Thrombin
Gecko thrombin 
mRNA 929 bases
QDLLCGASLISDRWILTAAHCIFYPPWDKNFTADDLVVRIGKHNR
RIHEKTREKIALLDKIIIHPKYNWKENLDRDIALLRLRKPVPFSDYIQPVCLPTKETVQ
SLLLTGYKGRVTGWGNLFETWGSSTPALPTYLQLVNLPIVDRDTCKASTKIKITDNMFC
AGYSPEDSKRGDACEGDSGGPFVMKNPQDNRWYQVGIVSWGEGCDRDGKYGFYTHVFRL
KKWLKKTVEKHGN"

Human
Partial sequence
MARIRGLQLPGCLALAALCSLVHSQHVFLAPQQARSLLQRVRRAN
TFLEEVRKGNLERECVEETCSYEEAFEALESSTATDVFWAKYTACETARTPRDK

Mouse
QELLCGASLISDRWVLTAAHCILYPPWDKNFTENDLLVRIGKHSRTRYERNVEKISMLEKIYVHPRYNWRENLDRDIALLKLKKPVPFSDYIHPVCLPDKQTVTSLLRAGYKGRVTGWGNLRETWTTNINEIQPSVLQVVNLPIVERPVCKASTRIRITDNMFCAGFKVNDTKRGDACEGDSGGPFVMKSPFNNRWYQMGIVSWGEGCDRKGKYGFYTHVFRLKRWIQKVIDQFG


Collagen
Homo sapien
Length: 1008 bases
MPLGPVVPFSPGSPGLPFGPGYPGNPLSPFLPLRPSLPTPSLPSSPVSPRGPGFPIPPFGPGSPGSPFLPSGPVLPRSPGAPRAPPLPLGPEMPCSPISPGGPAGPAGPCAPLVPCSPSKPGWPGPPLLPLAPGGPLRPKPPFFPVSPGPPGTPSLPGTPMGPRSPVSPLGPLSWLSCPGLPGSPRIPTSPLSPFSPRGPLSPLLPGFPFSPEEPGNPLSPSSPSRPSSPISPTSPFSPGNPREPFTPLWPGQPWKP





Luciferase
Rhagophthalmus giganteus- beetle?
Base length: 1843
MPNEIVLHGAKPRDPLDLGTAGNQLFRALTQFSYLKEALIDAHTE
EVVSYADILENSCRLAVCFEKYGLRQNSVISVCSENNAIFFYPVIAALYMGIITATVND
NYTERELLDTLNISKPELVFCSKKAIKNMMALKKNVNFIKKVVVLDSREDMGEAESLTN
FMKHYSQPNIDVRNFKPHDFDAKEQVALIMSSSGTTGLPKGVVLTHRNLSVRFVHCKDP
LFGTRTVPSTSILSIVPFHHAFGMFTTLSYFIVGLRVILLKRFEEEFFLSTIEKYRIPT
IVLAPPVMVFLAKSPLVDQYDVSSIREVATGGAPVGTEVAVAVAKRLKINGILQGYGLT
ETCCAVLITPHDDVKTGSTGKVAPYVQAKIVDLTTGKSLGPNKRGELCFKSEIIMKGYF
NNQKATDEAIDKDGWLHSGDIGYYDDGGHFYVVDRLKELIKYKGYQVAPAELEWLLLQH
PSIKDAGVTGIPDEAAGELPAACIVLEEGHSLSELEVIDYIAERVSPTKRIRGGVVFVD
DIPKGATGKLIRSELRRMLSQKKSKL"

Antibody- partial sequence
Mouse
LFWIPASISDVVMTQTPLSLPVSLGDQASISCRSSQNLVHNNGNT                   YLYWFLQKSGQSPKLLIYRASIRFSGVPDRFSGSGSETDFTLKISRVEAEDLGVYFCFQ
GTHVPWTFGGGTKLEIK"

Ricin
Caster bean
Gene length- 2,344 bases
516 amino acids
MKPGGNTIVIWMYAVATWLCFGSTSGWSFTLEDNNIFPKQYPIIN
FTTAGATVQSYTNFIRAVRGRLTTGADVRHEIPVLPNRVGLPINQRFILVELSNHAELS
VTLALDVTNAYVVGYRAGNSAYFFHPDNQEDAEAITHLFTDVQNRYTFAFGGNYDRLEQ
LAGNLRENIELGNGPLEEAISALYYYSTGGTQLPTLARSFIICIQMISEAARFQYIEGE
MRTRIRYNRRSAPDPSVITLENSWGRLSTAIQESNQGAFASPIQLQRRNGSKFSVYDVS
ILIPIIALMVYRCAPPPSSQFSLLIRPVVPNFNADVCMDPEPIVRIVGRNGLCVDVRDG
RFHNGNAIQLWPCKSNTDANQLWTLKRDNTIRSNGKCLTTYGYSPGVYVMIYDCNTAAT
DATRWQIWDNGTIINPRSSLVLAATSGNSGTTLTVQTNIYAVSQGWLPTNNTQPFVTTI
VGLYGLCLQANSGQVWIEDCSSEKAEQQWALYADGSIRPQQNRDNCLTSDSNIRETVVILSCGPASSGQRWMFKNDGTILNLYSGLVLDVRASDPSLKQIILYPLHGDPNQIWLPL




[image: https://www.researchgate.net/profile/Sten_Fredriksson/publication/284750763/figure/fig2/AS:667815585521666@1536231051080/Amino-acid-sequence-alignment-of-ricin-D-ricin-E-and-RCA120-Amino-acids-which-differ.png]




























Nuclear Pore Complex
Homo sapien
Base length 2778
MDRSGFGEISSPVIREAEVTRTARKQSAQKRVLLQASQDENFGNT                  TPRNQVIPRTPSSFRQPFTPTSRSLLRQPDISCILGTGGKSPRLTQSSGFFGNLSMVTN
LDDSNWAAAFSSQRSGLFTNTEPHSITEDVTISAVMLREDDPGEAASMSMFSDFLQSFL
KHSSSTVFDLVEEYENICGSQVNILSKIVSRATPGLQKFSKTASMLWLLQQEMVTWRLL
ASLYRDRIQSALEEESVFAVTAVNASEKTVVEALFQRDSLVRQSQLVVDWLESIAKDEI
GEFSDNIEFYAKSVYWENTLHTLKQRQLTSYVGSVRPLVTELDPDAPIRQKMPLDDLDR
EDEVRLLKYLFTLIRAGMTEEAQRLCKRCGQAWRAATLEGWKLYHDPNVNGGTELEPVE
GNPYRRIWKISCWRMAEDELFNRYERAIYAALSGNLKQLLPVCDTWEDTVWAYFRVMVD
SLVEQEIQTSVATLDETEELPREYLGANWTLEKVFEELQATDKKRVLEENQEHYHIVQK
FLILGDIDGLMDEFSKWLSKSRNNLPGHLLRFMTHLILFFRTLGLQTKEEVSIEVLKTY
IQLLIREKHTNLIAFYTCHLPQDLAVAQYALFLESVTEFEQRHHCLELAKEADLDVATI
TKTVVENIRKKDNGEFSHHDLAPALDTGTTEEDRLKIDVIDWLVFDPAQRAEALKQGNA
IMRKFLASKKHEAAKEVFVKIPQDSIAEIYNQCEEQGMESPLPAEDDNAIREHLCIRAY
LEAHETFNEWFKHMNSVPQKPALIPQPTFTEKVAHEHKEKKYEMDFGIWKGHLDALTAD
VKEKMYNVLLFVDGGWMVDVREDAKEDHERTHQMVLLRKLCLPMLCFLLHTILHSTGQY
QECLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQL


Hemoglobin
Homo sapien- partial amino acid sequence
MVLSPADKTNVKAAWGKVGAHAGEYGAEALERMFLSFPTTKTYFP
HFDLSHGSAQVKGHGKKVADALTNAVAHVHDMPNALSALSDLHAHKLRVDPVNFKLLSH
CLLVTLAAHLPAEFTPAVHASLDKFLASVSTVLTSKYR


Prions

elk

Gene length- 2,447

Partial Amino Acid Sequence
MLAFKLVSTRFAQGLRFLGLPVNPGRRQRARLSVRAPSPPRPCTSSSARRLTRPSCQSLTAAEQRASSFSQRQVNNHVVL





[bookmark: _GoBack]

Insulin
homo sapien
[image: https://www.news-medical.net/image.axd?picture=2012%2f11%2fInsulin+structure.jpg]gene length in base pairs- 1430
Number of Amino Acids 51

Keratin
mouse
gene- 1,747 bases
Amino acid sequence- 
MSRQSTITFHSGSRRGFSTASATTPTAGRSRFSSVSVARSSGNSG
GLGRISGIGSGFGSRSLYNLGGTRRVSIGGCAGSGFRGGFGGRTSSGFGGSSGFAYGGG
IGGGFGGPGFSVCPSGGIQEVTVNQSLLTPLNLQIDPTIQRVRKEEREQIKTLNNKFAS
FIDKVRFLEQQNKVLETKWNLLQEQGSRTVRQNLEPFFDTYVNDLRRQLDGITAERGRL
DAELRNMQEVVEDFKVRYEDEINKRAAAENEFVGLKKDVDSAYMNKVELEAKVDSLTDQ
INFYRMIYEAELSQMQNQVSDTSVVLSMDNNRSLDLDSIIAEVKAQYEDIANRSRAEAE
SWYQTKYEELQVTAGRHGDDLRNTKQEISEMNRMIQRLRSEIDAVKKQCSSLQTAISDA
EQRGELALKDARAKLMELEDALQKAKQDMARLLREYQELMNVKLALDAEREFPQ
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MYAVATWLCFGSTSGWSFTLEDNNTFPKQYPTINFTTAGATVOSY TNF T RAVRGRLTTGADVRHET PVLPNRVGLPTNOR
MYAVATWLCFGSTSGWSFTLEDNNIFPKQYPTINFTTAGATVQSYTNF IRAVRGRLTTGADVRHET PVLENRVGLPINOR
MYAVATWLCFGSTSGWSFTLEDNNTFPKQYPTINFTTADATVESYTNF T RAVRSHLTTGADVRHET PVLENRVGLPTSOR
MYAVATWLCFGSTSGWSFTLEDNNIFPKQYPTINFTTA ATV+SYTNFIRAVR LTTGADVRHEIPVLENRVGLPI+OR

FILVELSNHAELSVTLALDVTNAYVVGYRAGNSAYFFHPDNQEDAEATTHLFTDVONRY TFAFGGNY DRLEQLAGNLREN
FILVELSNHAELSVTLALDVTNAYVVGYRAGNSAYFFHPDNQEDAEATTHLFTDVONRY TFAFGGNY DRLEQLAGNLREN
FILVELSNHAELSVTLALDVTNAYVVGCRAGNSAYFFHPDNQEDAEATTHLFTDVONSF TFAFGGNY DRLEQLGG-LREN
FILVELSNHAELSVTLALDVTNAYVVG RAGNSAYFFHPDNQEDAEAITHLFTDVON +TFAFGGNYDRLEQL G LREN

TELGNGPLEEATSALYYYSTGGTQLPTLARSF 11CIQMISEAARFQY IEGEMRTRIRYNRRSAPDPSY ITLENSHGRLST
TELGNGPLEEATSALYYYSTGGTQLPTLARSF1ICIQMISEAARFQY IEGEMRTRIRYNRRSAPDPSVITLENSHGRLST
TELGTGPLEDATSALYYYST@GTQIPTLARSFMVCIQMISEAARFQY IEGEMRTRIRYNRRSAPDPSVITLENSHGRLST
IELG GPLE+ATSALYYYST GTQ+PTLARSF++CIQMISEAARFQYIEGEMRTRIRYNRRSAPDPSVITLENSHGRLST

ATQESNQGAFASPTQLORRNGSKFSVYDVSTLIPTIALMYYREAPPPSSQFSLLIRPVVENFNADVEMDPEPTVRIVGRN
ATQESNQGAFASP IQLORRNGSKFSVYDVSTLIPT TALMVYREAPPPSSQFSLLIRPVVENENADYEMDPEPTVRIVGRN
ATQESNQGAFASPTQLORRNGSKFNVYDVSTLIPTIALMVYREAPPPSSQFSLLIRPYVENENADVEMDPEPTVRIVGRN
ATQESNQGAFASP IQLORRNGSKF+VYDVSTLIPT TALMVYRCAPPPSSQFSLLIRPVVENENADYCMDPEPTVRIVGRN

GLCVDVRDGRFHNGNATQLWPCK SNTDANQLWTLKRDNTIRSNGKCLTTY GYSPGVYVMIYDCNTAATDATRWQIWDNGT
GLCVDVRDGRFHNGNATQLWPCK SNTDANQLWTLKRDNTTRSNGKCLTTY GY PSGVYVMIYDCNTAATDATRWQTWDNGT
GLCVDVTGEEFFDGNPIQLWPCK SNTDWNQLWTLRKDSTIRSNGKCLTISKSSPRQQVV IYNCSTATVGATRWQIWDNRT
GLCVDV  F +GN IQLWPCKSNTD NQLWTL++D+TIRSNGKCLT V+IY+C+TA  ATRWQIWDN T

TINPRSSLVLAATSGNSGTTLTVQTNTYAVSQGWLPTNNTQPFVTTTIVGLYGLCLOANS GQVHTEDCSSEKAEQOWALYA
TINPRSSLVLAATSGNSGTTLTVQTNIYAVSQGWLPTNNTQPFVTTIVGLYGMCLOANS GKVWLEDCSSEKAEQOWALYA
TINPRSGLVLAATSGNSGTKLTVQTNTYAVSQGWLPTNNTQPFVTTIVGLYGMCLOANS GKVHLEDCTSEKAEQOWALYA
TINPRS LVLAATSGNSGT LTVQTNIYAVSQGWLPTNNTQPFVTTIVGLYG+CLQANSG+VW+EDC+SEKAEQOWALYA

DGSIRPQONRDNCLTSDSNIRETVVKILSCGPASSGQRWMFKNDGT ILNLYSGLVLDVRASDPSLKQTTLY PLHGDENQT
DGSTRPQONRDNCLTTDANTKGTVVKILSCGPASSGORWMFKNDGT ILNLYNGLVLDVRRSDPSLKQTIVHPVHGNLNQT
DGSTRPQONRDNCLTTDANTKGTVVKILSCGPASSGORWMFKNDGT ILNLYNGLVLDVRRSDPSLKQTIVHPFHGNLNQT
DGSIRPQONRDNCLT+D+NI+ TVVKILSCGPASSGORWMFKNDGTILNLY+GLVLDVR SDPSLKQII++P HG+ NQI

WLPLF 565
WLPLF
WLPLF
WLPLF
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A-Chain 21 amino acids

Gly-Tie-val-Glu-Cln-Cy: ex-Lou-Tyr-Gin-Leu-Glu-Asn-Tye-Cys-Am.

Phe-Val-Asn-Gln-His-LeuCys-Gly-Ser-His-Leu-Val-Glu-Ala-Leu-Tye-Leu-Val-Cys-Gly-Glu
B-Chain 30 amino acids ]
The-Lys-Pro-Thr-Tyr-Phe-Phe-Gly





