CLUSTAL 0O(1.2.4)

sequence alignment (SKK Lp Factor C sequence)

3 horseshoe crab species: Limulus polyphemus, Carcinoscorpius rotundicauda, Tachypleus

tridentatus
Limulus MVLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPIKQCTYFY 60
Carcinoscorpius MVLASFLVSGLVLGLLAQKMRPVQSKGVDLGLCDETRFECKCGDPGYVENIPVKQCTYFY 60
Tachypleus MVLASFLVSGLVLGILAQOMRPVQSRGVDLGLCDETRFECKCGDPGYVENVPMKQCTYFY ()
**************:***:*:****:********:***************:* * Kk Kk Kk Kk kK
Limulus RWRPYCKPCDKLEAKDVCPKYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQ 120
Carcinoscorpius RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQ 120
Tachypleus RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQ 120
**********.*****:**********:*******:************************
Limulus RTGACTCRDRYEGVHCEILQGCPLLISDIQVQEVKNPPNDPQTIDYSCSPGFKLKGVARI 180
Carcinoscorpius RTGACACRDRYEGVHCEILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGMARI 180
Tachypleus RTGACTCRDRYEGAHCEILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARI 180
*****:*******'*****:***** * % *****:***::****************:***
Limulus TCLPNGQWSSFPPKCIRECSMVSSIEHGKVNSPSADLIEGATLRFSCDSPYYLIGQETLT 240
Carcinoscorpius SCLPNGOQWSNFPPKCIRECAMVSSPEHGKVNALSGDMIEGATLRFSCDSPYYLIGQETLT 240
Tachypleus SCLPNGOQWSSFPPKCIRECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLT 240
:********'*********: * % % ******: *.::***********************
Limulus CQGNGQWSGQIPQCQKLVFCPDLDPVSHAEHQVKIGLEQKYGQFPQGTEVTYTCTGNYFL 300
Carcinoscorpius COGNGQWNGQIPQCKNLVFCPDLDPVNHAEHKVKIGVEQKYGQFPOGTEVTYTCSGNYFL 300
Tachypleus COGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQKYGQFPQOGTEVTYTCSGNYFL 300
*******.******::**********_****:****:*****************:*****
Limulus MGLDTLKCNPDGSWSGTQPSCVKVADREVNCDSKAVDFLDDVGEPVRIHCPAGCSLTAGT 360
Carcinoscorpius MGFDTLKCNPDGSWSGSQPSCVKVADREVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGT 360
Tachypleus MGEFNTLKCNPDGSWSGSQPSCVKVADREVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGT 360

hhkeo o hhkhkhhhkhkhkhkhhkhk ok hhkhkhhkhkhrhhhkhoehkhkhh kA hhkhkrhk kA hkhkhhkhkrhhkkhhkxhk*x
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Limulus VWGTAIYHELSSVCRAATHAGKVPNSGGAVHVVNNGPYSDFLASDLNGIKSDELKSLAQS 420
Carcinoscorpius VWGTAIYHELSSVCRAATHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKSLARS 420
Tachypleus VWGTAIYHELSSVCRAATHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKSLARS 420
KKK K KKK Ik hhhk s hhkhkhhkhkhkhkhkhkhkkkkkkkkk _ kkkkkkkk s KXXXKK ¢ %
Limulus FRFDYVSSSTAGIKSGCPDGWFEIEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDVI 480
Carcinoscorpius FRFDYVRSSTAG-KSGCPDGWFEVDENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDV I 479
Tachypleus FRFDYVSSSTAG-RSGCPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDLI 479
KEKKKK KXKKK s kKKK KKK KK s s Kk hh ok hh ok ki k ok ok ok ok ok ok ok ok kk kA A A XA XXX RRAK o %
Limulus PSSLTETLRGKGLATTWIGLHRLDADNIFIWELMDRSSVALNDSLTFWAIGEPGNETNCV 540
Carcinoscorpius PNSLTETLRGKGLTTTWIGLHRLDAEKPFIWELMDRSNVVLNDNLTFWASGEPGNETNCV 539
Tachypleus PSSLTETLRGKGLTTTWIGLHRLDAEKPEVWELMDRSNVVLNDNLTFWASGEPGNETNCV 539
K KKK KKRRKRKRKK KKK K KKK Kk k ks 0 Kekhkkkhk K _khkk *khkhkdk FXXXXXXXAR
Limulus YLDIQDQLOPVWKTKSCFQPSSFVCMMDLSDKNKAKCKDPGRLENGHAKLHGQSIDGEYA 600
Carcinoscorpius YMDIQDQLOSVWKTKSCFQPSSFACMMDLSDRNKAKCDDPGSLENGHATLHGQSIDGEYA 599
Tachypleus YLDIRDQLOPVWKTKSCFQPSSFACMMDLSDRNKAKCDDPGPLENGHATLHGQSIDGEYA 599
KekKk KKK K KKK K KK hhhhhhkk  khkhkhkhkhkhk o hkhhkk Hkk Hhkkhhdk FXXXXXXAKAK
Limulus GSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIKVITCQTPPVPSYGSVDIKPPSRT 660
Carcinoscorpius GSSIRYSCEVLHYLSGTETVTCTTNGTWSAPKPRCIKVITCONPPVPSYGSVEIKPPSRT 659
Tachypleus GSSIRYSCEVLHYLSGTETVTCTTNGTWSAPKPRCIKVITCONPPVPSYGSVEIKPPSRT 659
KAK AKX RRRKRKKKKK KK KK e kk s kkkkkkkhkkkkkkkkkk ok kkk kA ALK s AXXXX XK
Limulus NSISRVGSPFLRLPRLPLPLARAAIPPPKPRSAIPSTVDLSSKVKLPEGHYRVGSQAIYT 720
Carcinoscorpius NSISRVGSPFLRLPRLPLPLARAAKPPPKPRSSQPSTVDLASKVKLPEGHYRVGSRAIYT 719
Tachypleus NSISRVGSPFLRLPRLPLPLARAAKPPPKPRSSQPSTVDLASKVKLPEGHYRVGSRAIYT 719
KKK KIKKKKKK KKKk hhhhhkk hhkkhkhkhkhks Hhkkkkk s kkkkkkk kA XXX K s KA KK
Limulus CESRYYELLGSQGRRCDSNGKWSGRPASCIPVCGRSDSPRSPFIINGNSTEIGQWPWQAG 780
Carcinoscorpius CESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPEFIWNGNSTE IGOQWPWQAG 779
Tachypleus CESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPEFIWNGNSTEIGQWPWQAG 779

KAk A A Ak Ak A A hhkhhhkhkhkhkkhhkhkkhk e kA AdAdhAA XA A XA A A A A A KAk Kk *hkkhrhkhrkkhkrkkx%

Seikagaku Corporation Exhibit 2094 - Page 2 of 7
Charles River Laboratories, Inc. v. Seikagaku Corporation
PGR2025-00023



Limulus ISRWLADHNMWFLQCGGALLNEKWIITAAHCVTYSATAEIIDPSQFKFYLGKYYRDDSKD 840
Carcinoscorpius ISRWLADHNMWFLQCGGSLLNEKWIVTAAHCVTYSATAEIIDPNQFKMYLGKYYRDDSRD 839
Tachypleus ISRWLADHNMWFLQCGGSLLNEKWIVTAAHCVTYSATAEIIDPSQFKIYLGKYYRDDSRD 839
*****************:*******:*****************_***:**********:*
Limulus DDYVQVREAIEIHVNPNYDPGNLNFDIALIQLKTIVALTTRVQPICLPTDLTTRENLKEG 900
Carcinoscorpius DDYVQVREALEIHVNPNYDPGNLNEDIALTQLKTPVTLTTRVQPICLPTDITTREHLKEG 899
Tachypleus DDYVQVREALEIHVNPNYDPGNLNEDIALTQLKTPVTLTTRVQPICLPTDITTREHLKEG 899
*********:************************ *:*************:****:****
Limulus ALAVVTGWGLNENNTYSEMIQQAVLPVVAASTCEQGYQDSGLPLTVTENMEFCAGYKQGRY 960
Carcinoscorpius TLAVVTGWGLNENNTYSETIQQAVLPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRY 959
Tachypleus TLAVVTGWGLNENNTYSEMIQQAVLPVVAASTCEEGYKEADLPLTVTENMEFCAGYKKGRY 959
:***************** ***************:**: [ .***************:***
Limulus DACSGDSGGPLVFADDSRTDRRWVLEGIVSWGSPNGCGKSNQYGGFTKVNVFLSWIRQFT 1020
Carcinoscorpius DACSGDSGGPLVFADDSRTERRWVLEGIVSWGSPSGCGKANQYGGFTKVNVFLSWIRQFEFT 1019
Tachypleus DACSGDSGGPLVFADDSRTERRWVLEGIVSWGSPSGCGKANQYGGFTKVNVFLSWIRQFEFT 1019
*******************:**************_~k~k~k~k:********************
Key:
e *:Fully conserved residues.
o ::Conservation between groups of strongly similar properties (Gonnet PAM 250 score > 0.5).
e .:Conservation between groups of weakly similar properties (Gonnet PAM 250 score < 0.5).

o : Non-conserved residues.

Note: | scored a residue as a non-conservative substitution in Limulus (red highlight) only if it was
identified as non-conservative in this Clustal Omega alignment AND the Limulus sequence differed
from BOTH of the other species for which Factor C sequence was available prior to 2013.

OVERALL non-conservative substitutions = 11/1020 = 1.1%; overall similarity = 98.9%
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CLUSTAL 0O(1.2.4)

tridentatus Factor B

multiple sequence alignment of Limulus polyphemus vs Tachypleus

Limulus MAWICVITLFALASSTLSNKVSRVGIIFPKTONDNJOCTAKGGLKGSCKSLJDCPAVLAT 60

Tachpleus MTWICVITLFALASATLGNKVSRVGVLEPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT 59
*:************:**.*******::****:*** :***:********** ***:****

Limulus LKDSFPVVCSWNGRFQPIVCCPDANAPERVTTTVT TIVETKEEK IPRLEIPGCGKRKVNY 119

Tachpleus LKDSFPVVCSWNGRFQPIVCCPDAIAPPPVTTTAVTVISTKEPKLPRLHISGCGKRKVKI ~ 119
Ak khkAkkhkhkhkkhkhkkhkhkhkkhkhkhkkhkhhkkhkh Ak k %% ****..*:: * kK *:***** *******::

Limulus DITTIGRSGSPILPPISTRODEKGGRGI IAGGVEAKIGAWPWMAAVFVKNFGIGRFHCAG 179

Tachpleus DITTVGRSGSPILPPISTPONSTGGRGIIAGGVEAKIGAWPWMAAVFVKNFGIGRFHCAG 179
****:************* *: '*************************************

Limulus SIISSKYILSAAHAFLIGGRKLTPTRLAVRVGGHYVKHGOEYEVEDVIIHPDYVERENYN 239

Tachpleus SIISNKYILSAAHAFLIGGRKLTPTRLAVRVGGHYIKRGQEYPVKDVIIHPHYVEKENYN 239
****'******************************:* * ok kK *:******.***:****

Limulus DIATIJLXKEELNFTDLVRPICLPDPEAVTDLKGREVTVAGWGDLDFAGPRSQVLREVSI ~ 299

Tachpleus DIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSI 299
* Kk Kk kK ***********.********:*** **_* **_********:************

Limulus PVVPIGDCNKAYQKLNTALKNGITKKFICAGLEEGGKDACQGDSGGPLMLVNNSWIVT 359

Tachpleus PVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLMLVNNTRWIVV 359
****:"*::**:**** :******::*:*************************: ***.

Limulus GVVSFGHKCAEEGFPGVYTRVVSYLEWIAKVTNSLDQTVTN 400

Tachpleus GVVSFGHKCAEEGYPGVYSRVASYLDWIAKVTNSLDHAVTN 400
*************:****:**.***:**********::***

Key:

e *:Fully conserved residues.
o ::Conservation between groups of strongly similar properties (Gonnet PAM 250 score > 0.5).
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« .: Conservation between groups of weakly similar properties (Gonnet PAM 250 score < 0.5).

o : Non-conserved residues.

17/400 non-conserved residues = 4.3%; thus overall sequence similarity = 95.7%
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CLUSTAL O0(1.2.4) multiple sequence alignment: Pro-clotting factor, L.
polyphemus vs. T. tridentatus

L. MLVNNMFSLLCFPLLMSMFCSSLGRORRQFVFPDDEEJCSNRETNDGICKDVLNCRLL 60

T. MLVNNVFSLLCFPLLMSVVRCSTLSRQRRQFVFPDEEELCSNRFTEEGTCKNVLDCRILL 60
*****:***********:. **:*.**********:** ******::* **:**:** * %

L. QKNDYNLLKESICGFEGITPKVCCPKQSHVEBMTEAPPKTTTTERP PRI PNLPKCGN 120

T. OKNDYNLLKESICGFEGITPKVCCPKSSHVISSTQAPPETTTTERPPKQIPPNLPEVCGI 120
**************************.* * *:***:******** :** ***: * %

L. RNETTTRI IGGOEARBGAWPWMAAVY IKQGGIRSVQCGGALVTNRHVITASHCVVNSHGT 180

T. HNTTTTRIIGGREAPIGAWPWMTAVY IKQGGIRSVQCGGALVTNRHVITASHCVVNSAGT 180

ek Khhkkhkhkkhkkkhk o kK khhkkhhkkhkokkhkhkkhkhkhkhkkhhAhhhkhAhkkhhkkhhkhhkhhkhhkhkhrkhkhrk,x*%x %%

L. DVMIADVFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHENFVLATYLNDIAILKLNDTVTF 240

T. DVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLNDTVTE 240

kkhkkhk hhkhkhkkhkkhhkhkhkkhkkhkkhhhhkk ok hehkhhhkhkhkkhhhhhhkhehkhkhkhkhhkhkhrhkhkhhh *kkhkhhx%k

L. THKIKPICLPYESLRYEDLAMRNPEVAGWGTTAENGPSSAVLREVQLP IW.HEICRQAYE 300

T. TDRIRPICLPYRKLRYDDLAMRKPFITGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYE 300

ke ke kk Kk Kk kK AkhkKkokhkkhkhkhkkokhkhkeoohkhkkhhkhkhkkhkkhkhAkhAkhkkhkkhkhhkhkhkkhkhkhhhkx *Kk X))k k*%

L. KDLNITNVYMCAGYADGGKDACQGDS GGPMMLPIKS GNFYLVGIVSFGKKCALPGFPGVY 360

T. KDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCALPGFPGVY 360

KA KAAAAKA KA KA ALK e A AAXAKA KA ALK KA AAKAKA KN KX ke kehkhkheoehkhhkkhkAAhA kA A AR X Xk kK

L. TKVTEFLDWIANMYV 375

T. TKVTEFLDWIAEHMV 375
* Kk Kk ok Kk k k ok ok k ok :**
Seikagaku Corporation Exhibit 2094 - Page 6 of 7

Charles River Laboratories, Inc. v. Seikagaku Corporation
PGR2025-00023



Key:
e *:Fully conserved residues.

« :: Conservation between groups of strongly similar properties (Gonnet PAM 250 score > 0.5).

. : Conservation between groups of weakly similar properties (Gonnet PAM 250 score < 0.5).

o : Non-conserved residues.

20/375 non-conserved residues = 5.3%; Thus, 94.7% sequence similarity between pro-clotting
factor proteins from these two species
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