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TableS1. Genes and their corresponding accession number in GenBank

Genes GenBank Numbers
NU1 KP852316
NU2 KP852317
NU3 KP852318
NU4 KP852319
NU5 KP852320
NU6 KP852321
NU7 KP852322
NU8 KP852323
NU9 KP852324
NU10 KP852325
PNU1 KP852326
PNU2 KP852327
PNU3 KP852328
PNU4 KP852329
PNU5 KP852330
PNU6 KP852331
PNU7 KP852332
PNU8 KP852333
PNU9 KP852334
PU1 KP852335
PU2 KP852336
PU3 KP852337
PU4 KP852338
PU5 KP852339
PU6 KP852340
PU7 KP852341
PUS8 KP852342
PU9 KP852343
PU10 KP852344
PU11 KP852345
PU12 KP852346
PU13 KP852347
PU14 KP852348
PU15 KP852349
PU16 KP852350
PTIMP3 KP852351
PTIMP KP852352
Peroxiredoxin KP852353

PClp-1 KP852354




PClp-3
Alveoline-like
Pcopper
Pliprin-alpha

KP852355
KP852356
KP852357
KP852358

Table S2. Primers used for real-time PCR

Primers Sequence (5’-3’)

names

PClpl-F CAGTGAAGCGTGGAGTGAAGTC
PCIpl-R ATCCCATCAAAGTCATGTAGCC
PClp3-F CGATCCGTTTCTATGTACCCAC
PCIp3-R TTCGTAATCGCACTATTCGTTG
Alveoline-F ATAGGTGTTGGCGGTCCATTAG
Alveoline-R CGATTCACTCAGTCTGCGGATTA
Copper-F AAGTAGGCGGTGCTAAAACATG
Copper-R CGTGGAATACTGGTGGGTCGTT
Peroxi-F GAGCCGAACGACCCACCAGTAT
Peroxi-R GAAGCAATAGGCGCAAATCAGG
PNU1-F ACTGCTGTTGTTGACGGTGAC
PNU1-R GCTGAAGGCTATGATTTCTGTTG
PNU3-F AGCGAAGATGTGGGTGCAGAG
PNU3-R CGATGGTGGCATTTGGCTGAG
PNU4-F GTTTACTTCTGACGGATGCTGC
PNU4-R ATTCGCCAATGTTTACACGGT
PU3-F GATGAGTATGGGCAACCTAAAG
PU3-R CAGATTCAACAGACAGGCAGTG
PU4-F CGAATGTCCAATACGCAACTT
PU4-R GAGACTGACGAATAGGAACACG
NU5-F CGGGTGCTTCACTGCCTATTT
NU5-R ATTTCCATCGCTTGGCTTATC
NU10-F CCAAGGTTGTCACAGCATCAG
NU10-R CGTGGTTCCAAGTTACCTCCC
NU7-F TGTCAGGTTTCAGCGTTGGTG
NU7-R ATGCTGCGTTGGGATGTCTCG
PTIMP-F ATGGCAGAACGGGATTTATTG

PTIMP-R

ACCCTTTATTCCACGCTCAAC




PU12-F
PU12-R
PU10-F
PU10-R
PU5-F
PU5-R
PU6-F
PU6-R
PUS8-F
PU8-R
PU15-F
PU15-R
PNU5-F
PNU5-R
PNU6-F
PNU6-R
Actin-F
Actin-R
Nacrein-F
Nacrein-R
KRMP-F
KRMP-R
Pifl77-F
Pifl77-R
PTyrl-F
PTyrl-R
Integrinl-F
Integrinl-R

CACGGATCTTTCTGCTTTCAC
TGCATTTGCACTCCCCATTAT
ACTTGTGCTGAGAACACGGTAG
GACCTGGTTTAATTGTTGCTCTATC
TTTGGGTTGGGTCGGTTTTAT
AGGCGGATTCCATCTTATTGC
ACATACTACTTCCGTGCTTTTGC
GGAGCTGTCATATCTGTATCTTGC
TTGGTGCCCCTGATGAGTAAC
GACTTGCCAGTGTCCAGTTTAG
GTACATGGGTATCGGGCTTCA
ACTCCACTGCTCTGCAAAAGG
GACTTTACCCAGCAGCTCATAG
TCGGAACTGTAGACCACCATC
AACCAAGCGGGTCAACCAAA
GCATTTTCCCCACATTAGAGTT
CACAGCATTCATACAAGCAAAGG
TGGGGCATCGTCTCCTCCAAAC
GAGCCAGAGGATGGGGAAA
GCCTCCATAGGTGAAACGA
TCACCCTTGGGATTGGAAATGCA
GCCAAAGTTGTAATCATCGCCACC
TGCTGCCATCACGTGAGTATG
GACTTCCCTTTCTCACACTTCCA
ATTAGCCAATGCCATCAGGAG
ACCCGATGCCACCCTAAGATA
ACTACCGTTTACACGAACAGCC
CTCAAGGAGAACCGATGGATG

Table S3. Disorder

region and tandem repeat in the SMPs

Protein

Disorder region Tandem repeat
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Table S4. Real time PCR data of selected genes show the relative gene expression in the mantle
edge and pallial of P. fucata

Gene Protein/domain Log (ME/MP) Log (ME/M) Log (MP/M)

21 SMPs selected from the proteome

Alveoline-like Alveoline-like 3.29808 4.26334 0.96525
protein

PU8 Chitin-binding 2.94362 2.8926 -0.05102
and CCP

PTIMP Tissue inhibitor of 2.87856 3.41698 0.53842
metalloproteinase

PNU3 Chitinase 1.79911 2.84443 1.04533

Clp3 Chitinase-like 3 1.48995 3.54869 2.05874

Copper Copper amine 1.34169 0.62118 -0.72052



Clp1
Peroxiredoxin
PU15

PNU1

PU3

PNU4

PU12

PNU5

PU6

NU7

Actin

PU10

PNU6

NU5

PU5

NU10

Known SMPs
Nacrein
Pifl77

PTyrl
KRMP
Prismalin-14
Prisilkin-39

oxidase
Chitinase-like 1
Peroxiredoxin
1 FN3
Chitin-binding
3 FN3

VWA
Chitinase
VWA

FN3

G,S rich
Actin

CCP

D rich
Chitin-binding
2 FN3
Laminin

CA; GN rich
Chitin-binding
and VWA
Tyrosinase

K rich

D, G, Y rich
GYS rich

1.29639
1.19118
1.18803
1.17868
0.9648
0.95035
0.69841
0.6576
0.06161
0.02786
0
-0.71976
-0.88336
-0.91768
-1.03063
-1.07043

0.03988
-0.37006

3.04343
3.44464
3.04324
4.20967

2.44617
1.4457
1.72517
1.16589
4.14413
-0.00933
1.84462
-0.31639
2.18946
-0.49641
0
1.85905
1.17748
-0.3796
1.61431
0.54753

4.90141
0.35393

4.35212
5.36257
4.27457
3.65044

1.14978
0.25452
0.53714
-0.01279
3.17933
-0.95967
1.14621
-0.974
2.12785
-0.52429
0
1.42392
2.06085
0.53809
2.64495
1.61795

4.86153
0.72399

1.30869
1.91793
1.23133
-0.55923

>pfu_augl.0_3035.1 59110.t1 PFMG1 protein

MLAVLLFSALVGTAFSQGYPGPGKDVKIVAHPKAVEHQEARHVHHRETVKYV

PIDVPVPQIETRHVVKYKENRIFRPKPVVKEHVQIIEEKRPFPYDQHVVQKIPK
PVVEVVKKPVVVVQNIHHHKKQVVGVPHVKTVAEVVPNVVHQKVTYPVGK
GGYAGGPCKKMKLFRSLRRNEIIFRGNEVIIRRNEIIFRGNEVIVYGNEKKFRG
NEIVFRRNEMIFRRNEIIFRGSFCPSRRRPCTIARKVLITEPPLRLKINPFRRLATS
ASLLIVLLLLDNRCK

Peptide sequences MH+, Da Charge Xcorr
VPIDVPVPQIETR 1463.81 2 3.48
EHVQIIEEK 1125.58 2 2.58
RPFPVDQHVVQK 1449.80 2 3.68
IPKPVVEVVK 1107.71 2 2.15
KPVVVVQNIHHHK 1534.89 2 4.23
TVAEVVPNVVHQK 1419.79 2 2.79

Figure S1. Representative LC-MS/MS analysis: The protein derived from
pfu_augl.0_3035.1_59110.t1, which is PFMGL1 protein through BLAST. Signal peptide was



underlined and the matched MS/MS peptides were marked pink or green; the table lists the
corresponding parameters of peptides.
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Figure S2. Tandem repeats in the SMPs predicted by XSTREAM

pfu-copper_amine_oxidase/1-518 NSLPQAIDGHDKLKLCCLL IFGLV-ICLKEVGGARTCE IDSVLCYSDL SEPNDPRVFRIL TREBMR SVATHL YHQ-—PDERLLLPDQAQTINEF IoCHE R YL PREKDVLAVINANAPTROEPRARVETIF 127
pmar-copper_mine_cxidase/1-781 NSLPKTANGIDKLKLCYLLLFYLGSSSLTEVSCAQTCEIDSYLCTSDL SEPDDPF IFHBLTTKR IKSVATYL YHY -~ RDLRLLRFCLAKINTSFIQCNEL YL P NEKD VIHYLQ SKVP TP 128
anine_oxidase[Crassostres_gigas)/1-4e0 MR =============s=eeeenee - RGDGTEACS 5G-=~LNVIL SEPEDPP TFHBLTS TEVKGLMDFLFKQ-~ SNLNL TKPEKTTVKS STIF TAELHL PRRAD YV SYLARGA-GQE] RYIIF 97
hypothetical protein[Lottia gigantea] /1-469 SDICEGD-—-ESIDVSESPDPGVFHBLTKSBLRSLADYLYSDEAKNLNL VR SKAVTNS SYVYLTDLLPLDRAEVLE: P RYIIF 92
amine_oxidase [4plysia_califormca) /1-463 DRGEPDKPGPFHEL THHEMRHLESFLEQD-~PHIKAVDPDGATMEQSNT Y KYLDKN- LMY 80
wpothetical protein(Branchiostona floridael /1-457 TEAVDEDSPALYDRLTAERLRAVREYLLGY -~ SGLD ITPWEEASTRDNYIYGMELHLPLRAE AL AVLDNN-~GPREERQALVTYY 31
predictsd_protein[Nematostella_vectensis] /1-447 Ti TKRVRDYMLAQ-~KTLDL TPYEKATVADNYTYF IKLYLPRRADVLRYLDEN--GP LF 71
amine_oxidase [Larimichthys_crocea] /1-445 FMFARL ARt[AVRAﬂ,HDI-‘PE KL TDARSHTLKENSILL IE] RG--QAKETROARRIIQ 72
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pfu-copper_amine_oxidase/1-518 FEDCDP AKVEEYIVFFLPWP TQHRLER: TPV fPFiD-KfiF A5 T SOFLNKEVDGTL GHFLAESFG-GRLLIGG-KRBLGFaL AsBvop svsHEPGARRsSErvLHOWE TS ILERVDRSVLIKT 248
pmar-copper_amine_oxidase/1-T81 CDPAVVEEVIVF 'FHD-VEFATISDFLTRQVDGYLRQFLEESFG-GRL INGG-NRCLNFQF ASEVGP SVSHEPGA] YWLHILVETSALEEVDRAVLMKI 249
anine_oxidase[Crassostres_gigas) /1460 REDLATQKIMEL VW TRLPKPTHY SIVK——-—DDIPFQYRPTTG-FEYGKAVESITKE TENKARQLLLKSFG-GTL THOG-DTELSYKYVSEMS VAV SG-RNRELI QFVEFFILERIDEAVLYDM 218
hypothetical protein[Lottia gigantea] /1-469 REDLSPPIVEEYIVEPFPKP SRHRLFSISTRPDQIP YAYRPVGI-VEF SAVYEIL-VDLDNTLGSILKESYD-ATI SKOG-DKELNF-YPHEVSSALS HNAPYYNLERVDEAVLYNY 216
amine_oxidase [iplysia_californical /1-483 REDLRP AVVEEYICGPLPDVRECELLKSDKRRNPVEF AL PVGL-MEFEATYNYVLTEVDEKIGYILKETYG-TSY ECFKV-YPSBIATKLVDD ITKRRLWVWADYPVEYYALHETDRGVLAVL 20T
wypothetical_protein [Branchiostoma floridae] /1-457 RTQPVVEQYVVGPLPDPTRHETY APPGRENP IPWHARAPE T-KEYALL IPML-TQATKE TDRTLKESFG-YTY YOS~ SRELTLGDTAPRGF T---- SCERRTWFRFMRNLEGKFLEEVGENIQINH 203
predicted_protein[Nematostella_vectensis] /1-447 MGKE--NKVREF IVGEVSSP SRHNEHRVFGQRYP IPFNARPFDD TTBL AAVQKL ¥-HRVTSLLRALFLESYDGYTNDDEG-EKEL TI IYSYEMGTT--~- SETHVNNFWFTRTVPGHYEFBIDFELYIQH 193
amine_oxidase [Larimichthys_croceal /1-446 FENQPKANI SEYIVSELPSPKSHT IKTFHG-DRPVKFE SRP I TS~ ARYHHITNIL-TKITTTAHKLLFERTGGF SFTRES-DRELTFSDIABRGVG——PGERRSWINLQKFVEGYFIHEVGEEILINH 194
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pmar-copper_amine_oxidase/1-781 VG-———CVYTIERVYFNKMYFNSLQEVALHERNP S-FPRLRIPYPVD SEQLF SKMERRGILFPEKPVSPERQVEI VKYQE SPGLGPRLHNIRYHDRLIVYBLALQDIVVFESE 375
amine_oxidase[Crassostrea_gigas] /1-460 DN---PLFAIDRVWYNDRAF SSLDVLVQQENDHN-LPEMKI SFPYMSKSLFSTHYRRGTTVPES SQLPRIST RRYSIH T LYDIRFQHDRIVYBIGLQEISVFESE 344
hypothetical protein(Lottia gigantea] /1-460 D IERIT KTHRT TKSKIPFPEVNENLF SHLDYRGDET- KENKRABL LVERIX I ¥ LTGPQITNIMYGHDRIAYEVGLQE ] IVF| 345
amine_oxidase [4plysia_californica) /1-463 DGSEPEKFYVDRVWENGYL¥DSMDDLIVKENGT SP AQRYKLNKPKP APEATSSL YLRGDPLPKEPQRPETLVEPI LKDREVENLCHTRNFRMSAL TGP SLFDIRYKGERLAFBLGMAETAVYNSA 937
wypothetical protein[Branchiostoma floridae] /1-457 LEMDP AQWRIERVFYNGQ YFESTAEL VRS §DDGT- ARKAQLPVL AGDEALFSS PQPSRPLRAPEL IE} y QLYDIRMENERY GLQDAGTW] 332
predicted_protein[Nematostella vectensisz] /147 EGSNVSNWNVERIVENDQRFDSAEDLLNARKSD S-LNKSFFAAPIGESKDFAS 'RPQVPLI GYQPDGAREAVDDRRIERMGHEREFGHDP SYELAAVDIRFNGER! SLQEAVA 322
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amine_oxidase [4plysia californical /1-463 HNPLHRVIDFVRSGAL IGSHSESLVP! ETATF INQTFSGQSTSEPVELARSF SYSQAE-GAFYGGMMD: n[vr ALT]
wypothetical_protein(Branchiostoma_floridae] /1-457 TORLML AAL¥VBNAWPYAG- SFELLPGIBCPKTARFFDALHQQD-IGKPRRFRNAV] SDDAGGYTE LVLEHINVY
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b pfu-clpl/1-398 63 VS AESEVLASKDIMQTFVEEATVILELHOFG LIET! TeDDRHDECLEVAVDFSETMSSSS 176
pfu-clp3/1-503 119 VI ? MILS KSQ -GYSKLVSSRENILFFTEN I TYLERHD! VENLAYEFDIEEIFDISHKLTLTWTADPLEPIRTSA 252
pmar-clpl/1-468 84 XE VL MGSE ARSEVLASKDNMQTFVEEATVYLELHDF) FTQLIET TPODJYDLCLSVAVDPSEYH: 197
pmar-clp3/1-486 82 MILSVGGHIESQE: ~~GISKLVSSRENIIFFTE¥IITIL VDLVENLAYEFDIEEIFDI LTYTADPLESVETSA 195
heidic_menmalian_chitinase[Crassostres_gigas)/1-441 63 IRLRKI NMIL =~~GFSKLVSSRENMLEFTEWVIIYLERFIF DVIALEFDIEEIFDI TFILTFHPLLEVMHFG 176
hypothetical_protein[Lottia_gigentea] /1-357 63 il LKTHL ==LFHEAVATDSSRNRLAVRY VEYL KALRT) VEARLNPMETMFQTS 176
acidic_manmalian_chitinase-like[Pelodiscus_sinensis]/1-382 56 ] TLLATGGHNFGSE----~-] -KFSHMVSTPGHRETFILSVVDFLEKIE IHEYPGARGSPPERURFTALIGENVEEF LTAAVAAGEANTDGA 169
chi tinase=3-like_[Homo_sapi ens]/1-301 56 NTLENE TLLS' GSQRADFGFRFSKI FIKSYFPFLET! HLYE K HET TLI KEMKAEF TEEAQP ISAMLSAGEVTIDSS 189
pfu-clpl/1-396 17 TDKETRITHLAP AAKEKL FTFLESTREQL QTPPSVIRRLVL: LIEHL 230
pfu-clp3f1-503 233 DDFLQYNHHSFLTNFSS: F LAKTEVEAGVRIEKLILGIPFFGESFTLKT ANMSHFGSPAYGPGSDYGI-——--GIPTHNLEHI 338
pmar-clpl/1-468 198 IDKITHNI VLVEMHSAL LPSYNEL KRKINIGLPFFGRSYRTAQFNAT-IGDPALGRGSDGGI----~GIFVSNICHL 302
pmar-clp3/1-486 196 KGIASKV 'DDPLRVNHHSPLT: ¥ LAKTHVKAGVRIEKLILGI PFFGRSFTLKT ARMSAPGSPAVGPGSDFGD-----GIPTHNLEHI 301
heidic_manmalian_chitinase[Crassostrea_gigas]/1-441 17 DIFRLSSKANT (DLYGHYDDFLLA -RINDLYENEEEKGVFGHEMYLGAPFF GESTRLEDFALSWPGAPATGPGTDHGI-——--GIPLEHLEHL 273
hypothetical_protein[Lottia_gigantea]/1-357 177 LFELSHYLDF -~~~ INLN LY DLHGDY DELLKAAHHAR LY P TQGDE K~~~ NI H! LASVEVAKGVPESKLILGVEFY GRSFHLVDSKSSLGSSATGOA--———===~ GDITYREIGKL 280
acidic_mammalian_chitinase-like[Pelodiscus_sinensis]/1-362 170 TENTSKTLIF---THENT TGHVSPLYKGKTDTGS AVYSHADY AVGYRIQRGAP AEKT TMGLPTY GRTFTLSSSDT-GVGAPVFGPASLGPFTREAGFRAYVEVETF 283
chitinase-3-like_[Homo_sapiens]/1-301 170 DIAKISQHLDF—-TSINTYDFHGARRGT-~TGHHSPLFRGQEDASE DRFSNTIEDF 222
pfu-clpl/1-396 231 VRGETKEY YLKEENVEFIV § -~ RFPLMMS TTHGLGEFVDYWSDTLEAERENI NKEI REAARETSYISDEGNFTH 346
pu=clp3/1-503 339 IRGGTRELYLPERKVEYIV-SGSERT ~~KYEMMMAVIHGLNATHEY TDSKHKSLELTY NKETLRARVSLENYREENQPDK 454
puar-clpl/1-488 303 THEHTLEKEENY] p -KFPLMMSIIHGLGETVDINSDTLEAEREMINKETRKAAREISTYSDEGHSTH 418
pmar-clp3/1-466 302 IRGGTRELYLFEKKYETIV-: ¥IGTDNFRSVME] MMMAYIHGLEATME Y IDSKMESLELTY FEET LRARVSLENYRERNQQGK 417
Aeidie mammalian_chitinase[Crassostres_gigas)/1-441 n TRSGLNESFIFSQQYETLY-L I MSMSVIHGLQATMLYMQRIGMATGET YRTETHSARVSREAYFMAGKEDN 390
hypothetical protein[Lottia_giganteal/1-35T 281 IQKGAVVNRITDAKYEYVLHSGDENTGYDDEKELAE PLISAMENT 356
acidic_manmalian_chitinase-like[Pelodiscus_sinensis]/1-382 284 LESGATVIFHAFQEVET AT -] WIGYBHFEEF AT) IMHSLESAL- 381
chitinase=3-like_[Homo_sapiens]/1-301 223 LRGAT=VHRILGQQYETAT-KENOR! LTHATEDIAL: 300
pfu—Peroxiredoxin/1-199 1 67
thioredoxzin_peroxidase[Cristaria_plicatal /1-196 1 65
thicredoxin_peroxidase_2_[Haliotis_discus_discus]/1-196 1 LTEP 65
hypothetical protein[Lottia_gigantea) /1-197 1 MSVGNLELT P 67
peroxiredoxin-2-like[Aplysia_californical /1-196 1 IG--ELS P 65
pereziredoxin [Fenneropenaeus_indieus] /1-198 1 MSNTVE P 67
peroxiredoxinMacrobrachium_nipponense]/1-193 1 MSNQVPQ 67
pfu-Peroxiredoxin/1-199 68 134
thioredoxin_peroxidase[Cristaria_plicatal /1-196 66 132
thioredozin_peroxidase_2_[Haliotis_discus_discus]/1-19% 66 132
hypothetical_protein[Lottia_giganteal /1-197 68 134
peroxiredoxin—2-like[Aplysia_californical /1-196 €6 132
peroxiredoxin [Fenneropenaeus_indicus) /1-198 68 134
peroxiredoxin[Macr obrachium nipponense] /1-198 68 134
pfu—Peroxiredoxin/1-199 135 TRPSVKG 199
thioredoxin_peroxidase[Cristaria_plicatal /1-196 133 SPK 198
thicredoxin_peroxidase_2_[Haliotis_discus_discus]/1-196 133 DPKG 196
hypothetical_protein[Lottia_giganteal /1-197 135 DPKG 197
peroxiredoxin-2-like[Aplysia_californical /1-196 133 DPKG: F 196
peroxziredoxin [Fenneropenaeus_indicus] /1-198 135 PAGEKEYRQNE-N 198
peroxiredoxin[Macrobrachium_nipponense] /1-198 135 PTG QSE-N 198
mar-BGF1/1-348 1 IF- i YDESYLESSLSTG:
par-BCF2/1-359 1 SGF LDSSTIS-- S I
max-EGF1/1-348 1 =] i YDCSVLESRNSTC: AVVE
max-EGF2/1-357 1 SCF LDSSTIS-—AAC SSHKT
pfuPU12/1-363 1 I LDSHTI.&" A TTHVKI ERNG
prar-BF1/1-3¢8 126  -SCHLLQSESDVPEAI] mDIYSTFm JAPDSLFPIKNSARDCASSNVQATTQSA SﬂLE
mar-EGF2/1-359 127 AEVTSTL. HFEVNVSTIHHA [VTHQDLIVSVTASDHGSTPNLQEIPSHD!
mac-BGF1/1-348 126 - DVPGHL TYEADIVSTFQYNSGT] FID]IT KFTRVIL APDSLFPIKMSARDGASSHVQATTQSA! S[l |
prax-BGF2/1-35T7 127 TEVTSTIPETEQ VHFEVNYSTIHHA SSRDQATVERVTRHELLYSVITSUCHTQRIQEIQTAD! T._FIIIP VEGVE 253
pfu-PU12/1-363 127 QEVNETIAGYK HFAVNY STVHEK SSREQH.W mlﬂI;WTLTI SHGNAVTELPPHDNLFLKEEGVHLEAGFRRMK 253
mar-BGF1/1-348 252 VD! SINST: VA !QKTEYH"FDHLDI!LDWTST' IGLVKN AAPAVSQAPS— —TAY 348
par-BGF2/1-359 254 ILDLEM§SVVEQWNEI I'IQKADEIETSVSIWDGTS"--GR.\I .[ ASPSLKPNPKGEIFKHQGQGIRIV 359
max-BGF1/1-348 252 WD SINST VA AQKNEYNVAFSHLDELDPATSKY IGLVEMOAF I AAPEVCQATS--—=-====-~ ALY 348
max-BGF2/1-357 254 ILDLEM§SV--Q¥ I NTQKADELGY SVSNEVDGYS-=-~CRAILKAT SQSPKPMPHGEIFKHQCQGIRIV 357
pfu-PU12/1-363 25¢  VVDLEVHVVAEQYCDIIEVPL! VTQKAI FSIWRSR“'IRIMV S¥SSKPLPKCEIFKHKPRCLRIN 363
epur'ﬂbroneciinl/ 1-754¢ 245  ----PVPPPPRQSVMVOSDTVDNSSHIYVSHDEPYFEGKELTGEMMHYKVYFSPSDQGKATGGEFIFRICDANFTOAS 385
pnar-fibronectin2/1-624 122 YPVIPPNAPPRQWVMIQSETIGHSSSVIVSHDRENVVGTDVRLDDLAYKVYFAPLDEYGQQTARATVFSICSYNQTVAST 246
prar-fibronectind/1-624 122 YPYIPPNAPPRQNVMIQSETIGHSSSVIVSHDRENVYGTDVRLDDLAYKVYFAPLDEYGQQTAEATVFSICSYNATVAS] 246
peuP-U3/1-3%2 4 GLPQIDDNLHYKVYFSPVDEY GQPKGGQULFRICDANSTQASVID 91
pf\l‘f'lﬁ“'@ﬁ 99 =~PVSPPGEPFPRNVIIQSETLGHSSS 222
pfu-P-U15/1-165 21 m
pnar-fibronectinl/1-754 386 -—————-—-IPIMPMDMTSWU 470
pnar-fibronectin2/1-624 247 ===mmmmmm=em=n=m-m--YFDNFRFFQVIFVNTTSVHLY 351
pnar-fibroneetind/1-624 247 ===m=mmmmmnmemeeee--VPDMPRFFQVIFVNTTSVILY 351
pEu-P-U3/1-302 92 \YAQQSFHHDDKKIRYPTAVLIVPAPRFLRAIDHLTSYTIR 216
pEu-P-U5/1-306 223 5 308
pfu-P-U15/1-165 8 SK- 163

Figure S3. Amino acid sequence alignment of P.fucata SMPs by Jalview software: a. alignment of

P.fucata copper amine oxidase b. alignment of P.fucata chitinase-like protein c. alignment of

P.fucata peroxiredoxin d. alignment of P.fucata EGF domain containing protein PU12 e. alignment
of P.fucata FN3 domain containing protein
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Figure S4. Western blot of EISM-P, N and ESM-P, N (N, nacre; P, prisms).

Figure S5. Immunogold labeling of matrix proteins on the EDTA mounted prismatic and nacreous
layers without first antibody. a, prismatic layer and b nacreous layer. (Scale bars, 200nm)




Figure S6. Confocal fluorescence laser scanning microscopy images of synthetic calcite without
the addition of any extracted proteins. The image shows that the sample has no fluorescence
signal.
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Figure S7. Tissue distribution of Integrin by real time RCR



