


With Blast (no hits) : 1587 (6.58%)

With Blast Hits : 1773 (7.36%)

With GO Mapping : 165 (0.68%)

With GO Annotation : 20577 (85.38%)

Supplementary Figure 2. Annotation summary of unique genes in Mugil cephalus transcriptome.



#BLAST Top-Hits

2,000 4,000 6,000 8,000 10,000

Stegastes partitus ]|
Amphiprion ocellaris 7|
Siniperca chuatsi 7|

Lates calcarifer 7|
Toxotes jaculatrix 7|
Acanthochromis polyacanthus |
Seriola dumerili 7
Parambassis ranga |
Seriola lalandi dorsalis |
Xiphias gladius |
Thunnus maccoyii |
Thunnus albacares |
Chelmon rostratus |
Larimichthys crocea |
Micropterus salmoides |
Morone saxatilis 7|
Epinephelus lanceolatus |
Acanthopagrus latus 7|
Plectropomus leopardus |
Archocentrus centrarchus |
Sparus aurata |

Sander lucioperca |
Oreochromis niloticus |
Perca fluviatilis 7|
Oreochromis aureus |
Perca flavescens |
Sebastes umbrosus |
Melanotaenia boesemani |
Anabas testudineus |
Mastacembelus armatus |
others ]|

Species

Supplementary Figure 3. The top-hit species distribution for the blastx search performed on unique genes in Mugil cephalus transcriptome.
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1.- Oxidoreductases
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5.- Isomerases

6.- Ligases

7.~ Translocases

Supplementary Figure 4. Enzyme code distribution for unique genes in Mugil cephalus transcriptome.
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Supplementary Figure S. Gene ontology distribution (by level 5) for the unique genes in Mugil cephalus transcriptome.



#Seqs

0 10,000 20,000 30,000 40,000 50,000

(IPR0O07110) Immunoglobulin-like domain
(IPR0O00719) Protein kinase domain 7
(IPR003599) Immunoglobulin subtype
(IPR001849) Pleckstrin homology domain
(IPR013087) Zinc finger C2H2-type
(IPR001452) SH3 domain

(IPR003598) Immunoglobulin subtype 2 ]
(IPRO07111) NACHT nucleoside triphosphatase
(IPR041075) NOD2, winged helix domain |
(IPR003961) Fibronectin type Il |

(IPR041267) NACHT, LRR and PYD domains-containing protein, helical domain HD2 |
(IPR0O01841) Zinc finger, RING-type
(IPR029495) NACHT-associated domain
(IPRO00504) RNA recognition motif domain
(IPR001478) PDZ domain 7

(IPRO13106) Immunoglobulin V-set domain
(IPRO00742) EGF-like domain

(IPR013098) Immunoglobulin I-set ]
(IPR0O01245) Serine-threonine/tyrosine-protein kinase, catalytic domain
(IPRO00008) C2 domain

(IPR002048) EF-hand domain |

(IPRO00210) BTB/POZ domain

(IPR000980) SH2 domain 7

(IPRO17452) GPCR, rhodopsin-like, 7TM
(IPR000219) Dbl homology (DH) domain 7
(IPR001715) Calponin homology domain
(IPRO01870) B30.2/SPRY domain

(IPR0O01881) EGF-like calcium-binding domain
(IPRO01660) Sterile alpha motif domain
(IPR000198) Rho GTPase-activating protein domain
others ]

IPS Domain

Supplementary Figure 6. The major protein domains in the transcriptome of M. cephalus as obtained through InterProScan search.



#Seqgs

10,000 20,000 30,000 40,000 50,000 60,000

(=]

(IPR027417) P-loop containing nucleoside triphosphate hydrolase |
(IPR013783) Immunoglobulin-like fold 7|
(IPR036179) Immunoglobulin-like domain superfamily |
(IPRO11009) Protein kinase-like domain superfamily |
(IPR011993) PH-like domain superfamily |
(IPR032675) Leucine-rich repeat domain superfamily |
IPR013083) Zinc finger, RING/FYVE/PHD-type |
( ) g typ
(IPR016024) Armadillo-type fold |
(IPR036236) Zinc finger C2H2 superfamily |
(IPRO15943) WD40/YVTN repeat-like-containing domain superfamily |
(IPR0O36028) SH3-like domain superfamily |
(IPR036116) Fibronectin type Il superfamily |

IPS Family
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(IPR012677) Nucleotide-binding alpha-beta plait domain superfamily 1
(IPRO11989) Armadillo-like helical | I
(IPR035979) RNA-binding domain superfamily i
(IPR013320) Concanavalin A-like lectin/glucanase domain superfamily | I
(IPR036322) WD40-repeat-containing domain superfamily | i
(IPR036034) PDZ superfamily I
(IPR036770) Ankyrin repeat-containing domain superfamily 1
(IPR029071) Ubiquitin-like domain superfamily I
others | |

Supplementary Figure 7. The major protein families in the transcriptome of M. cephalus as obtained through InterProScan search.



#Seqs

0 200 400 600 800 1,000

(IPRO01611) Leucine-rich repeat |

(IPRO01680) WD40 repeat |

(IPR002110) Ankyrin repeat |

(IPR0O08160) Collagen triple helix repeat |

(IPR003591) Leucine-rich repeat, typical subtype |
(IPRO19734) Tetratricopeptide repeat 7|

(IPR020472) G-protein beta WD-40 repeat |

(IPRO00884) Thrombospondin type-1 (TSP1) repeat 7|
(IPRO18159) Spectrin/alpha-actinin 7|

(IPR006652) Kelch repeat type 1

(IPR0O02017) Spectrin repeat 7|

(IPR018108) Mitochondrial substrate/solute carrier 7|
(IPR0O00225) Armadillo

(IPR0O02172) Low-density lipoprotein (LDL) receptor class A repeat |
(IPR006553) Leucine-rich repeat, cysteine-containing subtype |
(IPR002165) Plexin repeat |

(IPR013519) Integrin alpha beta-propellor 7|

(IPRO13517) FG-GAP repeat |

(IPR0O21133) HEAT, type 27|

(IPRO00408) Regulator of chromosome condensation, RCC1
(IPRO18487) Hemopexin-like repeats |

(IPRO01084) Microtubule associated protein, tubulin-binding repeat |
(IPR0O17868) Filamin/ABP280 repeat-like

(IPR001298) Filamin/ABP280 repeat |

(IPR001440) Tetratricopeptide repeat 1|

(IPR006212) Furin-like repeat |

(IPR0O03107) HAT (Half-A-TPR) repeat 7|

(IPRO04018) RPEL repeat 7|

(IPR001259) Proteinase inhibitor 127, calpastatin |
(IPRO00900) Nebulin repeat |

others

IPS Repeat

Supplementary Figure 8. The major InterProScan repeats in the transcriptome of M. cephalus as obtained through InterProScan search.



#Seqs
0 30 60 90 120 150 180

(IPRO00048) 1Q motif, EF-hand binding site

(IPR003903) Ubiquitin interacting motif 7|

(IPRO13032) EGF-like, conserved site |

(IPR0O03109) GoLoco motif |

(IPR021939) Kank N-terminal motif |

(IPR031372) CAMSAP, spectrin and Ca2+/calmodulin-binding region |
(IPRO00047) Helix-turn-helix motif |

(IPR033773) CBX family C-terminal motif |

(IPR0O17956) AT hook, DNA-binding motif |

(IPR001562) Zinc finger, Btk motif |

(IPR033774) Yaf2/RYBP C-terminal binding motif |

(IPR045668) FHF complex subunit HOOK interacting protein, KELAA motif |
(IPR008918) Helix-hairpin-helix motif, class 2 7

(IPR032552) Acin1, RNSP1-SAP18 binding (RSB) motif |

(IPRO09535) Phospholipase C-beta, conserved site |

(IPR043937) Golgin subfamily A member 2, C-terminal binding motif |
(IPR043639) AF4 interaction motif |

(IPR020969) Ankyrin-G binding site |

(IPR024728) DNA polymerase type-Y, HhH motif |

IPS Site

(IPR0O18184) Integrin alpha chain, C-terminal cytopl ic region, ved site |
(IPRO17703) YgfZ/GevT conserved site |
(IPR045347) HIND motif |

Supplementary Figure 9. The major InterProScan sites in the transcriptome of M. cephalus as obtained through InterProScan search.
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Supplementary Figure 10. SSR Profile for unique genes in Mugil cephalus transcriptome. The bar plot indicates the number of SSRs in
each SSR type and the red line indicates the percentage contributed by each type to the total SSRs.
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Supplementary Figure 11. Percentage of isoforms among major isoform categories with canonical splice junctions.

Isoforms, %
(€]
o




Splice Junctions With Short Read Coverage

99 5% 9 9
1004 0 99.2% 99%
79.6%
751
==
"
€ 50
S
o
@
251
0-
FSM ISM NIC NNC

Supplementary Figure 12. Percentage of isoforms among major isoform categories where the splice junctions could be verified with RNAseq
reads.
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Supplementary Figure 13. Rarefaction curve depicting the sequencing depth required for discovery of genes and isoforms.



Supplementary Table 1. Splice Junction Classification for the transcripts of M. cephalus.

Category Splice Junction count Percent
Known canonical 134052 70.82
Known Non—canonical 110 0.06
Novel canonical 49152 25.97

Novel Non—canonical 5978 3.16




