     Alignment of Sp family members

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                 5          15         25         35         45         55                     

Sp1          TGELDLTATQ LSQGANGWQI ISSSSGATPT SKEQSGSSTN GSNGSESSKN RTVSGGQYVV 

Sp2          --MAATAAVS PSDYLQPAAS TTQDSQPSPL ALLAATCSKI GPPAVEAAVT PPAPPQPTPR 

Sp3          --AGAPAAAG ATGDLASAQL GGAPNRWEVL SATPTTIKDE AGNLVQIPSA ATSSGQYVLP 

Sp4          ---------- ---------M SDQKKEEEEE AAAAAAMATE GGKTSEPENN NKKPKTSGSQ 

DrosBtd      ------MIDA ACNYLNPYAQ QHQAQQQQHA QHQQHAQQQQ HHLHMQQAQH HLHLSHQQAQ 

DrosSp       ---------- ---------M DNHHMHQGLL GKVEAGAAAF GGVYSRHPYD ---------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------M PVMGGQQR-- -------ITL GNLHFQQDPN ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                 65         75         85         95        105        115                   

Sp1          AAAPNLQNQ- ---------- ---------- ---QVLTGLP GVMPNIQYQV IPQFQTVDGQ 

Sp2          KLVPIKPAPL PLS------- ---------- ---------- --------PG KNSFGILSSK 

Sp3          LQNLQNQQIF SVAP------ ---------- ----GSDSSN GAVSSVQYQV IPQIQSADGQ 

Sp4          DSQPSPLALL AATCSKIGTP GENQATGQQQ IIIDPSQGLV QLQNQPQQLE LVTTQLAGNA 

DrosBtd      QQHMQHLTQ- ---------- ---------- ---------- ------QQQQ QQQQQQQQQQ 

DrosSp       ---------- ---------- ---------- ---------- ---------- ---------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                125        135        145        155        165        175               

Sp1          QLQFAATGAQ VQQDG---SG QIQIIPGANQ QIITNRGSGG NIIAAMPNLL QQAVPLQGLA 

Sp2          GNILQIQGSQ LSASYP--GG QLVFAIQNPT MINKGTRSNA NIQYQAVPQI QASNSQTIQV 

Sp3          QVQIGFTGSS DNGGINQESS QIQIIPGSNQ TLLASGTPSA NIQNLIPQTG QVQVQGVAIG 

Sp4          WQLVASTPPA SKENN---VS QPASSSSSSS SSNNG---SA SPTKTKSGNS STPGQFQVIQ 

DrosBtd      QQQQQQQPQQ QQHDF---LS AAALLSAPPS LSGSS---SG SSSGSSPLYG KPP------- 

DrosSp       WPFNAVTHKE AASVN---SG WWDMHSAAGS WLDMG---GA GMHSTMANYA SEN------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ------DPQK WIITN---EG PPVAGPSAPA RKPN------ ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                185        195        205        215        225        235               

Sp1          NNVLSGQTQY VTNVPVALNG NI--TLLPVN SVSAATLTPS SQAVTISSSG SQESGSQP-- 

Sp2          QPNLTNQIQI IPGTNQAIIT PSPSSHKPVP IKPAPIQKSS TTTTPVQSGA NVVKLTGGGG 

Sp3          GSSFPGQTQV VANVPLGLPG NI--TFVPIN SVDLDSLGLS GSSQTMTAGI NADGHLIN-- 

Sp4          VQNPSGSVQY QVIPQLQTVE GQ--QIQINP TSSSSLQDLQ GQIKLISAGN NQAILTAA-- 

DrosBtd      ---------- ---------- ----MKLELP YPQASSTGTA SPNSSIQSAP SSASVSPS-- 

DrosSp       ---------- ---------- ---------- YSSALSHSLL G--------- ---------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                245        255        265        275        285        295               

Sp1          VTSGTTIS-S ASLVSSQASS SSFFTNAN-- ---------- ---------- -SYSTTTTTS 

Sp2          NVTLTLPVNN LVNASDTGAP TQLLTES--- ---------- ---------- ----PPTPLS 

Sp3          TGQAMDSSDN SERTGERVSP DINETNTDTD LFVPTSSS-- ---------- -SQLPVTIDS 

Sp4          NRTASGNI-L AQNLANQTVP VQIRPGVSIP LQLQTLPGTQ AQVVTTLPIN IGGVTLALPV 

DrosBtd      IFPSPAQS-F ASISASPSTP TTTLAP---- ---------- ---------- ----PTTAAA 

DrosSp       ----SGQH-L LQDTYKSMLP GQ---G---- ---------- ---------- -------VGV 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- -QIQHRQMIP QMNEDG---- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                305        315        325        335        345        355               

Sp1          NMGIMNFTTS GSSGTNSQGQ TPQRVSGLQG SDALNIQQNQ TSGGSLQ-AG Q-QKEGEQNQ 

Sp2          KTNKKARKKS LPASQPPVAV AEQVETVLIE TTADNIIQAG NNLLIVQSPG GGQPAVVQQV 

Sp3          TGILQQNTNS LTTSSGQVHS SDLQGNYIQS PVSEETQAQN IQVSTAQ-PV V-QHLQLQES 

Sp4          INNVAAGGGT GQVGQPAATA DSGTSNGNQ- --LVSTPTNT TTSASTM-PE S-PSSSTTCT 

DrosBtd      GALAGSPTSS SPSSSAASAA AAAAAAAAA- --AADLGAAA VASAAYG-WN T-AYSGLGPA 

DrosSp       GVGVGMGGFS LPHSSPSAAA AAAATAAAA- --AGGSPQGG S-------PS T-P------- 

CeT22C8.5    ---------- -MDGAATKFF RPWESHGSY- --HHSLPSIS P-------PD S-P------- 

Y40B1A.4     --MMNMGNDY GDINGQGLGE APKRCACTC- --PNCLQQNN R--------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                365        375        385        395        405        415               

Sp1          QTQQQQILIQ PQLVQGGQAL QALQAAPLSG QTFTTQAISQ ETLQNLQLQA VP-------- 

Sp2          QVVPPKAEQQ QVVQIPQQAL RVVQAASATL PTVPQKPSQN ---------- ---------- 

Sp3          QQPTSQAQIV QGITPQTIHG VQASGQNISQ QALQNLQLQL N--------- ---------- 

Sp4          TTASTSLTSS DTLV-SSADT GQYASTSASS SERTIEESQT PAATESEAQS SSQLHANGMQ 

DrosBtd      RSQFPYAQYA SDYY-GNAVG MSSSAAWFSH QERLYQPWS- ---------S QS-------- 

DrosSp       ---------- ---------- -----SPR-S QR-------- ---------- ---------- 

CeT22C8.5    ---------- ---------- ---ASTSASS S--------- ---------S SS-------- 

Y40B1A.4     ---------- ---------- -----QFLLN QK-------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                425        435        445        455        465        475               

Sp1          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp2          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp3          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp4          NQQDQSNSLQ QVQIVGQPIL QQIQIQQPQQ QIIQAIPPQS FQLQSGQTIQ TIQQQPLQNV 

DrosBtd      ---------- ---------- ---------- ---------- ---------- ---------- 

DrosSp       ---------- ---------- ---------- ---------- ---------- ---------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                485        495        505        515        525        535               

Sp1          -----NSGPI IIRTPTVGPN GQVSWQTLQL QNLQVQNPQA QTITLAPMQG VSLGQTSSSN 

Sp2          -FQIQAAEPT PTQVYIRTPS GE--VQTVLV QDSPPATAAA TSNTTCSSPA SRAPHLSGTS 

Sp3          ------PGTF LIQAQTVTPS GQVTWQTFQV QGVQN----- --LQNLQIQN TAAQQITLTP 

Sp4          QLQAVNPTQV LIRAPTLTPS GQISWQTVQV QNIQSLS-NL QVQNAGLSQQ LTITPVSSSG 

DrosBtd      ---------- ---------- ---------- ---------- ---------- ---------- 

DrosSp       ---------- ---------- ---------- ---------- ---------- ---------- 

CeT22C8.5    ---------- -IGANELTT- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                545        555        565        575        585        595               

Sp1          TTLTPIASAA SIPAGTVTVN AAQLSSMPGL QTINLSALGT SGIQVHPIQG LPLAIANAPG 

Sp2          KKHSAAILRK ERPLPKIAPA GSIISLNAAQ LAAAAQAMQT ININGVQVQG VPVTITNTGG 

Sp3          VQTLTLGQVA AGGAFTSTPV SLSTGQLPNL QTVTVNSIDS AGIQLHPGEN ADSPADIRIK 

Sp4          GTTLAQIAPV AVAGAPITLN TAQLASVPNL QTVSVANLGA AGVQVQGVPV TITSVAGQQQ 

DrosBtd      ---------- ---------- ---------- ---------- ---------- ---------- 

DrosSp       ---------- ---------- ---------- ---------- ---------- ---------- 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                605        615        625        635        645        655               

Sp1          DHGAQLGLHG AGG------- ---------- DGIHDDTAGG EEGENSPDAQ PQAGRRTRRE 

Sp2          QQQLTVQNVS GNN------- --------LT ISGLSPTQIQ LQMEQALAGE TQPGEKRRRM 

Sp3          EEEPDPEEWQ LSGD------ -------STL NTNDLTHLRV QVVDEEGDQQ HQEGKRLRRV 

Sp4          GQDGVKVQQA TIAPVTVAVG GIANATIGAV SPDQLTQVHL QQGQQTSDQE VQPGKRLRRV 

DrosBtd      ---------- ---------- ---------- ---------- YPGFNFDDIA FQTQLQRRSV 

DrosSp       ---------- ---------- ---------- ---------- ---------- ----RYAGRA 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ----KRRKCE 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ----NYFEKF 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                665        675        685        695        705        715               

Sp1          ACTCPYCKDS EGRGSG---- DPGKKKQHIC HIQGCGKVYG KTSHLRAHLR WHTGERPFMC 

Sp2          ACTCPNCKDG EKRS------ GEQGKKKHVC HIPDCGKTFR KTSLLRAHVR LHTGERPFVC 

Sp3          ACTCPNCKEG GGRGTN---- -LGKKKQHIC HIPGCGKVYG KTSHLRAHLR WHSGERPFVC 

Sp4          ACSCPNCREG EGRGSN---- EPGKKKQHIC HIEGCGKVYG KTSHLRAHLR WHTGERPFIC 

DrosBtd      RCTCPNCTNE MSGLPPIVGP DERGRKQHIC HIPGCERLYG KASHLKTHLR WHTGERPFLC 

DrosSp       TCDCPNCQEA ERLGPAGV-- HLRKKNIHSC HIPGCGKVYG KTSHLKAHLR WHTGERPFVC 

CeT22C8.5    RCTCPNCKAI KHG------- DRGSQHTHLC SVPGCGKTYK KTSHLRAHLR KHTGDRPFVC 

Y40B1A.4     PQISLKKKIF FFIFSNFR-- GDGKSRIHIC HL--CNKTYG KTSHLRAHLR GHAGNKPFAC 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                725        735        745        755        765        775               

Sp1          TWSYCGKRFT RSDELQRHKR THTGEKKFAC PECPKRFMRS DHLSKHIKTH QNKK------ 

Sp2          NWFFCGKRFT RSDELQRHAR THTGDKRFEC AQCQKRFMRS DHLTKHYKTH LVTKNL---- 

Sp3          NWMYCGKRFT RSDELQRHRR THTGEKKFVC PECSKRFMRS DHLAKHIKTH QNKK------ 

Sp4          NWMFCGKRFT RSDELQRHRR THTGEKRFEC PECSKRFMRS DHLSKHVKTH QNKK------ 

DrosBtd      --LTCGKRFS RSDELQRHGR THTNYRPYAC PICSKKFSRS DHLSKHKKTH FKDK--KSKK 

DrosSp       NWLFCGKRFT RSDELQRHLR THTGEKRFAC PVCNKRFMRG DHLAKHVKTH NGTANHQANG 

CeT22C8.5    DWFDCGKRFD RSDQLIRHKR THTKEYRFAC KFCIRQFSRS DHLQQHLTSV HN-------- 

Y40B1A.4     DWQHCNKKFT RSDELQRHRR THTGEKRFAC NHCGKKFMRS DHLTKHERTH QSN------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                785        795        805        815        825        835               

Sp1          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp2          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp3          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp4          ---------- ---------- ---------- ---------- ----GGGTAL AI-------- 

DrosBtd      VLAAEAKEQA AAAIKLEKKE KKSGKPLTPP VEFKQEQPDT TPLVNYAPYA NLYQHSTSAG 

DrosSp       HNGGLKKGSS ESCSDSEEAA NQSGESNGLG GVGSGPQTGG AGGGGGGSSS GNGAGTLAVS 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                845        855        865        875        885        895               

Sp1          ---------- ---------- --GGPGVALS VGTLPLDSGA GSEGSGTATP SALITTNMVA 

Sp2          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp3          ---------- ---------- -----GIHSS STVLASVEAA RDDTLITAGG TTLILAKIQQ 

Sp4          --VTSGELDS SVT------- EVLGSPRIVT VAAISQDSNP ATPNVSTNME EF-------- 

DrosBtd      SSVNPPPPPP PLFQQQMTTT TSSAAASFVE QPWSSSSSRA IQPATTSASS SSSSSASSPA 

DrosSp       GSVTTGAGAG SGTGSSNSNS NSGGSSGSVS GSVSGSGSHP GTPTSLHAHS ANGTSSSLLG 

CeT22C8.5    ---------- ---------- -------IVV VD-------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------R INNINQQTLR LS-------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                905        915        925        935        945        955               

Sp1          MEAICPEGIA RLANSGINVM QVADLQSINI SGNGF----- ---------- ---------- 

Sp2          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp3          GSVSGIGTVN TSATSNQDIL TNTEIPLQLV TVSGNETME- ---------- ---------- 

Sp4          ---------- ---------- ---------- ---------- ---------- ---------- 

DrosBtd      AAVVSAIGSA SSPAASATAL AQHHYAALAM QSESQLAAEY GLTMSGLASG ASQDSSSSCH 

DrosSp       GGLHLATPHQ MVAAGGSPVM LHQQQQQQQH QQQQQQQQQQ QQQQHQQQQQ QQHQQQQQQH 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 

                965        975        985        995        1005       1015              

Sp1          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp2          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp3          ---------- ---------- ---------- ---------- ---------- ---------- 

Sp4          ---------- ---------- ---------- ---------- ---------- ---------- 

DrosBtd      MKSEYAASYP ADFGAGTASY GYPHPHPHHH NAWAAAYHPH ATA------- ---------- 

DrosSp       QQQQQQHHQQ QQQHHHQQFG QQQHPHAHHL HHHAHHAHHL ATGGSPGLDP SSLVDIKPPM 

CeT22C8.5    ---------- ---------- ---------- ---------- ---------- ---------- 

Y40B1A.4     ---------- ---------- ---------- ---------- ---------- ---------- 

             .

Sp1          -

Sp2          -

Sp3          -

Sp4          -

DrosBtd      -

DrosSp       V

CeT22C8.5    -

Y40B1A.4     -

Alignment showing zinc finger region only

DSp1            EAER--LGPAGVHLRKKNIHSCHIPGCGKVYGKTSHLKAHLRWHTGERPFVCNWLFCGKR

t22c8.5         -AIK--HGDRGS----QHTHLCSVPGCGKTYKKTSHLRAHLRKHTGDRPFVCDWFDCGKR

SP1_HUMAN       DSEG--RGSGDP--GKKKQHICHIQGCGKVYGKTSHLRAHLRWHTGERPFMCTWSYCGKR

SP3_HUMAN       EGGG--RGTN-L--GKKKQHICHIPGCGKVYGKTSHLRAHLRWHSGERPFVCNWMYCGKR

SP2_HUMAN       DGEK--R-SGEQ--GKKK-HVCHIPDCGKTFRKTSLLRAHVRLHTGERPFVCNWFFCGKR

SP4_HUMAN       EGEG--RGSNEP--GKKKQHICHIEGCGKVYGKTSHLRAHLRWHTGERPFICNWMFCGKR

y40b1a.4        GD------------GKSRIHICHL--CNKTYGKTSHLRAHLRGHAGNKPFACDWQHCNKK

Btd             NEMSGLPPIVGPDERGRKQHICHIPGCERLYGKASHLKTHLRWHTGERPFLC--LTCGKR

ct10306         PEVK----------YEPTEEIVNT--LSQLPPADGPGTYGMPQFVQDRPFYCR--QCEKR

                                   .        :     .     :  .  ::** *    * *:

DSp1            FTRSDELQRHLRTHTGEKRFACPVCNKRFMRSDHLAKHVKTHNGTANHQANGHNGGLKKG

t22c8.5         FDRSDQLIRHKRTHTKEYRFACKFCIRQFSRSDHLQQHLTS------V----------H-

SP1_HUMAN       FTRSDELQRHKRTHTGEKKFACPECPKRFMRSDHLSKHIKTHQNKKGGPG----------

SP3_HUMAN       FTRSDELQRHRRTHTGEKKFVCPECSKRFMRSDHLAKHIKTHQNKKG-------------

SP2_HUMAN       FTRSDELQRHARTHTGDKRFECAQCQKRFMRSDHLTKHYKTHLVTKN-------------

SP4_HUMAN       FTRSDELQRHRRTHTGEKRFECPECSKRFMRSDHLSKHVKTHQNKKGG------------

y40b1a.4        FTRSDELQRHRRTHTGEKRFACNHCGKKFMRSDHLTKHERTHQSNRIN------------

Btd             FSRSDELQRHGRTHTNYRPYACPICSKKFSRSDHLSKHKKTHFKDKKSKK----------

ct10306         FKRQDDLNRHIRTHTGEKPYACQQCCRRFVRSDHLKKHQQTHLKIR--------------

                * *.*:* ** ****    : *  * ::* ***** :*  :                   

