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SUPPLEMENTARY INFORMATION
Protein alignment Sus scrofa and Homo sapiens
CLUSTAL 0(1.2.4) multiple sequence alignment

>XP_013853381.2 kinesin-like protein KIF21A isoform X1 [Sus scrofa]
>NP_001166935.1 kinesin-like protein KIF21A isoform 1 [Homo sapiens]

XP_013853381.2 MWGAPDESSVRVAVRIRPQLAKERIEGCHICTSVTPGEPQVFLGKDKAFTFDYVFDIDSQ 60
NP_001166935.1 MLGAPDESSVRVAVRIRPQLAKEKIEGCHICTSVTPGEPQVFLGKDKAFTFDYVEFDIDSQ 60
- KRR KKK K K K KKK KK KK K K KK 3 KKK K K K K K K KRR KK K K K K K KR KK K K K K K KRR R K K K K
XP_013853381.2 QEQIYTQCIEKLIEGCFEGYNATVFAYGQTGAGKTYTMGTGFDVNIIEEEQGIISRAVKH 120
NP_001166935.1 QEQIYIQCIEKLIEGCFEGYNATVFAYGQTGAGKTYTMGTGFDVNIVEEELGIISRAVKH 120
Kok K K kK ok K ok ok K K ok kK ok kK Kk K K ok K ok K kR K Kk kK kK K Rk kR Rk g Rk Rk ok kK Kk kK
XP_013853381.2 LFKSIEEKKHASIKNGLPSPDFKVNAQFLELYNEEVLDLEDTTRDIDAKNKKSNIRIHED 180
NP _001166935.1 LFKSIEEKKHIAIKNGLPAPDFKVNAQFLELYNEEVLDLEDTTRDIDAKSKKSNIRIHED 180
- R R
XP_013853381.2 SAGGIYTVGVTTRTVNTESEMMQCLKLGALSRTTASTQMNVQSSRSHAIFTIHLSQTRMC 240
NP 001166935.1 STGGIYTVGVTTRTVNTESEMMQCLKLGALSRTTASTQMNVQSSRSHATFTIHVCQTRVC 240
- R R S L P R
XP_013853381.2 PQIDTENAIDNKVISESSQMNEFETLTAKFHFVDLAGSERLKRTGATGERAKEGISINCG 300
NP_001166935.1 PQIDADNATDNKIISESAQMNEFETLTAKFHFVDLAGSERLKRTGATGERAKEGISINCG 300
Kk g sk k KRk gk k kK gk K ok K ok kK ok K ok ok K K ok K ok ok K K ok ok ok ok K K ok K ok ok ok K kK K kR K
XP_013853381.2 LLALGNVISALGDKSKRATHVPYRDSKLTRLLODSLGGNSQTIMIACVSPSDRDFMETLN 360
NP_001166935.1 LLALGNVISALGDKSKRATHVPYRDSKLTRLLODSLGGNSQTIMIACVSPSDRDFMETLN 360
- ok ok ok ok K ok K ok K ok K ok Kk ok Kk ok ok ok ok ok ok K ok K ok K ok K ok ok ok K ok kK ok ok ok Kk ok Kk k kK ok K ok K ok K kK
XP_013853381.2 TLKYANRARNIKNKVMVNQDRASQQINALRNEITRLOMELMEYKTGKRIIDEEGVESIND 420
NP 001166935.1 TLKYANRARNIKNKVMVNQDRASQQINALRSEITRLOMELMEYKTGKRIIDEEGVESIND 420
- B
XP_013853381.2 MFHENAMLQTENNNLRVRIKAMQETVDALRTRITQLVSDQANQVLARAGEGNEEISNMIH 480
NP 001166935.1 MFHENAMLQTENNNLRVRIKAMQETVDALRSRITQLVSDQANHVLARAGEGNEEISNMIH 480
- R P
XP_013853381.2 SYIKEIEDLRAKLLESEAVNENLRKNLTRATARSPYFSGSSAFSPTIMSSDKETIEIIDL 540
NP 001166935.1 SYIKEIEDLRAKLLESEAVNENLRKNLTRATARAPYFSGSSTFSPTILSSDKETIEIIDL 540
- B T R SR ST S Y
XP_013853381.2 AKKDLEKLKRKEKKKKKRLQKLEESNREERSVAGKEDNIDTDQEKKEEKGISERENNELE 600
NP 001166935.1 AKKDLEKLKRKEKRKKKRLQKLEESNREERSVAGKEDNTDTDQEKKEEKGVSERENNELE 600
- KR KK KKK KA KFH g KA K KA K KA KKK K KA KKK AKX A KA KA KKK KA g KA AKX A KK
XP_013853381.2 VEESQEVSDHEDEEEEEEEEEDDIEGGESSDESDSESDEKANYQADLANITCEIATIKQKL 660
NP 001166935.1 VEESQEVSDHEDEEEEEEEEEDDIDGGESSDESDSESDEKANYQADLANITCEIAIKQKL 660
- B R R R
XP_013853381.2 IDELENSQKRLOTLKKQYEEKLMMLOHKIRDTQLERDQVLONLGSVESYSEEKAKKIRSE 720
NP 001166935.1 IDELENSQKRLOTLKKQYEEKLMMLQHKIRDTQLERDQVLONLGSVESYSEEKAKKVRSE 720
- B P
XP_013853381.2 YEKKLOQAMNKELQRLQTAQKEHARLLKNQSQYEKQLKKLQQDVMEMKKTKVRLMKQOMKEE 780
NP _001166935.1 YEKKLQAMNKELQRLQAAQKEHARLLKNQSQYEKQLKKLOQDVMEMKKTKVRLMKQMKEE 780
- B
XP_013853381.2 QEKARLMESRRNRETAQLKKDQRKRDHQLRLLEAQKRNQEVVLRRKTEEVTALRRQVRPM 840
NP_001166935.1 QEKARLTESRRNREIAQLKKDQRKRDHQLRLLEAQKRNQEVVLRRKTEEVTALRRQVRPM 840
- Kk KKK Kk Kk Kk Kk ok Kk K kK kK kK kK kK R Kk Kk Kk Kk Kk kK Kk kK R K kK R Kk Kk Kk K
XP_013853381.2 SDKVAGKVTRKLSSSDAPVQDTGSSAAATIETDASRAGAQQKMRIPVARVQALPAPITNGT 900
NP 001166935.1 SDKVAGKVTRKLSSSDAPAQDTGSSAAAVETDASRTGAQQKMRIPVARVQALPTPATNGN 900
- R e P
Xp_013853381.2 RKKYQRKGLTGRVFISKTARMKWQLLERRVTDIIMOKMTISNMEADMNRLLKQREELTKR 960
NP 001166935.1 RKKYQRKGLTGRVFISKTARMKWQLLERRVTDIIMOKMTISNMEADMNRLLKQREELTKR 960
- ok kK kK kK ok K ok K ok Kk Kk Kk K kK kK ok K kK ok K ok K ok K ok Kk Kk Kk kK Kk kK K kK kK kK K Kk K
XP_013853381.2 REKLSKRREKIVKENGEGDKNVVNINEEMESLTANIDYINDSISDCQANIMQMEEAKEEG 1020
NP_001166935.1 REKLSKRREKIVKENGEGDKNVANINEEMESLTANIDYINDSISDCQANIMOMEEAKEEG 1020
- ok ok kK ok ok K K kK K ok K k| ok K ok K ok ok kK ok K ok ok K K ok ok ok K ok ok ok ok kK kK K kK
XP_013853381.2 ETLDVTAVINACTLTEARYLLDHFLSMGINKGLQAAQKEAQIKVLEGRLKQIEITSATON 1080
NP 001166935.1 ETLDVTAVINACTLTEARYLLDHFLSMGINKGLQAAQKEAQIKVLEGRLKQTEITSATON 1080
- ok kK kK ok Kk Kk Kk Kk Kk ok k kK kA kK ok Ak Kk Kk Kk ok k Kk ok ok Kk ok ok Kk kA Kk kK Ak kKA kK
Xp_013853381.2 QLLFHMLKEKAELNPELDALLGHALQDLDSVPLENVEDSTDEDVPLNSPGSEGSSLSSDL 1140
NP_001166935.1 QLLFHMLKEKAELNPELDALLGHALQDLDSVPLENVEDSTDEDAPLNSPGSEGSTLSSDL 1140
- ek ok kK ok kK K kK K ok K Kk K K ok K kK ok ok K K kK Kk kK Rk k| Rk R Rk kR kK sk Kk kK
XP_013853381.2 MKLCGEVKPKSKARRRTTTQMELLYADSSELASDTSTGDASLPGPLTPVAEGQEIGMNTE 1200
NP_001166935.1 MKLCGEVKPKNKARRRTTTQMELLYADSSELASDTSTGDASLPGPLTPVAEGQEIGMNTE 1200

ok K K Kk K kK KKK K kK ok ok K Kk K K ok K ok K ok ok K K kK K ok K K ok Kk ok K ok K ok ok K K kK K kK
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TS-TSAREKDLPPPSGFPSKIGSISRQSSLSEKKLPEPSPITRRKVYEKAEKAKAKEQKH
TSGTSAREKELSPPPGLPSKIGSISRQSSLSEKKIPEPSPVTRRKAYEKAEKSKAKEQKH
Fok Rk kk gk Kk kg kK Rk Rk kK Rk ARk ko g kK Rk ok gk k | KRk ko k g Kk K kR k K
SDSGTSEASLSPPSSPPSRPRNELNVENRLTVSQGNTSVQQDKSDESDSSLSEVHSRSSR
SDSGTSEASLSPPSSPPSRPRNELNVENRLTVSQGNTSVQQDKSDESDSSLSEVH-RSSR

Kok ok ok ok ok kkk ok kkk ok kkk ok kkk ok kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk  *okk*

RGIINPFPPSKGIRASPLQCVHIAEGHTKAVLCVDSTDDLLETGSKDRTCKVWNLVTGQE
RGIINPFPASKGIRAFPLQCIHIAEGHTKAVLCVDSTDDLLETGSKDRTCKVWNLVTGQE

Kk KKk Kk Kk kK ok k Kk kK g ok Kk ok kK ok ok ok ok ok K ok ok K ok ok K K ok ok ok K K kK ok ok kK kK K ok kK

IMSLGGHPNNVVSVKYCNYTSLVETVSTSYIKVWDIRDSAKCIRTLTSSGQVTLGDACST
IMSLGGHPNNVVSVKYCNYTSLVFTVSTSYIKVWDIRDSAKCIRTLTSSGQVTLGDACSA

B

STSRTVAIPSGENQINQIALNPTGTFLYAASGNAVRMWDLKRFQSTGKLTGHLGPVMCLT
STSRTVAIPSGENQINQIALNPTGTFLYAASGNAVRMWDLKRFQSTGKLTGHLGPVMCLT

Kok k ok ok KKk ok KKk ok kK k ok kK k ok kA k ok kK k ok kA k ok kkk ok kkk ok kK kk kK kkkkkkkkkkkx

VDQISNGODLIITGSKDHYIRMFDVTEGALGTVSPTHNFEPPHYDGIEALTIQGDNLESG
VDQISSGODLIITGSKDHYIKMFDVTEGALGTVSPTHNFEPPHYDGIEALTIQGDNLESG

Kk K kK ok K kK K K kK K kK K kK K kK K ok K ok ok K K ok K ok ok K K kK K ok K Kk Kk kK K kK K kK

SRDNGIKKWDLAQKDLLQQVPNAHKDWICALGVVPAHPVLLSGCRGGILKLWNMDNEVPV
SRDNGIKKWDLTQKDLLQQVPNAHKDWVCALGVVPDHPVLLSGCRGGILKVWNMDTEFMPV

Kok KKk ok kK h ok ok s hk kKK ok kA Kk kA h ok ks hk kA hkk Kk kX kk kX kkkkkk s Xk kk ko k*k

GEMKGHDSPINAICVNSTHIFTAADDRTVRIWKTRNLQDGQISDTGDLGEDIASN 1674
GEMKGHDSPINAICVNSTHIFTAADDRTVRIWKARNLQDGQISDTGDLGEDIASN 1674

oK K ok kK ok ok Kk ok K K ok K Kk K kK ok kK K kR K g ok K K kK K ok K ok ok ok kK K kK K kK

Percent Identity Matrix - created by Clustal2.l

1: XpP_013853381.2 100.00 96.23
2: NP_001166935.1 96.23 100.00
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