQYVQTEG 283
CKAMA.g1992.t1       SR---------------PSSQSSVSSSQYTSL------------QQSS-----------NQYSSSQNSCDVFDK--KTEI 264
CLATE_recon_pmc      F------------------------------------------------------------------------------- 228
CNIGO.Cni-dsb-1.1    SSCSSYMSSPRSDLIRSPYSGSQVSDAHGSSFTNLVSHSQGNSSQHSS-----------DLFTQFSPPVTTYNKCVQTDG 291
CREMA.FL82_03726     V------------------------------------------------------------------------------- 229
CSINI.Csp5_scaffold_ SSASSYQSLTQSDHVKSPYSGSQVSDHYAPSHTMLACPPPLSLSQQSS-----------DPFTQPSPALMTDNKYVQTDR 294
CTRIB.g22712.t1      SSSSSSFLPT----TPTLYSGSPASDQHAPSFNNLVSTSPLSWSQQSP-----------DPFTQPSPAVTSNNKSVQTDS 291
CZANZ.g5350.t1       SCSSSYASGSQSDNMKSPYSGSQVSDIHAPSYTNLVSTSPLSWSQQSS-----------DPFTQPSPSVMSKNKSVQTDR 292

CELEG.F08G5.1a       QYVDERFDDPAFLRRYIKRVMSDSKMARLVGMMRSEIRKLPNDEFDAFYKKVKDHQRTAPSSSSKIGPPA---------- 375
CBRIG.CBG03330       SMIDNLAKDPIFIGKFLERMVKSSKHVNLVRAMREQIRKLPPGKLADFSEKTKQTSSKDSALSSSI-QPS---------- 361
CDOUG.g17475.t1      VLIDQLIQNPDFMNAFMLKMTKSTKVINLVRTMRSHIRSMDPKALDSLRKRTESYNRNITSSQPSTRPPP---------- 368
CINOP.Sp34_40243400. CSFDELLKNPAFMEEYLERVKKSDELIRLVKLLRSQIQKIPLSNFTEFKKAIQSLRQGGHIVPPSI--PL---------- 351
CKAMA.g1992.t1       TGANFLLSNPSFQQKIMKRKMMCPDFLNLVKKMRVQIRRMPAEKLEEFRRKTDPTRCNTFEASN---QPTISLFPKEVKD 341
CLATE_recon_pmc      ---------IFFLHSRIHLCQITYALHSMALKARIRLGQ----------QSTRPVGYRGSSSNQH--QPA---------- 277
CNIGO.Cni-dsb-1.1    DIIEKLAKDPIFIGKFLERMMKSPKHGNLVRAMRTQIRKLPPGKLADFSEKTKPSSSIASVSSASI-QPN---------- 360
CREMA.FL82_03726     ---------PVLLPTRIHLCQITYALHSMVLKARIRLGQ----------HSTRPVGYRGSSSNQH--QPA---------- 278
CSINI.Csp5_scaffold_ NMIDRIVEDPIFIGKFLEKMTKNAKLAELVRTIRTQIRQLPADTFENFNKTTDPSCYRDTASSSSQ-QPS---------- 363
CTRIB.g22712.t1      NIMDRLAQDPIFIGKFLERMMKSPKLADLVREMRSHIRHLPSEKLEEFNKATNPSDNRDTMPSYSL-QPS---------- 360
CZANZ.g5350.t1       SMIDRLVEDPIFIGKFLERLGKSPKLANLVRAMRTQIRQLPAEDLVKFNKATNPSNYIASSSNYSL-QPS---------- 361

CELEG.F08G5.1a       ---IVQQTSDMEF------ 385 137 186
CBRIG.CBG03330       ---MHHEKSDLEYDVFENA 377
CDOUG.g17475.t1      ---LVHLNSDSECDVFATT 384
CINOP.Sp34_40243400. ---VNHQSSELEN---TDN 364
CKAMA.g1992.t1       TTDVTNQTSDLEYDVFH-- 358
CLATE_recon_pmc      ---VTNQTSDLEYDVFH-- 291
CNIGO.Cni-dsb-1.1    ---MHHEKSDLEYDIFGDA 376
CREMA.FL82_03726     ---VTNQTSDLEYDVFH-- 292
CSINI.Csp5_scaffold_ ---MSHQTSDLEYDLFANN 379
CTRIB.g22712.t1      ---MTQQTSDLEFDVFANI 376
CZANZ.g5350.t1       ---LTQQTSDLEYDVFANI 377

C. elegans F08G5.1a (DSB-1)
C. inopinata Sp34_40243400.t1
C. doughertyi g17475.t1
C. remanei  FL82_03726
C. latens reconstructed_pmc
C. nigoni Cni-dsb-1.1
C. briggsae CBG03330
C. sinica Csp5_scaffold_01712.g22673.t1
C. zanzibari g5350.t1
C. tribulationis g22712.t1
C. kamaaina g1992.t1

Figure 2 - Figure Supplement 1
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