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23 Smclb protein Domains % identical sequence between zebrafish and: . .
C N-terminal ABC domain
Human Mouse Walker A
. __Walker A Amino acid #
Whole protein 53.04 52.11 zSmclb MGFLKQLDVENFKSWRGKQTIGPFKRFNCIIGTNGSGKSNVMDALGEVMGERAANLRVKE 60
N-terminal ATP binding domain 62.75 64.13 mSmclb MGHLELLLVENFKSWRGRQVIGPFKRFTCIIGPNGSGKSNVMDALSFVMGEKTTNLRVKN 60
= = - hSMC1B MAHLELLLVENFKSWRGRQVIGPFRRFTCIIGPNGSGKSNVMDALSFVMGEKIANLRVKN 60
Coiled-coiled domain 1 56.41 48.72 f_ s & RhirkRRAkak Ak WRAR TANNTENFARAE Sk TR
Coiled-coiled domain 2 28.57 35.71
= : : zSmclb TRDLIHGAHIGNPVSTFASVTMIYCGDNDEEMTFSRRISGESSEYLVNGKHVTLAKYTGE 120
Coiled-coiled domain 3 57.14 57.14 mSmclb IQELTHGAHTGKPVSSSASVTIIYIEDSGEEKTFTRI IRGGCSEYHFGDKPVSRSVYVAQ 120
Coiled-coiled domain 4 52.44 50.00 hSMC1B IQELIHGAHIGKPISSSASVKIIYVEESGEEKTFARIIRGGCSEFRFNDNLVSRSVYIAE 120
. . . ::****** *:*:*: ***':** -.'** **:* * *x .**: e S *: H * .2
Flexible hinge domain 66.95 64.41
Coiled-coiled domain 5 35.48 35.48 zSmclb LOKIGIVVKAKNCLVYQGAVESIAMMNAKERTKMFERI SGSGDLNIEYFTKLAVLQKAKE 180
: : - Smclb LENIGIIVKAQNCLVFQGTVESISMKKPKERTQFFEEISTSGEFIGEYEAKKKKLQKAEE 180
Coiled-coiled domain 6 61 26. o
_ 30.6 6.53 hSMC1B LEKIGIIVKAQNCLVFQGTVESISVKKPKERTQFFEEISTSGELIGEYEEKKRKLQKAEE 180
Coiled-coiled domain 7 53.57 53.57 K kKk KKk kKKK K KK KK KK 1 KkKkKko o kk Kk Kkaa Kk * KKK ek
Coiled-coiled domain 8 32.14 35.71
C-terminal ATP binding domain 75.96 75.96
D Flexible hinge domain E C-terminal ABC domain
Amino acid # Signature motif Amino acid #
28melb LTKLONARLDSQENRRQQKRDEVLESLRRLY PDTVYGRLVELCQPTHKKYQLAVTKVFGK 540 zSmclb QIYKKLCRNASAQAILSAENPNEPYLDGINYNCVAPGKRFMAMDNLSGGERATAALALVF 1140
mSmelb RNELQNAGIDNHEGKRQQXRAEVLEHLKRLY PDSVFGRLLDLCHPIHKKYQLAVTKLFGR 540 mSmclb QIYKKLCRNNSAQAFLSPENPEEPYLDGISYNCVAPGKRFMPMDNLSGGEKCVAALALLF 1137
hSMC1B RSELONAGIDTHEGKRQQXRAEVLEHLKRLY PDSVFGRLFDLCHPIHKKYQLAVTKVEGR 540 hSMC1B QIYKKLCRNNSAQAFLSPENPEEPYLEGISYNCVAPGKRFMPMDNLSGGEKCVAALALLF 1138
.:ﬁtii :r.:t.:-—"t' ke w ':Q*Q'*:*:*".:*':‘I"*"'t'**":t’: * kKKK KKK ***t:** ***:****:t*.i*******t** *********.:*t***:*
Walker B D Loop
2Smelb NMNAIVVTSAYVAHDCIRYLKEERAEPETFLPIDYIDVPILNERLREVQGAKMVVDVVQC 600 zSmclb AIHSFRPAPFFVLDEVDAALDNTNIGKVTGFFRMMSRESCQIIVISLKEEFYSRADALLG 1200
mSmelb YMVAIVVASEKIAKDCIRFLKAERAEPETFLALDYLDIKPINERLREIKGCKMMIDVIKT 600 mSmclb AVHSFRPAPFFVLDEVDAALDNTNIGKVSSYIKEQSQEQFQMIIISLKEEFYSKADALIG 1197
hSMC1B FITAIVVASEKVAKDCIRFLKEERAEPETFLALDYLDIKPINERLRELKGCKMVIDVIKT 600 hSMC1B AVHSFRPAPFFVLDEVDAALDNTNIGKVSSYIKEQTQDQFQMIVISLKEEFYSRADALIG 1198
*"':* :*:**,':'* xRk xh :'*:*: :*,*'*,::,.'*::*’:: *:**********it**************:.::: s, *:*:*ti******:****:*
zSmelb SQNAPQLKRVIQYVCGNSLVCETLKDARRIAFDGPERLOTVALDGTLERXSGVISGGSSD 660 zSmclb VYSMFDECMFSRLLTLDLTPY PLKDENATDREKDK === === == === mm e 1235
mSmclb ~--QFPQLKKVIQFVCGNGLVCETVERARHIAFGGPERRKAVALDGTLFLKSGVISCGGSED 658 mSmclb VYPEHNECMFSHVLTLDLSKY PDTEDQEGSRSHRKPRVPRVSMSPKSPQSR 1248
hSMC1B - -QFPQLKKVIQFVCGNGLVCETMEEARHIALSGPERQKTVALDGTLFLKSGVISGGSSD 658 hSMC1B IYPEYDDCMFSRVLTLDLSQYPDTEGQESSKRHGESR-—=====m==m====m 1235
TEHEXE XX XRRE HXKRR ;1 s XK AT, FRTK 2 FRTATATT FAXRTRXRTRTN i esokdhkdk s okhkhhkhk. Kk . . oS 2 @




