
 
 
 
TGGT1_294860      MGRSDLIETCCRLQRSCKDLQCSLDELRDEGARLGAEKADLEREVAQTELLLERLHRDDGVVGNFFKDIGIHQISDFIQHVRTQTPEAAAAAAAAAAAAAAAFGSSASALMKETQKHQFG  
NCLIV_001740      MGRHDLIETCCRLQRSCKDLQCSLDELHDEDARLRAERTDLERQVAETQVLLERLHRDDGVVGNFFKDIGIHQVSDFIQQVRTQTPEAAAAAAAAAAAAAVAFGSSASALMKETQKHQFG  
                  *** ***********************:**.*** **::****:**:*::***********************:*****:********************.******************* 
 
 
 
 
TGGT1_294860      IRREPVLDGLSRRQAAGLREQGQ-PVFQATQRKGEALLSSAERAASD-SIFTTASSSSLAGKTPTEAAKEIARAMTEAATEAWHRTSSQRLGLAGAGEKKAHKEEAEKASPLLESEEKQE  
NCLIV_001740      VRRDALPDRHGRLEAGGFPCGKDQRDNRPVNTTGDAFLNSRERVADVPENAQRTGSSSLSGKTPAEAAKEIARAMTEAATEAWHRTSSQRLGLEGAGEKTEEVEGKQTH-QEGEEKKEKE  
                  :**: : *  .* :*.*:    :    : .: .*:*:*.* **.*.  .    :.****:****:**************************** *****. . *  :.     *.::::* 
 
 
 
      
TGGT1_294860      ERSRQDPFSDELVMRAVGQQGGSSVRALLQRKQTEERLQRQIAQWLDDASSLSIEEVPRPSQAFPVPSLASGLTPALSTVTSYSSSGASLAVTPGVSLPVDPPRESEAVRGEPGCEAGAN  
NCLIV_001740      GRNWQDPFSDELVMKAVGQQGGSSVRALLQRKQTEERLQRQIAQWLDDASSLSIEEVPRPSGAFPLPGLASGLTAAPPSVPFSSSSLAASGVSPGVCMDGAQPTDSQAGSGESVCAEGDG  
                   *. **********:********************************************** ***:*.****** *  :*   *** *: .*:***.:    * :*:*  **  *  * . 
 
 
 
 
TGGT1_294860      SEKATQEGPAEVFEVEPAGADVPLSTHEERQRARQLCDARLLAMQVEKALGMLDIGRFAPQYLPSAACSAPADAYSTQKKDGSAPGEGDS-RAEGKRDGDACSGFIDGSSLDDLCARVFG  
NCLIV_001740      GKAAQDTASNLAQAGGQGDGPSTLSAEEERQRARQLCDAKLLAMQVEKALGMFDIGRFAPQYAPVAA---PAASYSLLKGDASARPHGERAPDRTNRDRDAWSGFADG-SLDDLCARVLG  
                  .: * : .   .     ...   **:.************:************:********* * **   ** :**  * *.**  .*:    . :** ** *** ** *********:* 
 
 
 
 
TGGT1_294860      EQRNDTVPQIEAPQREKLRPQKERQDSKADSDKDAVEMKKELHKRGTASCVDAGSRGG-GGVLETKSSKENDEGQESERSPLCEGAASPAESQAEEQ--PSDANGLSLQPSSQEDGGFYA  
NCLIV_001740      GNAQTKKAPGS-QQKKQRSPETGGLRSKA--DAETVEE---AQETGGAN-SDAMSRGDAPSLLEAKSNRAGVESDSSLPSRLCQAGLTSAQSPAPSQKLPPREDFPPSQPPREEEARASP  
                   : : .    .  *:::  *:.    ***  * ::**     :: * *.  ** ***.  .:**:**.: . *.:.*  * **:.. : *:* * .*  *   :    **  :*:.      
 
 
 
 
TGGT1_294860      ASSELREDGDGLETSSP--E---KTKIVFEREKPREEGREPASVPPAEQAETPSAVHALAPASVTWEGPPALGARGKKEEAEIGRLFLEEAHGDTTTGGAPGASKSRNETASLPASSSPF  
NCLIV_001740      --APIIRSREGEEACVGQATRSSCCMQLSECESSQEEAAETASVPHTGQAAGPTKALDALAQTHSPHQDPGLGVKGEGEVAKEESSLK-ETLADTAPQVGCVDSPKSNATSAQSASKSCF  
                    : : .. :* *:.            : * *. :**. * **** : **  *: .      : : .  *.**.:*: * *:    :  *: .**:   .   * . * *::  **.* * 
 
 
 
 
TGGT1_294860      SPASAMTVECQLLPDGAVFLSWKFGPEPRALVAAAPAGTCRQLEVQVSVLDLTAQFEAASLKVSSSKTASPSGLLAPMQKTRAATLLLDSLQLEREYHLTLIARCMQLTFSTGVEEDCGE  
NCLIV_001740      SPSSPMTVTCKLLPDGAVFLSWQFGPEPRTLLASAPPGACRQLEVQMSILDLTAQFEAATMRS----AAAPSGIQPPMQKTRASTLLLESLQLGREYHLTLIVRCLEFTFSTGVEEDCGA  
                  **:* *** *:***********:******:*:*:** *:*******:*:**********:::     :*:***:  *******:****:**** ********.**:::*********** 
 
 
 
 
TGGT1_294860      PVCGVTVHFRLHADGLRSLRMRPVSLSTLAF-FPT--RRHAAPELPASTPHNAPAPTSYHSPSLSNGGNGSSAVTDQEYCSASSSPPASSSLASSSSSFVASSFARASAVRQKGAGQPVQ  
NCLIV_001740      PVCGVTVHFRLHADGLKSLRMRPVSLSTLAFPFPATRRQVAAPELPANPTTPATLAPPAH-PSVPCKEENATFLAGQLD---PSSPAAPDRVS----------AASASPSGRDASAPPAL  
                  ****************:************** **:  *: *******.    *      * **:    :.:: ::.*      *** * . ::           * **   :..:. *.  
 
 
 
 
TGGT1_294860      PPCAHVDGEIVRADELRGVACLPEMKTPFSQQAVFSPSSARAESDVPRS-AEERVQSEAPGKAPVGCIETRPT--NCVPAAETSSLSQWTSTDESPCWRASSPNEFFFSPIPTDAGCTNA  
NCLIV_001740      TPCAALGGAGRARESESCGDLSRGLRAPTIQNVVCSLSSSRADREVDQKDAQERDGGSGLGRSTCSCTDVEAGQGRSVP-NGGSSLSLAVSTPAGTPWRACPGDDFLVRPVPGRAGHGPE  
                   *** :.*     :.         :::*  *:.* * **:**: :* :. *:**  ... *::  .* :..    ..**    ****  .**  .  ***.  ::*:. *:*  **     
 
              
      
 
TGGT1_294860      RTQ---VAGFASHPTPPETTAFHSVAARPLSAASDTRGLLT-------------VAFQSPEGERVGPVGGEKGGTRSFSPSGSEEV----TLSTGRSEVGVEARPRTLGVSPLGRENISR  
NCLIV_001740      ERSRRAVEAALTTKLQAESAPFLSVAARPLCGPTGGLGVPAPPAADSPLTVAASVAPQEPEAEIRG------GGPAESVPPGSAALGSVELLSSSGSKAGAVRCRRVLGVAGKGERPVCS  
                  . .   * .  :     *:: * *******.. :.  *: :             ** *.**.*  *      **  .  * **  :     **:. *:.*.    *.***:  *.. :.  
 
 
 
 
TGGT1_294860      SAFPHSSFGVSRPSPQLEPTSH-APSVGLPVAGSAGGTLGSVLPVFQAPGYPSGVRDNLPSPLHPSSVSAVSSSVLFFPQPAQGNLVPHATRLEARASPQSPSAP----TVCLDSAPESL  
NCLIV_001740      VSRHAADERFTR-VSGMEPSSLSSRLLGQPAVASA--ACPGSRPLSQASPAYAGVGDRLPSSFRASPLSAVSSSALF-PHTWQSSLSQSASP-ESSPGPQSQGSATHEGRGLDPAAPETR  
                   :   :.  .:*    :**:*  :  :* *...**  :  .  *: **    :** *.*** :: * :******.** *:  *..*   *:  *:  .*** .:          :***: 
 
 
 
 
TGGT1_294860      PLARSTAALSDVVESLKSFE--ASAWQLARGGARAHQATLDGGEAS-------------SPSRLRGRGL-TSLGCLYTRT-DTEQGEEAERSDASAFRTSQEPGDACAAPGVSGCRLGGS  
NCLIV_001740      PVAGASVSLSEAVVSLKNLDVSDAAWALVRGVAQASQAALESAEASGLAGGIGGCGRGHATQGVRGRGLHESLGCLHARRTDADEGPEAETDERSLLS------ARLPAPGESTSHLGAS  
                  *:* ::.:**:.* ***.::   :** *.** *:* **:*:..***             : . :*****  *****::*  *:::* *** .: * :           *** * .:**.* 
 
 
 
 
TGGT1_294860      LGSAAKASS--LGAEGGGRV-RSSSFRREQKQQWVQCRKQLWAMPESVRVRALSSSTSKTLSAGEAHQPAATPALQPNADFAAQGPTVESRLPGSSPVAPQSGSSDADSLASGLPCGSPS  
NCLIV_001740      LGSAAPARGPCGGNAPDGRVRRSSLSRREQKKHWIQCRKQLWAMPDSIRVLALNPSAGT-VASGEATQPSVREQPV------GRRP-AVSAVPGSVSA--QSCLPN-IDASRSSSFGSPS  
                  ***** * .   *   .*** ***  *****::*:**********:*:** **. *:.. :::*** **:.           .: * . * :***  .  **   :  . : .   **** 
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TGGT1_294860      LHVPSLGQGSDFSQGNAPLSHAVRSWPPTEETNAHPGKKNLFPETATDAASPPVAEV------------LHRGGTYAAEAFAAAQSPATVSSTAPVSEGSGAKRLNPSRGATRDLEASVP  
NCLIV_001740      LHVPSLGQGSTSAQSGDPAQAESSLDL---------------SSAVSDVREPPRGVTASNLPSCSSERAERRKASFRVA-------PCA------LSEG--PPHLS--HGE---L-----  
                  **********  :*.. * .                       .:.:*. .** . .             :* .:: .        *.:      :***    :*.  :*    *      
 
 
 
TGGT1_294860      GAQDTCRHPEARLTTGGVAPAATSASARDVFGLEAEKSRVRRENETDGPNPTVYEVGALASLMAVRRQEEELKKVLQEQRVKQQQLQRRQQDLQRHLEAAGIREQRLQASHSSLSGAATA  
NCLIV_001740      --RAETAHGRAQVTAGGSESQ--------AVGPAGEN--PVNRGSDGRPAPGASEVDALASLRALRQQEEEITKLLRAHRDEQLQLQRRRMDLQGHLAGGAAPDTRVRSSRSCPFGEGAS  
                    :    * .*::*:**            ..*  .*:    .... . * * . **.***** *:*:****:.*:*: :* :* *****: *** ** ...  : *:::*:*.  * .:: 
 
 
 
 
TGGT1_294860      PESDVVSVKSGVSRDASDRRPTQAAGGECSGMSACGTSLETRVGAGEPGEGRDQDSREGEKSLRGDPPQMPKVVGSLAVKAAP--PANLSVIAPKTQTHREAAASLSSSPSRAAQSCLLS  
NCLIV_001740      -----------------ERGPVLGTAG--------------------AASESEQSGREGQMSST-GRPQTPKVVGSLTVMKAASPPGNPG-GDPAAL----TFLPLAASPPLGTNRLSLS  
                                   :* *. .:.*                     ..  :*..***: *   . ** *******:*  *   *.* .   * :     :   *::**  .::   ** 
 
 
 
 
TGGT1_294860      GSVASGVFPNHRSCSVAPGVSL--HASEPRLYYANSLVSSREDLLTEATKHSGQVTNMVSSSQEILRAGESGVFAVATDLEKRQEAHQGAHPRVQGLSLQSFPPCGFQDIPAGGR--ERL  
NCLIV_001740      GPVSSAASSAPNPCVAAPAATAAPHYPQPAHYAG-NLGATR-SLARVGTEASRALVTSSVSSQGLPRAGDCGASAAGREPEKRAGGNGEERPS-GGE--------GLHGGLAGERSTGAG  
                  * *:*..    . * .**..:   *  :*  * . .* ::* .*   .*: *  :..   *** : ***:.*. *.. : ***  .:   :*   *         *::.  ** *      
 
 
 
 
TGGT1_294860      GGAVGVPTALPVVGLGKNVSLLDGKRMRYAGATQSSPQQLWAPELGAPLPRVPPLDPQMAQAAPRRLSPNRRPTAGDTSRTLPSPWSTPQRMHRAGFPNAPAAPAAASPLANRDRAARTP  
NCLIV_001740      GGSLGPTTRPHSVRVQLHADSQAGRRVRYAGAPQCFPQQLWAPELGVPVPQIPPLDSTAC-AAPYRLPS-RQPTSGDASRALPPGSS--QR-HGVGFPGAAS-VSVDSPLASSDRSARTP  
                  **::*  *    * :  :..   *:*:***** *. **********.*:*::****   . *** **   *:**:**:**:**   *  ** * .***.* :  :. ****. **:**** 
 
 
 
 
TGGT1_294860      STETGLRRVPLGDGG----DGATGQSSGEKQVKETQQTDTEASWGSRVLTSLGSAVLALSPSRSSALSQASVSLQASTSLQTRRRSLEPVGRVDGRPSAALLPPELNASASPSLF-----  
NCLIV_001740      SAAAVH-RFAGGSGGGTAGNGAAGKAPVEDH-VDRKRRESEASWGSRVLTSLGSAVSAFSPSRASASS------------QTRHRSLEPPSAFEGEQKSARVPPGADASVSRRLSTATPA  
                  *: :   *.  *.**    :**:*::  *.:  : :: ::**************** *:****:** *            ***:***** . .:*. .:* :**  :**.*  *       
 
 
 
 
TGGT1_294860      -------AAASPPRSVAADPRLMHTMSLSIQPMPR-GIL-APQGNQAFP-GLPLVPANAPAPRP-VAAASSVSGVSVFPSPGVVSPSV-TASFSSAAQVLPGNALGGAVHPQCSGFGLLR  
NCLIV_001740      PRGPQAPAASPPLFSAAADPRLLHTLSLSRQQIPPRGLFVMPHGNQVVQCPLPSATQSVPASRPPGAAAPSFSGVS-LPSPGVSPPPAGPSSLSGAPQMYTRRTLGGPVYPQHPAFTGIH  
                         **: *  *.******:**:*** * :*  *::  *:***..   ** .  ..** **  *** *.**** :*****  * .  :*:*.* *:   .:*** *:**  .*  :: 
 
 
 
 
TGGT1_294860      PAS-GA---PSSPVVSAARLPPGASAVHTPKALT--SGVARPAPLSYAHHLAVTSQNSGVAAAASLAVPGDGKENRGTHEAAEVTRLQETAP---------GAQAVQAPVYKPASFVSLS  
NCLIV_001740      RQAPALPEVSSPQALSADGLPPGAFAVTTLLQNGGASVSSRSPFPPYAHRLTLTPQRN-EQRDASLSVRGDGGKNHAKREGGEVTRLTLPSTCVGGYQSAVVAQGAKTPFFKPASCESRA  
                    : .     *  .:**  ***** ** *       *  :*     ***:*::* *..     ***:* *** :*:..:*..*****   :           **..::*.:****  * : 
 
 
 
 
TGGT1_294860      QGEA-REGPGSQSANAVSAKGGDTAGHSGTAQLLRPSSGPPGGAGKLGRQVTFY  
NCLIV_001740      PREEAIVSTDSKRINPVSAKAAG--RPGGAVQLPARDSSPVVAAGGLGRQVTFY  
                    *    . .*:  * ****...    .*:.**   .*.*  .** ******** 
 
 
 

Predicted Features: 
Coiled-coil 
Helix 
Strand 
Myristoylation 
Palmitoylation 
 

Residues selected for deletions: 
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