
Reference sequence (1): lcl|Query_ProteinA 
Identities normalised by aligned length. 
Colored by: identity + property 

 1 [        .         .         .         .         :         .         .   . 80 
 1 lcl|Query_ProteinA   100.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 2 gi|30269262polprotein   15.1%   ‐‐‐‐‐‐‐‐‐MARMTVGGKDIDFLVDTGAEHSVVTAPVAPLS‐‐‐KKTIDIIGAMGVSAKQAFCLPRTCTVGGHKVIHQFL 
 3 gi|1034619561HERK9polX1   19.2%   SS‐‐IPKEPLVRMTVGGRDIDFLVDSGAEHSLVTAPVAPLSK‐‐‐KTIDIIGATGVSAKQASCLPRTCTVGGHKVIHQFW 
 4 gi|767881134HERK18polX2   20.7%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 5 gi|767881132HERK18polX1   19.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 6 gi|68164966polprecursor   32.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 7 gi|5802821GagProPolProtein   11.3%   ASQVSENRPVCKAIIQGKQFEGLVDTGADVSIIALNQWPKNWPKQKAVTGLVGIGTASEVYQSTEILHCLGPDNQESTVQ 
 8 gi|52000770HERK113Pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 9 gi|13021825polymerase   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
10 gi|13021822polymerase   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
11 gi|52000839HERK6pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
12 gi|118572691HERK9pol   12.9%   ASQVSENRPVCKAIIQGKQFEGLVDTGADVSIIALNQWPKNWPKQKAVTGLVGIGTASEVYQSMEILHCLGPDNQESTVQ 
13 gi|52000773HERK7pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
14 gi|52000846HERK11pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
15 gi|52000774HERK25pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
16 gi|52000771HERK8pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
17 gi|3600073polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
18 gi|5802814GagProPolEnvProt   11.3%   ASQVSENRPVCKAIIQGKQFEGLVDTGADVSIIALNQWPKNWPKQKAVTGLVGIGTASEVYQSTEILHCLGPDNQESTVQ 
19 gi|257758ReverseTranscript   30.3%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
20 gi|3600064polymerase   18.5%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
21 gi|52000844HERK18pol   18.8%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
22 gi|3600071polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
23 gi|3600069polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
24 gi|3600067polymerase   18.5%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
25 gi|52000847HERK19pol   18.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
26 gi|5802810GagProPol   11.0%   ASQVSENRPVCKAIIQGKQFEGLVDTGADVSIIALNQWPKNWPKQKAVTGLVGIGTASEVYQSTEILHCLGPDNQESTVQ 
27 gi|110811564ReverseTranscriptase  18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
28 gi|21913258polprotein   17.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
29 gi|52001473HERK10pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
30 gi|5802819GagProPol    11.0%   ASQVSENRPVCKAIIQGKQFEGLVDTGADVSIIALNQWPKNWPKQKAVTGLVGIGTASEVYQSMEILHCLGPDNQESTVQ 

 consensus/100%   ................................................................................ 
 consensus/90%   ................................................................................ 
 consensus/80%   ................................   ................................... 
 consensus/70% 

 81   .   1   .   .   .   .   :   . 160 
 1 lcl|Query_ProteinA   100.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MSPYLNPHVWDT‐ST 
 2 gi|30269262polprotein   15.1%   YM‐PDCPLPLLGRDLLSKLRATISFTEHGSLLLKLPGTGVIMTLTVPREEEWRLFLTESGQEIRPALAKRWPRVWAEDNP 
 3 gi|1034619561HERK9polX1   19.2%   YM‐PDCPLPLLGRDLLSKLRATISLTEHGSFLLKLPRTGVIMTLMVPQEKEWRLFLTEPGQERRPALSKQWPRVWAEDNP 
 4 gi|767881134HERK18polX2   20.7%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 5 gi|767881132HERK18polX1   19.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 6 gi|68164966polprecursor   32.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐FLG 
 7 gi|5802821GagProPolProtein   11.3%   PMITSIPLNLWGRDLLQQWGAEITMPAP‐‐‐SYSPTSQKIMTKMGYIPGKGLGKNEDGIKIPVEAKINQEREGIGNPCLG 
 8 gi|52000770HERK113Pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRVS‐‐FLG 
 9 gi|13021825polymerase   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRES‐‐LLG 
10 gi|13021822polymerase   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRES‐‐LLG 
11 gi|52000839HERK6pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRES‐‐LLG 
12 gi|118572691HERK9pol   12.9%   PMITSIPLNLWGRDLLQQWGAEITMPAP‐‐‐LYSPTSQKIMTKRGYIPGKGLGKNEDGIKIPFEAKINQKREGIGYPFLG 
13 gi|52000773HERK7pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRLS‐‐FLG 
14 gi|52000846HERK11pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRVS‐‐FLG 
15 gi|52000774HERK25pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSKKRRNRVS‐‐FLG 
16 gi|52000771HERK8pol   18.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSKKRRNRVS‐‐FLG 
17 gi|3600073polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
18 gi|5802814GagProPolEnvProt   11.3%   PMITSIPLNLWGRDLLQQWGAEITMPAP‐‐‐LYSPTSQKIMTKRGYIPGKGLGKNEDGIKIPFEAKINQEREGIGYPFLG 
19 gi|257758ReverseTranscript   30.3%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
20 gi|3600064polymerase   18.5%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐KSRKRRNRVS‐‐FLG 
21 gi|52000844HERK18pol   18.8%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRVS‐‐FLG 
22 gi|3600071polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
23 gi|3600069polymerase   19.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
24 gi|3600067polymerase   18.5%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐KSRKRRNRVS‐‐FLG 
25 gi|52000847HERK19pol   18.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSKKRRNRVS‐‐FLG 
26 gi|5802810GagProPol   11.0%   PMITSIPLNLWGRDLLQQWGAEITMPAP‐‐‐LYSPTSQKIMTKMGYIPGKGLGKNEDGIKIPFEAKINQKREGIGYPFLG 
27 gi|110811564ReverseTranscriptase  18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRVS‐‐FLG 
28 gi|21913258polprotein   17.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐KTGHGF‐FVG 
29 gi|52001473HERK10pol   18.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐NKSRKRRNRVS‐‐FLG 
30 gi|5802819GagProPol    11.0%   PMITSIPLNLWGRDLLQQWGAEITMPAP‐‐‐LYSPTSQKIMTKMGYIPGKGLGKNEDGIKVPVEAKINQEREGIGYPFLG 
 consensus/100%   ................................................................................ 
 consensus/90%   ............................   ................................................. 
 consensus/80%   .. .........................   ................................................s 
 consensus/70%   .t.tppp.t..  hlG 

 161   .         .         .   2   .   .   .   . 240 
 1 lcl|Query_ProteinA      100.0%   PTLATDHAPLIIPLKPNHPYPAQRQYPIPQQALKGLKPVITHLLQHGLLKPTNSPYNSPILPL‐QKLDKSYRLVQDLHLV 
 2 gi|30269262polprotein     15.1%   PGLAVNQAPVLIEVKPGAQPVRQKQYPVPREALEGIQVPLKCLRTFGMIVPCQSPWNTPLLPVPEPKTKDYWPGQDLRLV 
 3 gi|1034619561HERK9polX1   19.2%   LGLAVNQAPVLIEVKPGAQLVRQKQDPVPREALQGIQVRLKHLRTFGMIVPCQSPWNTPLLPVPKPRTKDYRPVQDSRLL 
 4 gi|767881134HERK18polX2   20.7%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MIVPCQSPWNTPLLPVPEPKTKDYWPGQDLRLV 
 5 gi|767881132HERK18polX1   19.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MIVPCQSPWNTPLLPVPEPKTKDYWPGQDLRLV 
 6 gi|68164966polprecursor   32.6%   AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV 

Supplementary Table 7: Multiple sequence alignment of all novel putative coding transcripts with known retroviral element sequences. Protein sequences were translated 
from the predicted open reading frame of each transcript, and aligned to the human proteome. All alignments (E Value < 1 x 10-10) are included.



 7 gi|5802821GagProPolProtein        11.3%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
 8 gi|52000770HERK113Pol             18.4%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
 9 gi|13021825polymerase             18.0%     AATVEPPKPIPLTWKT‐ERPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
10 gi|13021822polymerase             18.0%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
11 gi|52000839HERK6pol               18.0%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
12 gi|118572691HERK9pol              12.9%     AATIEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
13 gi|52000773HERK7pol               18.0%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
14 gi|52000846HERK11pol              18.4%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
15 gi|52000774HERK25pol              18.4%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
16 gi|52000771HERK8pol               18.4%     VATIEPPKPIPLTWKT‐EKLVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
17 gi|3600073polymerase              19.0%     ‐‐‐VEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
18 gi|5802814GagProPolEnvProt        11.3%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
19 gi|257758ReverseTranscript        30.3%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐PGTNDYQPVQDLREV     
20 gi|3600064polymerase              18.5%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
21 gi|52000844HERK18pol              18.8%     VTTVEPPKPIPLTWKT‐EKLVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSSKWRMLTDLRAV     
22 gi|3600071polymerase              19.0%     ‐‐‐VEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
23 gi|3600069polymerase              19.0%     ‐‐‐VEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
24 gi|3600067polymerase              18.5%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
25 gi|52000847HERK19pol              18.6%     AATVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV     
26 gi|5802810GagProPol               11.0%     AATIEPPKPIPLTWKT‐EKPVWVNQWQLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV    
27 gi|110811564ReverseTranscriptase  18.0%     AATIEPPKPIPLTWKT‐EKPVWVNQWQLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWRMLTDLRAV    
28 gi|21913258polprotein             17.6%     ATEIQ‐‐‐PLPLSWLD‐NKPKWIPQWPLTQEKLAAVNDIVLQQLEAGHLQPSTSPWNTPVFVI‐KKKSGKYQLLHDLRAV     
29 gi|52001473HERK10pol              18.0%     AVTVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWHTLTDLRAV     
30 gi|5802819GagProPol               11.0%     AVTVEPPKPIPLTWKT‐EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI‐QKKSGKWHTLTDLRAV     
   consensus/100%                              ..................................................................hstpa..hpD.+.l     
   consensus/90%                               ...h....Pl.l.hhs t...h..Q..lspptLtulp..h.p.hphGhI.Ps.SPWNoPlhsl.p.Kotcap.lpDLRhV     
   consensus/80%                               .s.lps.tPlPLoWKs c+.VWlsQWPLP+QKLEAL+llsscQLE+GHIcPShSPWNSPVFVI QKKSuKa+hLpDLRAV     
   consensus/70%                               ssplEPPKPIPLTWKT EKPVWVNQWPLPKQKLEALHLLANEQLEKGHIEPSFSPWNSPVFVI QKKSGKWRMLTDLRAV     

                                           241          :         .         .         .         .         3         .         . 320 
 1 lcl|Query_ProteinA               100.0%     NQI‐‐‐VLPIHPIVP‐NLYTLLSSIPLSTTHYSVIDLKDAFFTIPLHPSSQPLFAFTWTDPDTH*‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 2 gi|30269262polprotein             15.1%     KQATVTLHPAVPNPY‐TLLGLL‐PAE‐DSCF‐TCLDLKDAFFSIRFAPESQKLFAFQWEDPES‐GVTTQYTWTWLPQGFK     
 3 gi|1034619561HERK9polX1           19.2%     NQA‐‐‐TLTLHPTVP‐NQSTLLGLLPAEDT‐‐‐‐LDLKDAFFPIRLAPERQKLFAFQWEDPEL‐GVSTQHTWTGLPQGFK     
 4 gi|767881134HERK18polX2           20.7%     KQATVTLHPAVPNPY‐TLLGLL‐PAE‐DSCF‐TCLDLKDAFFSIRFAPESQKLFAFQWEDPES‐GVTTQYTWTWLPQGFK     
 5 gi|767881132HERK18polX1           19.4%     KQATVTLHPAVPNPY‐TLLGLL‐PAE‐DSCF‐TCLDLKDAFFSIRFAPESQKLFAFQWEDPES‐GVTTQYTWTWLPQGFK     
 6 gi|68164966polprecursor           32.6%     NAV‐‐‐IQPMGPLQP‐GLPSLA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPA‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 7 gi|5802821GagProPolProtein        11.3%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
 8 gi|52000770HERK113Pol             18.4%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
 9 gi|13021825polymerase             18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
10 gi|13021822polymerase             18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
11 gi|52000839HERK6pol               18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
12 gi|118572691HERK9pol              12.9%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
13 gi|52000773HERK7pol               18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
14 gi|52000846HERK11pol              18.4%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
15 gi|52000774HERK25pol              18.4%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
16 gi|52000771HERK8pol               18.4%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
17 gi|3600073polymerase              19.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐ITIDLKDCFFTIPLAEQDCEKFAFTISAINNKEPATRFQWKVLPQGML     
18 gi|5802814GagProPolEnvProt        11.3%     NAL‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
19 gi|257758ReverseTranscript        30.3%     NKQ‐‐‐TVTIHPTVL‐TLILYS‐AAHRHTAY‐SVLDLKDAFFAIPLAPKSQPIFAFEWTDPGS‐GDTTQLTWTQLPQGFK     
20 gi|3600064polymerase              18.5%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
21 gi|52000844HERK18pol              18.8%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
22 gi|3600071polymerase              19.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPPTRFQWKVLPQGML     
23 gi|3600069polymerase              19.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINYKEPATRFQWKVLPQGML     
24 gi|3600067polymerase              18.5%     NAL‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
25 gi|52000847HERK19pol              18.6%     NAVNAVIQPMGPLQP‐GLPSLA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
26 gi|5802810GagProPol               11.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
27 gi|110811564ReverseTranscriptase  18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
28 gi|21913258polprotein             17.6%     NQQ‐‐‐MQPMGALQP‐GLPVPT‐MIPKHWPL‐IVLDLKDCFFSIPLHEQDIQRFAFTVPSINHQGPDKRYEWKVLPQGMT     
29 gi|52001473HERK10pol              18.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
30 gi|5802819GagProPol               11.0%     NAV‐‐‐IQPMGPLQP‐GLPSPA‐MIPKDWPL‐IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     
   consensus/100%                              pt....h.shhs... s.......h..p.s....lDLKDsFFsI.ht.pp..hFAFph.s....................     
   consensus/90%                               Nth...lpPhsPh.. sL.s.h .h.h‐.sh hhlDLKDsFFoI.LA.pspchFAFph.s.pp.tssTpapWphLPQGhh     
   consensus/80%                               Ntl   lQPMGPLQP GLPo.u MIPKDWPL IlIDLKDCFFTIPLAEQDpc+FAFTlsu.ssptssTpapWpsLPQGhh     
   consensus/70%                               NAV   IQPMGPLQP GLPSPA MIPKDWPL IIIDLKDCFFTIPLAEQDCEKFAFTIPAINNKEPATRFQWKVLPQGML     

                                           321          .         .         :         .         .         .         .         4 400 
 1 lcl|Query_ProteinA               100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 2 gi|30269262polprotein             15.1%     NSPTIFG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐EELARDLQKCPTRDLGCVLLQYVDDLLLGHPTAVGCAKGTDALLRHLEDCGYKVSKK     
 3 gi|1034619561HERK9polX1           19.2%     NSPTIFG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐EALARDLQKFPTRDLGCVLLQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 4 gi|767881134HERK18polX2           20.7%     NSPTIFG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐EELARDLQKCPTRNLGCVLLQYVDDLLLGHPTAVGCAKGTDALLRHLEDCGYKVSKK     
 5 gi|767881132HERK18polX1           19.4%     NSPTIFG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐EELARDLQKCPTRNLGCVLLQYVDDLLLGHPTAVGCAKGTDALLRHLEDCGYKVSKK     
 6 gi|68164966polprecursor           32.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 7 gi|5802821GagProPolProtein        11.3%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHCIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
 8 gi|52000770HERK113Pol             18.4%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVRDKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
 9 gi|13021825polymerase             18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
10 gi|13021822polymerase             18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
11 gi|52000839HERK6pol               18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHCIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
12 gi|118572691HERK9pol              12.9%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVK‐VFRLLYYSLY‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
13 gi|52000773HERK7pol               18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETRDKLIDCYTFLQAEVANAGLAIASD     
14 gi|52000846HERK11pol              18.4%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
15 gi|52000774HERK25pol              18.4%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
16 gi|52000771HERK8pol               18.4%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVRKKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVASAGLAIASD     
17 gi|3600073polymerase              19.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     



18 gi|5802814GagProPolEnvProt        11.3%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
19 gi|257758ReverseTranscript        30.3%     NSPTLFG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ETLQQDLIPFRASHPNCTLLQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
20 gi|3600064polymerase              18.5%     NNPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
21 gi|52000844HERK18pol              18.8%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVRDKFSDCYIIHYFDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
22 gi|3600071polymerase              19.0%     NNPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHCIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
23 gi|3600069polymerase              19.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
24 gi|3600067polymerase              18.5%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
25 gi|52000847HERK19pol              18.6%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAEMKDKLIDCYTFLQAEVANAGLAIASD     
26 gi|5802810GagProPol               11.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVASAGLAIASD     
27 gi|110811564ReverseTranscriptase  18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
28 gi|21913258polprotein             17.6%     NSPAICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐LYVDQAVEPVRQQCPKVQILHYMDDLLITAESESHLMEAYKLLLLYLEKVGLQVAPE     
29 gi|52001473HERK10pol              18.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
30 gi|5802819GagProPol               11.0%     NSPTICQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐TFVGRALQPVREKFSDCYIIHYIDDILCAAETKDKLIDCYTFLQAEVANAGLAIASD     
   consensus/100%                              .......                .........................................................     
   consensus/90%                               NsPTIht                p.lspsLp.h.tp..tshllp....................................     
   consensus/80%                               NSPTIht                phluRsLQPs+p+h.sChllphhDDlLhut.otsthhcshshL.tcltssGhtlupc     
   consensus/70%                               NSPTICQ                TFVGRALQPVRcKFSDCYIIHYlDDILCAAET+DKLIDCYTFLQAEVAsAGLAIASD     

                                           401          .         ] 420 
 1 lcl|Query_ProteinA               100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 2 gi|30269262polprotein             15.1%     KAQICRPQVRYLGFTIRQGE     
 3 gi|1034619561HERK9polX1           19.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 4 gi|767881134HERK18polX2           20.7%     KAQICRPQ‐‐‐‐‐‐‐‐‐‐‐‐     
 5 gi|767881132HERK18polX1           19.4%     KAQICRPQVRYLGFTIRQGE     
 6 gi|68164966polprecursor           32.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
 7 gi|5802821GagProPolProtein        11.3%     KIQTSTPF‐HYLGMQI‐‐‐‐     
 8 gi|52000770HERK113Pol             18.4%     KIQTSTPF‐HYLGMQI‐‐‐‐     
 9 gi|13021825polymerase             18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
10 gi|13021822polymerase             18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
11 gi|52000839HERK6pol               18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
12 gi|118572691HERK9pol              12.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
13 gi|52000773HERK7pol               18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
14 gi|52000846HERK11pol              18.4%     KIQTSTPF‐HYLGMQI‐‐‐‐     
15 gi|52000774HERK25pol              18.4%     KIQTSTPF‐HYLGMQI‐‐‐‐     
16 gi|52000771HERK8pol               18.4%     KIQTSTPF‐HYLGMQI‐‐‐‐     
17 gi|3600073polymerase              19.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
18 gi|5802814GagProPolEnvProt        11.3%     KIQTSTPF‐HYLGMQI‐‐‐‐     
19 gi|257758ReverseTranscript        30.3%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
20 gi|3600064polymerase              18.5%     KIQTSTPF‐HYLGMQI‐‐‐‐     
21 gi|52000844HERK18pol              18.8%     KIQTSTPF‐HYLGMQI‐‐‐‐     
22 gi|3600071polymerase              19.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
23 gi|3600069polymerase              19.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
24 gi|3600067polymerase              18.5%     KIQTSTPF‐HYLGMQI‐‐‐‐     
25 gi|52000847HERK19pol              18.6%     KIQTSTPF‐HYLEMQI‐‐‐‐     
26 gi|5802810GagProPol               11.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
27 gi|110811564ReverseTranscriptase  18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
28 gi|21913258polprotein             17.6%     RIQKGEVV‐QYLGLKVT‐‐‐     
29 gi|52001473HERK10pol              18.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
30 gi|5802819GagProPol               11.0%     KIQTSTPF‐HYLGMQI‐‐‐‐     
   consensus/100%                              ....................     
   consensus/90%                               ........ .......         
   consensus/80%                               KhQhspP. pYLthpl         
   consensus/70%                               KIQTSTPF HYLGMQI         



Reference sequence (1): lcl|Query_ProteinB 
Identities normalised by aligned length. 
Colored by: identity + property 

                                  1 [        .         .         .         .         :         .         .         . 80  
1 lcl|Query_ProteinB     100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MGQVWGLVHFTLELFHT‐‐‐‐‐GNEEEQEYSEVTEEVTEHVYLPAKAKAAKEG     
2 gi|767899321HERK8gag    36.5%     MDVEVWEEVGSTLKKAYKDGAEDIPITVWSVWALIHSTLEAFHTDDEEEGDKEERECDNVAEEIKEQIRQPLKE‐‐TQEG     
3 gi|768005179HERK8gag    36.5%     MDVEVWEEVGSALKKAYKDGAEDIPITVWSVWALIHSTLEAFHTDDEEEGDKEERECDNVAEEIKEQIRQPLKE‐‐TQEG     
4 gi|119623778hCG2040478  51.1%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐VRWGAWKHRVTMGQVWALVRSTLELFHTDDEEEG‐‐‐‐‐EYDEVTEEVTEQVYLPAKAKVAQEE     
  consensus/100%                    ...........................hhpVWuLl+.TLEhFHT.....G.....EhspVsEElpEplh.PhKt..spEt     
  consensus/90%                     ...........................hhpVWuLl+.TLEhFHT.....G.....EhspVsEElpEplh.PhKt..spEt     
  consensus/80%                     ...........................hhpVWuLl+.TLEhFHT.....G.....EhspVsEElpEplh.PhKt..spEt     
  consensus/70%                     ................h+.GA.ch.lThhpVWALlHSTLEhFHTDDEEEGscEEpEhDpVsEElpEQlh.PhKt..sQEG     

                                 81          .         1         .         .         .         .         :         . 160 
1 lcl|Query_ProteinB     100.0%     EIHPYPSAPPPYY‐FDED‐‐DPPHLSFLEDTGQKVIAPVTVRAAPHVTALSSIQAGIQQARQEGDLEAWQFPVRIHPPDQ     
2 gi|767899321HERK8gag    36.5%     EACPCPSAPPQYL‐EDREWPDPLDLSFLEDTERKVVSPATVRAAPRVTALSSIQAGIQQARREGNLEAWKFPVRIHPPDQ     
3 gi|768005179HERK8gag    36.5%     EACPCPSAPPQYL‐EDREWPDPLDLSFLEDTEQKVVSPATVRAEPRVTALSSIQAGIQQARREGNLEAWKFPVRIHPPDQ     
4 gi|119623778hCG2040478  51.1%     EVHPYPSAPPHYYFEEKEWPDPPDLSFLEDTGRKVVAPVT‐‐‐EQHLERLLSVLFRQEFSRLDERVI‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                    EhpPhPSAPP.Yh..‐c‐..DP.cLSFLEDTtpKVluPsT...t.+lptL.Sl.ht.p.uR.‐tpl..............     
  consensus/90%                     EhpPhPSAPP.Yh..‐c‐..DP.cLSFLEDTtpKVluPsT...t.+lptL.Sl.ht.p.uR.‐tpl..............     
  consensus/80%                     EhpPhPSAPP.Yh..‐c‐..DP.cLSFLEDTtpKVluPsT...t.+lptL.Sl.ht.p.uR.‐tpl..............     
  consensus/70%                     EspPhPSAPPpYh ED+EWPDP.DLSFLEDTtpKVVuPsTVRAtP+VTALSSIQAGIQQARpEGsLEAWpFPVRIHPPDQ     

                                161          .         .         .         2         .         .         .         . 240 
1 lcl|Query_ProteinB     100.0%     QGNIIATFEPFPFKSQETP*‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|767899321HERK8gag    36.5%     QGNVMATFEAFPFKLLNEFKQAINQYGPRSPFVMGLSKNVATSSQMIPIDGTLLLEPVWLLLSFYSLRPGGQMKLLFKLP     
3 gi|768005179HERK8gag    36.5%     QGNVMATFEAFPFKLLNEFKQAINQYGPRSPFVMGLSKNVATSSQMIPIDGTLLLEPVWLLLSFYSLRPGGQMKLLFKLP     
4 gi|119623778hCG2040478  51.1%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                    ................................................................................     
  consensus/90%                     ................................................................................     
  consensus/80%                     ................................................................................     
  consensus/70%                     QGNlhATFEsFPFK..pp..............................................................     

                                241          ] 250 
1 lcl|Query_ProteinB     100.0%     ‐‐‐‐‐‐‐‐‐‐     
2 gi|767899321HERK8gag    36.5%     AVHKFNLQLM     
3 gi|768005179HERK8gag    36.5%     AVHKFNLQLM     
4 gi|119623778hCG2040478  51.1%     ‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                    ..........     
  consensus/90%                     ..........     
  consensus/80%                     ..........     
  consensus/70%                     ..........     



Reference sequence (1): lcl|Query_ProteinC‐Transcript1and3 
Identities normalised by aligned length. 
Colored by: identity + property 

                                              1 [        .         .         .         .         :         .         .         . 80  
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐KRGCSFFPALQPGPSVLSDGEKWPPEGSIHYNIILQLDLFCKREGKWSKI     
3 gi|1034610826LOC107985332           12.6%     MGNQSSVPQDSPLGCILRNWDKFDPQALKRKRLVFLCNTVWPKYE‐LEGQEAWPVGGSLNVNTILQLDVYCRQQRKWSEV     
4 gi|119612025hCG1647242              12.5%     MTQEPSAIM‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
5 gi|8272464gag                       11.2%     MGNIPPKAK‐TPLRCILENWDQCDTQTLRKKRFIFFCSTAWPQYP‐LQGRETWLPEGSINYNIILQLDLFCRKEGKWSEV     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                 ......... ................................... ..................................     
  consensus/70%                                 ......... ................................... ..................................     

                                             81          .         1         .         .         .         .         :         . 160 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     PYVQAFFSLKENTKLCKACNLYPTGGPLSLLPYPSLPI‐APLPINDKTPLISPAQKAT‐‐SKEISKGPQKPLGYQ‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     PYVQTFMILRENPDFCKGCKIDP‐‐‐‐‐ALLAILSRPLQRPQPGGFNDFLVNPPQPPLPETKEKEQAPPAPSSLYRTLSL     
4 gi|119612025hCG1647242              12.5%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐REVPEMVNILKGTGDI     
5 gi|8272464gag                       11.2%     PYVQTFFSLRDNSQLCKKCGLCPTGSPQSPPPYPSVPPPTPSSTNKDPPLTQTVQKEI‐‐DKGVNNEPKSANIPR‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                 ..........................................................  ....................     
  consensus/70%                                 ..........................................................  ....................     

                                            161          .         .         .         2         .         .         .         . 240 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐LCPLQAVGGEEH‐‐‐‐‐‐VPFSLSDLKQIKAELGKFSDNPDRYIDVLQGLGQTFDLTWRDVMLL     
3 gi|1034610826LOC107985332           12.6%     HGSASTYTRPSGPRSGICLLPVV‐SRPVGPVQVQVPFSMQDLSQVKEGLGKFSENPGKFLEGFRKLTLTFELTWKDVAIL     
4 gi|119612025hCG1647242              12.5%     HNTE‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐LCPLQAVRGGEFGPARVPVPFSLSDLKQIKIDLGKFSDNPDGYIDVLQGLGQSFDLTWRDIMLL     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                 ....            ................................................................     
  consensus/70%                                 ....            ................................................................     

                                            241          :         .         .         .         .         3         .         . 320 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MCIMEGFCRT     
2 gi|119588514hCG2040415              17.9%     LDQTLAFNEKNVALAAAQEFGDTWYLSQVNDRMPAEERDKFPTGQEAIPSMDPHWDPDSDHGDWSHKHLLTCVLEGLRRI     
3 gi|1034610826LOC107985332           12.6%     LGQTLSLEERQTIWEAARQCGDELHLADAN‐‐‐‐‐‐‐‐‐‐YPVGATAVPLQDPNWDYDTPAGICARNHMLLCLIEGMKRS     
4 gi|119612025hCG1647242              12.5%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐IQNDNGKVNLGAKYRAPVGQ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐LKATSTAARL     
5 gi|8272464gag                       11.2%     LNQTLTPNERSAAVTAAREFGDLWYLSQVNNRMTTEERTT‐PTGQQAVPSVDPHWDTESEHGDWCHKHLLTCVLEGLRKT     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                 ......................................................................hphhpsht+.     
  consensus/70%                                 ......................................................................hphhpsht+.     

                                            321          .         .         :         .         .         .         .         4 400 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     KTKPLNYTKLSMIDE‐‐‐‐‐‐‐‐‐VFDENPAAFLERLREALVKHTCLSPDSVEGQLTLKDKFITQAAPDLRRKLQKRALG     
2 gi|119588514hCG2040415              17.9%     RKMPMSYSVMSTITQ‐‐‐‐‐‐‐‐‐GKEENPSAFLKRLWKALRKYTSLSPNSVEGQLILKDKFITQSATDIRRKLQKRVLG    
3 gi|1034610826LOC107985332           12.6%     QVKPVNYNKLATIDQ‐‐‐‐‐‐‐‐‐GPHENPTAFLERLQETLIKHTNLDPGSPEGQLVLKDHFLTQAAPDIRRKLRMLALG     
4 gi|119612025hCG1647242              12.5%     KTRVSGFLGKGSLTTPDSSELGPLGKEENPSAFLERLREALRKYTPLSPKSLEGQLILKDKFITQSTADIRRKLQKQALG     
5 gi|8272464gag                       11.2%     RKKPMNYSMMSTITQ‐‐‐‐‐‐‐‐‐GKEENPTAFLDRLREALRKHTSLSPDSIEGQLILKDKFITQSAADIRKNFK‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MAKHFISQSAPDIRHKLHKLQIG     
  consensus/100%                                .........................................................htc+FloQussDlR+php.....     
  consensus/90%                                 .........................................................htc+FloQussDlR+php.....     
  consensus/80%                                 phhs.sa.hhu.lsp         s.cENPsAFLcRL.csLhKaTsLsPtS.EGQLhLKD+FITQuAsDIR+KLph..lG     
  consensus/70%                                 phhs.sa.hhu.lsp         s.cENPsAFLcRL.csLhKaTsLsPtS.EGQLhLKD+FITQuAsDIR+KLph..lG     

                                            401          .         .         .         .         :         .         .         . 480 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     PDSTLEDLLKVATLVFYNTDRE‐‐‐‐‐AQERERKYRKDTEALMAT‐‐‐‐‐‐‐‐‐‐R‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     PEQNLEALLNLATSVFYNRYQEEQ‐‐‐AEKEKRDQRKAAALVMAL‐‐‐‐‐‐‐‐‐‐R‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     TRAPMSEILKFASSVFYNRDQDERDRAERKEKQKEERQAQLLAAL‐‐‐‐‐‐‐‐‐‐QVHQPPPGCPKDTFPGNCYQCGKPG     
4 gi|119612025hCG1647242              12.5%     PEQNLETLLNLATFVFYNRDQEEQ‐‐‐AQKEKQDQRKAAALVMAL‐‐‐‐‐‐‐‐‐‐R‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐SLP‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     PQTNQNQLLDTMFMVYNNCDLKEG‐‐‐‐‐KRKQSEEKWQAKIMAAIIGDVLNARRASKENLKGHKDKASRDSCFKCKKSG     
  consensus/100%                                .......................................th.......................................     
  consensus/90%                                 .......................................th.......................................     
  consensus/80%                                 spts.ptlLphh..Va.Np..c..   ..cccpp.c+.tthlhAh          t........................     
  consensus/70%                                 spts.ptlLphh..Va.Np..c..   ..cccpp.c+.tthlhAh          t........................     

                                            481          .         5         .         .         .         .         :         . 560 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐QAH‐‐KPQNSQGTPVNY*‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐QTNLGG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     HWKANCPYGPRGEKPCTACPLCRKLRYWKENCPESQKGP‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242              12.5%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐QTNIDGSERTETEQANHLEGLLIKDGEPIEHDCQQIIVQTYATRDDL     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     HWAKG‐‐YTKPLPGPCCQCKGTSHYP‐WRTDCPCATMGLGQKTLAVQKEELDED‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     



  consensus/90%                                 ................................................................................     
  consensus/80%                                 .....  ................... ......psp..................                               
  consensus/70%                                 .....  ................... ......psp..................                               

                                            561          .         .         .         6         .         .         .         . 640 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242              12.5%     LEVPLTNPDLNLYTDGSSVVENGIRRAGYAIVSDVTILESKPLVPGTSAQLAELVALTRALELGKGKIINVYTDSKYAYL     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                                                                                                      
  consensus/70%                                                                                                                      

                                            641          :         .         .         .         .         7         .         . 720 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242              12.5%     ILHAHAAIWKEWEFLTSGNPHGCHREVMELLHMVQETKEVGVLHYQSHQNGKERGEQQRKQLAESCIPIFAALKIFFNII     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                                                                                                      
  consensus/70%                                                                                                                      

                                            721          .         .         :         .         .         .         .         8 800 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242              12.5%     ASQLTHNNADIGTAGDCDLKQLKMSAYTTSCLMGVQGGLPLPPSAPSLNCPLFRRSGKVGSRKDRRPEPWSRYQVIRSPS     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                ................................................................................     
  consensus/90%                                 ................................................................................     
  consensus/80%                                                                                                                      
  consensus/70%                                                                                                                      

                                            801          .         .         .         .         :      ] 857 
1 lcl|Query_ProteinC‐Transcript1and3 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415              17.9%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332           12.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242              12.5%     RCPLRTPLLPSGVRRSVKPAGLPVPKAELKAKISQEHSRRRQRRWRPDLALSPLGEP     
5 gi|8272464gag                       11.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547              15.2%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                                .........................................................     
  consensus/90%                                 .........................................................     
  consensus/80%                                                                                               
  consensus/70%                                                                                               



Reference sequence (1): lcl|Query_ProteinCTranscript2 
Identities normalised by aligned length. 
Colored by: identity + property 

                                         1 [        .         .         .         .         :         .         .         . 80  
1 lcl|Query_ProteinCTranscript2 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415         16.4%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐KRGCSFFPALQPGPSVLSDGEKWPPEGSIHYNIILQLDLFCKREGKWS     
3 gi|1034610826LOC107985332      13.8%     MGNQSSVPQD‐‐SPLGCILRNWDKFDPQALKRKRLVFLCNTVWP‐KYELEGQEAWPVGGSLNVNTILQLDVYCRQQRKWS     
4 gi|119612025hCG1647242         12.3%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
5 gi|8272464gag                  12.4%     ‐‐‐MGNIPPKAKTPLRCILENWDQCDTQTLRKKRFIFFCSTAWP‐QYPLQGRETWLPEGSINYNIILQLDLFCRKEGKWS     
6 gi|119605352hCG1789547         19.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                           ................................................................................     
  consensus/90%                            ................................................................................     
  consensus/80%                               .......  ................................ ...................................     
  consensus/70%                               .......  ................................ ...................................     

                                        81          .         1         .         .         .         .         :         . 160 
1 lcl|Query_ProteinCTranscript2 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415         16.4%     KIPYVQAFFSLKENTKLCKACNLYPTGGPLSLLPYPSLPI‐APLPINDKTPLISPAQKATSKEISKGPQKPLGYQLCPLQ     
3 gi|1034610826LOC107985332      13.8%     EVPYVQTFMILRENPDFCKGCKIDP‐‐‐‐‐ALLAILSRPLQRPQPGGFNDFLVNPPQPPLPETKEKEQAPPAPSSLYRTL     
4 gi|119612025hCG1647242         12.3%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
5 gi|8272464gag                  12.4%     EVPYVQTFFSLRDNSQLCKKCGLCPTGSPQSPPPYPSVPPPTPSSTNKDPPLTQTVQKEIDKGVNNEPKSANIPRLCPLQ     
6 gi|119605352hCG1789547         19.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                           ................................................................................     
  consensus/90%                            ................................................................................     
  consensus/80%                            ................................................................................     
  consensus/70%                            ................................................................................     

                                       161          .         .         .         2         .         .         .         . 240 
1 lcl|Query_ProteinCTranscript2 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415         16.4%     AVGGEEH‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐VPFSLSDLKQIKAELGKFSDNPDRYIDVLQGLGQTFDLTWRDVML     
3 gi|1034610826LOC107985332      13.8%     SLHGSASTYTRPSGPRSGICLLPVVSRPVGPVQVQVPFSMQDLSQVKEGLGKFSENPGKFLEGFRKLTLTFELTWKDVAI     
4 gi|119612025hCG1647242         12.3%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐M     
5 gi|8272464gag                  12.4%     AVRGGEF‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐GPARVPVPFSLSDLKQIKIDLGKFSDNPDGYIDVLQGLGQSFDLTWRDIML     
6 gi|119605352hCG1789547         19.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                           ................................................................................     
  consensus/90%                            ................................................................................     
  consensus/80%                            .......                      ...................................................     
  consensus/70%                            .......                      ...................................................     

                                       241          :         .         .         .         .         3         .         . 320 
1 lcl|Query_ProteinCTranscript2 100.0%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MCIMEGF     
2 gi|119588514hCG2040415         16.4%     LLDQTLAFNEKNVALAAAQEFGDTWYLSQVND‐‐RMPAEERDKFPTGQEAIPSMDPHWDPDSDHGDWSHKHLLTCVLEGL     
3 gi|1034610826LOC107985332      13.8%     LLGQTLSLEERQTIWEAARQCGDELHLADANY‐‐‐‐‐‐‐‐‐‐‐‐PVGATAVPLQDPNWDYDTPAGICARNHMLLCLIEGM     
4 gi|119612025hCG1647242         12.3%     TQEPSAIMREVPEMVNILKGTGDIHNTEIQNDNGKVNLGAKYRAPVGQLKATS‐‐‐‐‐‐‐‐‐‐‐‐‐‐TAARLKTRVSGFL     
5 gi|8272464gag                  12.4%     LLNQTLTPNERSAAVTAAREFGDLWYLSQVNN‐‐RMTTEERTT‐PTGQQAVPSVDPHWDTESEHGDWCHKHLLTCVLEGL     
6 gi|119605352hCG1789547         19.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
  consensus/100%                           ................................................................................     
  consensus/90%                            ................................................................................     
  consensus/80%                            ................................  .......................................hpl.thh     
  consensus/70%                            ................................  .......................................hpl.thh     

                                       321          .         .         :         .         .         .         .         4 400 
1 lcl|Query_ProteinCTranscript2 100.0%     CRTKTKPLNYTKLSMIDEVFDENPAAFLERLREALVKHTCLSPDSVEGQLTLKDKFITQAAPDLRRKLQKRALGPDSTLE     
2 gi|119588514hCG2040415         16.4%     RRIRKMPMSYSVMSTITQGKEENPSAFLKRLWKALRKYTSLSPNSVEGQLILKDKFITQSATDIRRKLQKRVLGPEQNLE     
3 gi|1034610826LOC107985332      13.8%     KRSQVKPVNYNKLATIDQGPHENPTAFLERLQETLIKHTNLDPGSPEGQLVLKDHFLTQAAPDIRRKLRMLALGTRAPMS     
4 gi|119612025hCG1647242         12.3%     GKGSLTTPDSSELGPL‐‐GKEENPSAFLERLREALRKYTPLSPKSLEGQLILKDKFITQSTADIRRKLQKQALGPEQNLE     
5 gi|8272464gag                  12.4%     RKTRKKPMNYSMMSTITQGKEENPTAFLDRLREALRKHTSLSPDSIEGQLILKDKFITQSAADIRKNFKSLP‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547         19.6%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐MAKHFISQSAPDIRHKLHKLQIGPQTNQN     
  consensus/100%                           ...................................................htc+FloQussDlR+php...........     
  consensus/90%                            ...................................................htc+FloQussDlR+php...........     
  consensus/80%                            t+.phhs.s.s.hu.l..s.cENPsAFLcRL.csLhKaTsLsPtS.EGQLhLKD+FITQuAsDIR+KLpphslGspts.p     
  consensus/70%                            t+.phhs.s.s.hu.l..s.cENPsAFLcRL.csLhKaTsLsPtS.EGQLhLKD+FITQuAsDIR+KLpphslGspts.p     

                                       401          .         .         .         .         :         .         .         . 480 
1 lcl|Query_ProteinCTranscript2 100.0%     DLLKVATLVFYNTDLWEESDCRFPQNDAPISRKQLRPVIIHIRTAVRCTSSDRGGDIEEGQGSAGKG‐‐‐RAWSLAKA‐‐     
2 gi|119588514hCG2040415         16.4%     ALLNLATSVFYNRYQEEQAE‐‐‐‐‐‐‐‐‐‐KEKRDQRKAAALVMALRQTNLGG‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332      13.8%     EILKFASSVFYNRDQDERDR‐‐‐‐‐‐‐AERKEKQKEERQAQLLAALQVHQPPPGCPKDTFPGN‐CYQCG‐KPGHWKANCP     
4 gi|119612025hCG1647242         12.3%     TLLNLATFVFYNRDQEEQAQ‐‐‐‐‐‐‐‐‐‐KEKQDQRKAAALVMALRQTNIDGSERTETEQANHLEGLLIKDGEPIEH‐‐     
5 gi|8272464gag                  12.4%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
6 gi|119605352hCG1789547         19.6%     QLLDTMFMVYNNCDLKEGKR‐‐‐KQSEEKWQAKIMAAIIGDVLNARRASKENLKGHKDKASRDSCFKCK‐KSGHWAKGYT     
  consensus/100%                           ................................................................................     
  consensus/90%                            ................................................................................     
  consensus/80%                            tlLphh..Va.Np...Ettp   .......ptK..t.h.htlh.Ahp.pp.s................. ..........     
  consensus/70%                            tlLphh..Va.Np...Ettp   .......ptK..t.h.htlh.Ahp.pp.s................. ..........     

                                       481          .         5         .         .         .         .         :         . 560 
1 lcl|Query_ProteinCTranscript2 100.0%     ‐‐‐‐‐‐PPLGLCPQT*‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
2 gi|119588514hCG2040415         16.4%     ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
3 gi|1034610826LOC107985332      13.8%     YGPRGEKPCTACPLCRKLRYWKENCPESQKGP‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐     
4 gi|119612025hCG1647242         12.3%     ‐‐‐‐‐‐DCQQIIVQTYATRDDLLEVPLTNPDLNLYTDGSSVVENGIRRAGYAIVSDVTILESKPLVPGTSAQLAELVALT     



4 gi|119612025hCG1647242 12.3% ‐‐‐‐‐‐DCQQIIVQTYATRDDLLEVPLTNPDLNLYTDGSSVVENGIRRAGYAIVSDVTILESKPLVPGTSAQLAELVALT
5 gi|8272464gag      12.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
6 gi|119605352hCG1789547   19.6%   KPLPG‐‐PCCQCKGTSHYP‐WRTDCPCATMGLGQKTLAVQKEELDED‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 consensus/100%   ................................................................................ 
 consensus/90%   ................................................................................ 
 consensus/80%   ..... ......................................... 
 consensus/70%   ..... ......................................... 

 561   .         .         .   6   .   .   .   . 640 
1 lcl|Query_ProteinCTranscript2 100.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
2 gi|119588514hCG2040415   16.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
3 gi|1034610826LOC107985332   13.8%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
4 gi|119612025hCG1647242      12.3%   RALELGKGKIINVYTDSKYAYLILHAHAAIWKEWEFLTSGNPHGCHREVMELLHMVQETKEVGVLHYQSHQNGKERGEQQ 
5 gi|8272464gag      12.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
6 gi|119605352hCG1789547      19.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 consensus/100%   ................................................................................ 
 consensus/90%   ................................................................................ 
 consensus/80% 
 consensus/70% 

 641   :         .         .         .         .   7   .   . 720 
1 lcl|Query_ProteinCTranscript2 100.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
2 gi|119588514hCG2040415   16.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
3 gi|1034610826LOC107985332   13.8%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
4 gi|119612025hCG1647242      12.3%   RKQLAESCIPIFAALKIFFNIIASQLTHNNADIGTAGDCDLKQLKMSAYTTSCLMGVQGGLPLPPSAPSLNCPLFRRSGK 
5 gi|8272464gag      12.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
6 gi|119605352hCG1789547      19.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 consensus/100%   ................................................................................ 
 consensus/90%   ................................................................................ 
 consensus/80% 
 consensus/70% 

 721   .         .         :         .         .         .         .   ] 799 
1 lcl|Query_ProteinCTranscript2 100.0%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
2 gi|119588514hCG2040415   16.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
3 gi|1034610826LOC107985332   13.8%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
4 gi|119612025hCG1647242      12.3%   VGSRKDRRPEPWSRYQVIRSPSRCPLRTPLLPSGVRRSVKPAGLPVPKAELKAKISQEHSRRRQRRWRPDLALSPLGEP 
5 gi|8272464gag      12.4%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
6 gi|119605352hCG1789547      19.6%   ‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐‐ 
 consensus/100%   ............................................................................... 
 consensus/90%   ............................................................................... 
 consensus/80% 
 consensus/70% 
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