
A   PSI-BLAST
     |    10   |    20   |    30   |    40   |      e-value 
HGE024|Contig2 -ETLFTANCLDRKDCKKHC-KSKGCKEMKCEQIIKPTWRCLCIM-CSK-   
Q10726|6.1|Pi1  ------VKCRGTSDCGRPCQQQTGCPNSKCIN-----RMCKCYG-C---  0.15 
P80719|6.2|MaurTx(1txm)  ------VSCTGSKDCYAPCRKQTGCPNAKCIN-----KSCKCYG-C---  0.14 
P59867|6.3|HsTx1(1quz)  ------ASCRTPKDCADPCRKETGCPYGKCMN-----RKCKCNR-C---  0.49 
P58498|6.4|Pi4(1n8m)  ---IEAIRCGGSRDCYRPCQKRTGCPNAKCIN-----KTCKCYG-CS--  0.005 
P58490|6.5|Pi7(1qky)  ---DEAIRCTGTKDCYIPCRYITGCFNSRCIN-----KSCKCYG-CT--  0.033 
Q6XLL9|6.6|OcKTx1  ---AEVIKCRTPKDCAGPCRKQTGCPHGKCMN-----RTCRCNR-C---  7e-12 
Q6XLL8|6.7|OcKTx2  ---AEVIKCRTPKDCADPCRKQTGCPHGKCMN-----RTCRCNR-C---  2e-12 
Q6XLL7|6.8|OcKTx3  ---AEVIKCRTPKDCAGPCRKQTGCPHAKCMN-----KTCRCHR-C---  3e-12 
Q6XLL6|6.9|OcKTx4  ---AEIIRCSGTRECYAPCQKLTGCLNAKCMN-----KACKCYG-CV--  7e-06 
Q6XLL5|6.10|OcKTx5  ---AEVIRCSGSKQCYGPCKQQTGCTNSKCMN-------CKCYG-C---  2e-05 
P0C194|6.11|IsTx(1wmt)  --VHTNIPCRGTSDCYEPCEKKTNCARAKCMN-----RHCNCYNNCPW-  5e-07 
P0C166|6.12|AnurocTx  -----QKECTGPQHCTNFCRKNK-CTHGKCMN-----RKCKCFN-CK-- >0.5 
P84094|6.13|Spinoxin(1v56)  ------IRCSGSRDCYSPCMKQTGCPNAKCIN-----KSCKCYG-C---  0.076 
P84864|6.14|HgeTx1  ----TGTSCISPKQCTEPCRAK-GCKHGKCMN-----RKCHCML-CL--  0.33 
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with Scorpine
Hg scorpine like 2    YAHKAIDVLTPMIGVPVVSKIVNNAAKQLVHKIAKNQQLCMFNKDVAGWCEKSCQQSAHQKGYCHGTKCKCGIPLNYK 
P56972|Scorpine  GWINEEKIQKKIDERMGNTVLGGMAKAIV-HKMAKNEFQCMANMDMLGNCEKHCQ-TSGEKGYCHGTKCKCGTPLSY-
Q5WR03|Opiscorpine1|ts  KWFNEKSIQNKIDEKIGKNFLGGMAKAVV-HKLAKNEFMCVANVDMTKSCDTHCQKASGEKGYCHGTKCKCGVPLSY-
Q5WR02|Opiscorpine2|ts  KWLNEKSIQNKIDEKIGKNFLGGMAKAVV-HKLAKNEFMCMANMDPTGSCETHCQKASGEKGYCHGTKCKCGVPLSY-
Q5WQZ7|Opiscorpine3|ts  KWLNEKSIQNKIDEKIGKNFLGGMAKAVV-HKLAKNEFMCVANVDMTKSCDTHCQKASGEKGYCHGTKCKCGVPLSY-
Q5WQZ9|Opiscorpine4|ts  KWLNEKSIQNKIDEKIGKNFLGGMAKAVV-HKLAKNEFMCVANIDMTKSCDTHCQKASGEKGYCHGTKCKCGVPLSY-
Q0GY40|HgeScpl-1  GWMSEKKVQGILDKKLPEGIIRNAAKAIV-HKMAKNQFGCFANVDVKGDCKRHCK-AEDKEGICHGTKCKCGVPISYL
Q0GY41|HgeβKTx  ----KSTVGQKLKKKLNQ--AVDKVK----EVLNKSEYMCPV---VSSFCKQHCA-RLGKSGQCDLLECICS------
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HGE025|Contig5 DTMKKRSDYCSNDFCFFSCRRDR-CARGDCEN-----GKCVCKN-CHLN
P0C166|6.12|AnurocTx -----QKECTGPQHCTNFCRKNK-CTHGKCMN-----RKCKCFN-CK-- 1.1*


