
                                                         :.****:**:*******  ******************:*:***** *.*   **:** **                            *    . .                           .* *
gi|4505257|ref|NP_002435.1| -------------------MPKTISVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREVWFFGLQYQDTKGFSTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|74007506|ref|XP_549044.2| -------------------MPKTINVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREVWFFGLQYQDTKNFSTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|70778915|ref|NP_034963.2| -------------------MPKTISVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREVWFFGLQYQDTKAFSTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|13540689|ref|NP_110490.1| -------------------MPKTISVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREVWFFGLQYQDTKAFSTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|114050715|ref|NP_001039942.1| -------------------MPKTINVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREIWFFGLQYQDTKGFFTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|51972166|ref|NP_001004296.1| -------------------MPKTISVRVTTMDAELEFAIQPSTTGKQLFDQVVKTIGLREVWFFGLQYQDTKGFSTWLKLNKK----------------------------VTAQDVRKE-------------------------SPLLF    78
gi|24640672|ref|NP_727290.1| MVVVSDSRVRLPRYGGVSVKRKTLNVRVTTMDAELEFAIQSTTTGKQLFDQVVKTIGLREVWFFGLQYTDSKGDSTWIKLYKKPESPAIKTIKYLKRVKKYVDKKTADSNGVNHLETSEEDDDADDMTGSMPFSTWVMNQDVKKENPLQF   150
gi|158288668|ref|XP_310518.4| -----------------------MNVRVTTMDAELEFAIQQGTTGKQLFDQVVKTIGLREVWFFGLQYTDSKGDNTWIKLYKK----------------------------VTHLRTQS--------------SLFCIG------DPLLF    79
gi|17505422|ref|NP_491559.1| ------------------MSKKAINVRVTSMDSELEFAIQSSTTGKQLFDQVVKTIGLREIWYFGLQYTDNKGFPTWLKLNKK----------------------------VLSQDVKKD-------------------------PTLVF    79
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  :**********:**:**: * ***:****: **.*:*******:*******:*:::.*.   .* .* *: ::******: *.*:..::**. * .*  :*:.  **::::*****************.*:****::*:***********
gi|4505257|ref|NP_002435.1| KFRAKFYPEDVSEELIQDITQRLFFLQVKEGILNDDIYCPPETAVLLASYAVQSKYGDFNKEVHKSGYLAGDKLLPQRVLEQHKLNKDQWEERIQVWHEEHRGMLREDAVLEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|74007506|ref|XP_549044.2| KFRAKFYPEDVSEELIQDITQRLFFLQVKEGILSDEIYCPPETAVLLASYAVQSKYGDFNKEVHKSGYLAGDKLLPQRVLEQHKLNKDQWEERIQVWHEEHRGMLREDAVLEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|70778915|ref|NP_034963.2| KFRAKFYPEDVSEELIQDITQRLFFLQVKEGILNDDIYCPPETAVLLASYAVQSKYGDFNKEVHKSGYLAGDKLLPQRVLEQHKLNKDQWEERIQVWHEEHRGMLREDAVLEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|13540689|ref|NP_110490.1| KFRAKFYPEDVSEELIQDITQRLFFLQVKEGILNDDIYCPPETAVLLASYAVQSKYGDFNKEVHKSGYLAGDKLLPQRVLEQHKLNKDQWEERIQVWHEEHRGMLREDAVLEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|114050715|ref|NP_001039942.1| KFRAKFYPEDVSEELIQDITQRLFFLQVKEDILNDDIYCPPETAVLLASYAVQSKYGDFNKEVHKSGYLAGDRLLPQRVLEQHKLNKDQWEERIQVWHEEHRGMLREDAVLEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|51972166|ref|NP_001004296.1| KFRAKFYPEDVSEELIQEATQRLFFLQVKEGILNDDIYCPPETAVLLASYAVQAKYADYNKDAHTPGYLSNEKLLPQRVLEQHKLNKEQWEERIQVWHEEHKGMLREDSMMEYLKIAQDLEMYGVNYFSIKNKKGSELWLGVDALGLNIY   228
gi|24640672|ref|NP_727290.1| RFRAKFYPEDVAEELIQDITLRLFYLQVKNAILTDEIYCPPETSVLLASYAVQARHGDHNKTTHTAGFLANDRLLPQRVIDQHKMSKDEWEQSIMTWWQEHRSMLREDAMMEYLKIAQDLEMYGVNYFEIRNKKGTDLWLGVDALGLNIY   300
gi|158288668|ref|XP_310518.4| KFRAKFYPEDVAEELIQDITLRLFYLQVKNAILSDEIYCPPETSVLLASYAVQARHGDYNKGTHVPGFLAKDRLLPQRVIDQHKMSKDEWENSITTWWQEHRGLLREDAMMEYLKIAQDLEMYGVNYFEIRNKKGTELWLGVDALGLNIY   229
gi|17505422|ref|NP_491559.1| KFRAKFYPEDVAEEIIQDVTMRLFYLQVKDGILSDEIYCPPETSVLLASYAMQAKYGDYVPETHVAGCLTADRLLPQRVLGQFKLNSEEWERRIMTWWADHRATTREQAMLEYLKIAQDLEMYGVNYFEIRNKKGTDLYLGVDALGLNIY   229
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  :: *:::**:************.::**:******** **:*:* *:**************************:***** **::::  *  *:             *:     : :  *. *:.:.:  .::  ::*: .: : :* *   
gi|4505257|ref|NP_002435.1| EQNDRLTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAREEKHQKQMER--------AMLENEKKKREMAEKEKEKIEREKEELMERLKQIEEQTKKAQQELEEQTR   370
gi|74007506|ref|XP_549044.2| EQNDRLTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAREEKHQKQMERQKVETAQIALLENEKKKREMAEKEKEKIEREKEELMERLKQIEEQTKKAQHELEEQTR   378
gi|70778915|ref|NP_034963.2| EQNDRLTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAREEKHQKQMER--------ALLENEKKKRELAEKEKEKIEREKEELMEKLKQIEEQTKKAQQELEEQTR   370
gi|13540689|ref|NP_110490.1| EQNDRLTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAREEKHQKQMER--------ALLENEKKKRELAEKEKEKIEREKEELMEKLKQIEEQTKKAQQELEEQTR   370
gi|114050715|ref|NP_001039942.1| EQNDRLTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAREEKHQKQMER--------ALLENEKKKREMAEKEKEKIEREKEELMERLKQIEEQTKKAQQELEEQTR   370
gi|51972166|ref|NP_001004296.1| EQNDKMTPKIGFPWSEIRNISFNDKKFVIKPIDKKAPDFVFYAQRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKAQAKEEKNHKKMER--------ALLEDERKKREQAEKEKEKIEKEKEELMERLRVIEEQTRKAQQELEEQTR   370
gi|24640672|ref|NP_727290.1| EQDDRLTPKIGFPWSEIRNISFSEKKFIIKPIDKKAPDFMFFAPRVRINKRILALCMGNHELYMRRRKPDTIDVQQMKAQAREEKNAKQQER-------------EKLQLALAAR--ERAEKKQQEYEDRLKQMQEDMERSQRDLLEAQD   435
gi|158288668|ref|XP_310518.4| EKEDRLTPKIGFPWSEIRNISFNDRKFIIKPIDKKAPDFVFFAPRVRINKRILALCMGNHELYMRRRKPDTIDVQQMKAQARDEKNAKQQER-------------EKLQLALAAR--ERAEKKQQEYEDRLRSMQEEMERKQANLSEAQD   364
gi|17505422|ref|NP_491559.1| DKADRLSPKVGFPWSEIRNISFNDKKFVIKPIDKKAHDFVFYAPRLRINKRILALCMGNHELYMRRRKPDTIEVQQMKQQAREDRALKIAEQ-------------EKLTREMSAR--EEAEQRQRDAEKRMAQMQEDMERARLELAEAHN   364
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                      *: : :: *   : *  ..   .     * . .  .   : :*  ::     .:  :.     :   : . : :     .                                                                  
gi|4505257|ref|NP_002435.1| RALELEQERKRAQSEAEKLAKERQEAEEAKEALLQASRDQKKTQEQLALEMAELTARISQLEMARQKKESEAVEWQQKAQMVQEDLEKTR----------------------------------------------------AELKTAMS   468
gi|74007506|ref|XP_549044.2| RALELEQERKRAQSEAEKLAKERQEAEEAKEALLQASRDQKKTQEQLALEMAELTARISQLEMARQKKENEAVEWQQKAQMVQEDLEKTR----------------------------------------------------AELKTAMS   476
gi|70778915|ref|NP_034963.2| RALELEQERKRAQSEAEKLAKERQEAEEAKEALLQASRDQKKTQEQLASEMAELTARISQLEMARKKKESEAVEWQQKAQMVQEDLEKTR----------------------------------------------------AELKTAMS   468
gi|13540689|ref|NP_110490.1| RALELEQERKRAQSEAEKLAKERQEAEEAKEALLQASRDQKKTQEQLASEMAELTARVSQLEMARKKKESEAEECHQKAQMVQEDLEKTR----------------------------------------------------AELKTAMS   468
gi|114050715|ref|NP_001039942.1| RALELEQERKRAQSEAEKLAKERQEAEEAKEALLQASQDQKKTQEQLALEMAELTARISQLEMARQKKESEAVEWQQKAQMVQEDLEKTR----------------------------------------------------AELKTAMS   468
gi|51972166|ref|NP_001004296.1| KALELEQERKRAQEEAERLERERRLAEEAKSALLQQSESQMKNQEHLATELAELTSKISLLEDAKKKKEDEALEWQTKATMVQEDLEKTK----------------------------------------------------EELKNKVM   468
gi|24640672|ref|NP_727290.1| MIRRLEEQLKQLQAAKDELELRQKELQAMLQRLEEAKNMEAVEKLKLEEEIMAKQMEVQRIQDEVNAKDEETKRLQDEVEDARRKQVIAA----------------------------------------------EAAAALLAASTTPQ   539
gi|158288668|ref|XP_310518.4| TIRRLQEQLNQVQAAKEELEQRQNELHEMMQRLEETKNMEATERAKLEEEIRVKQLEMQKIQEEVTLKDSETKRLHEEVEEAIRKQVAKGSRVCIAPSLCFASPFSIHASGSRCLTVSLSLSLSLSIVFSQPPPTNEAAAALQAATTTPK   514
gi|17505422|ref|NP_491559.1| TIHSLEAQLKQLQLAKQALEQKEYELRELTAQLQSEKAMSDGERRHLRDQVDAREREVFSMREEVERQTTVTRQLQTQIHSQQHTQHYSN------------------------------------------------------------   454
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                    ** :     :      : .    :              :* * **:* :::.:*  *. :*   :*:.  *  * :* ** : *********:** ****:*:*::* *
gi|4505257|ref|NP_002435.1| TPHVAEPAE--NEQDEQDENGAEASADLRADAMAKDRSEEERTTEAEKNERVQKHLKALTSELANARDESKKTANDMIHAENMRLGRDKYKTLRQIRQGNTKQRIDEFESM   577
gi|74007506|ref|XP_549044.2| TPHVAEPAE--NEQDEQDENGAEASADLRADAMAKDRSEEERTTEAEKNERVQKHLKALTSELANARDESKKTANDMIHAENMRLGRDKYKTLRQIRQGNTKQRIDEFESM   585
gi|70778915|ref|NP_034963.2| TPHVAEPAE--NEHDEQDENGAEASAELRADAMAKDRSEEERTTEAEKNERVQKHLKALTSELANARDESKKTANDMIHAENMRLGRDKYKTLRQIRQGNTKQRIDEFESM   577
gi|13540689|ref|NP_110490.1| TPHVAEPAE--NEHDEQDENGAEASAELRADAMAKDRSEEERTTEAEKNERVQKHLKALTSELANARDESKKTTNDMIHAENMRLGRDKYKTLRQIRQGNTKQRIDEFESM   577
gi|114050715|ref|NP_001039942.1| TPHVAEPAE--NEQDEQDENGAEASAELRADAMAKDRSEEERTTEAEKNERVQKHLKALTSELANARDESKKTANDMIHAENMRLGRDKYKTLRQIRQGNTKQRIDEFESM   577
gi|51972166|ref|NP_001004296.1| SSHVTEPVHGENDNDEGDESSAEASAELTSAAAYKDRSEEERMTEAEKNERVQKHLLALTSELANARDETKKTQNDIIHAENVRAGRDKYKTLRQIRSGNTKQRIDEFECM   579
gi|24640672|ref|NP_727290.1| HHHVAEDENENEEELTNGDAG-GDVSRDLDTDEHIKDPIEDRRTLAERNERLHDQLKALKQDLAQSRDETKETANDKIHRENVRQGRDKYKTLREIRKGNTKRRVDQFENM   649
gi|158288668|ref|XP_310518.4| HHHVEEEE-ENEEELINGENGTQDFSKDFDTDEHIKDPVEERRTLAERNERLQDQLKALKQDLALSRDDTMETPNDKIHRENVRQGRDKYKTLREIRKGNTKRRVDQFENM   624
gi|17505422|ref|NP_491559.1| SHHVSNGHAHDETATDDEDNGATELTN--DADQNVPQHELERVTAAEKNIQIKNKLDMLTRELDSVKDQNAVTDYDVLHMENKKAGRDKYKTLRQIRGGNTKRRIDQYENM   563
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.


