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sequences. D loop reads
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Figure 4. Nomenclature comparison between MirGeneDB and miRBase for representative chordate Let-7s. Shown is the
1500 B microRNA genes accepted topology for the three major subgroups of chordates, and for each taxon, a (unscaled) representation of the genomic
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Figure 2

Figure 3 MirGeneDB High number of incorrect and missing
miRNA annotations in miRBase. 'The
comparison of the microRNA complements

of 38 organisms shared between miRBase
and MirGeneDB revealed that only 7,556 of
the 13,187 entries 1n miRBase where
common with MirGeneDB (green) and 5,631
entries represented false positive entries
(red). Additional 2,097 miRNA genes that
were annotated in MirGeneDB 2.0 for the 38
species were not found in miRBase (= false
negatives) (blue).
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Sort by genome coordinates
MirGeneDB ID 4  MiRBase D Family Seed  Spaccession  3p accession | Chromosome  Start End  Strand| Node of origin (locus)  Node of origin (family)
i-T-F1 J fa-2 LET-7 GAGGUAG | MIMATDO0D0EZ MIMATOO10195 | chrit 122146523 12214656808 - Veriebrata Balatena
of-T-P1b s -t e LET-¥ GAGGUAG  MIMATOOO000GE MIMATOO04485 | chrid 1682793 51692855 + el Balatoma
it bt LET-7 GAGGUAG  MIMATOODODES MIMATOO26472 | chr21 16530838 16539904 + b Baatena
Sai-hat-Ta-1 LET-7 3 AG | MIMATOO0000E2 | MIMATOO04481 | chrd 4175062 94176033 * Verlebrata Balatena
da-het-Ta-3 LET-7 MIMATI000062 | MIMATOO04481 | chr22 46112752 48112820 * b Bala
a3 [esinz |(eT7 G WnATOO00067 MMATOO0MBT ek sass7ior soseraer - | verebren
e =a-hat- LE MIMATOO0D0ET | MIMATOOD4486 | chrd 4176353 B4176428 + Verebrala Blatena
2b2 -t - LE MIMATOO000063  MIMATOO004482 | chr22 46113681 46113765 + Verebrala Bulatena
2h3 LT -] LET MIMATOO00008E | MIMATOO022842 | chrX BILEE242  BARSE320 L Yerimbrala Balatena
H-T-P2c1 hsa-kot-Td LET-7 GAGGUAG  MIMATOOOO0DES  MIBMATOO04484 | chrd 4178841 S41TEAME * Veriebrata Balatena
LET MIMATO000415  MIBMATOO04585 | chrl2 82603691 E2B03TET * Balas
1 LET-7 AG | MIMATOOOO414 | MIMATOO04584 | chrd 52268280 5ZIEA35T - Bilas
W GGANIGU MMATOG31892 WMATO00MTE | o2 | 62ssamiz 62ssearz  + o
MIR-1 GGAALIGU | None MBATODDDA16 | chr1B 21828015 21829075 - Veriebrala Balaterna
M i=.}.,.--—"'-'Q"1L!-Z_":._. Mone MIBMATOD00462 | chré SZHE'MJJEE + Yeriebrala .f".'_‘"J\IL 15 ET
My HAC | MIMAT0000252  MBAAT0004553 | chrd P 84 - [vensbraa “Npria
amic7-2 N A bC | MMATO000252 MIMATDO004554 | chris | 1917+ | vensbraa | C I
wmic7-3 My A MIMATO000252 | None chr1g \ frorse |+ | venebraa | Jia
wmir-200a | M \‘_JL--: MIMATO001620  MIMATO000682 | ehrt \H_/Iﬁﬁ?gaa + | vensbrata \\_‘____./T-. a
Mir-8-F1b naa-mar-141 MIR-8 AACACUG | MIMATOOD4588 MIMATODDD43Z | chri2 6264113 BETT + Veriebrata Belatesna
Hsea-Mir-8-P2a NS mer- 2000 MIR-B AAUACUG | MIMATOOD4571 MIMATOODO318 | chrl MET124 167182 + Yersbrata Belatena
Mir-8-P2b s - 2006 MIR-B AAUACUG | MIMATOOO465T MIMATOOODE17 | chri2 6963703 EG3TEA + Yersbrala E
Mir-8-Pla g rmer-4.29 MR- AAUACLUG | None MIBMATOO0 1536 | chri 11 5RO 1163076 * Yerebrala Bintpnn
151 CUULIGGL  MIMATOOOO0441  MIMATOO00442 | chri 156420354 156420414 - Verlebrata Bilatena
VSa-mar-9-2 MR- CUULGGU  MIMATOO0OO0441  MIMATOO00442 | chrs BAGGERBGE BBEEES24 - Veriebrata Balateria
3 VS8 mir-9-3 4 C UGGL | MIMATOOO0D441 | MIMATOODD442 | chrl5 89368032 BO3IBA002 *
Sa8-mir-10a C GU | MIMATOO0D0253  MIMATO004555 | chri7 48570864 48579926 = Verebrala Evmetazoa
V58- Oa o COCUGLUA | MIMATDOD0253 MIMATO004555 | chr17 4857REE6S 48579925 Evmelazo:
i-imar= 100 MER-10 ACCCUGL | MIMATOO0O00254  MIMATOO04556 | chr2 176150329 176150380 + Euvmalazos
p-rmiar=1 0k MIR-10 COCUGUA | MIMATOO00254  MIBMATOO04556 | chr2 176150330 176150385 + Veriebrata Ener FIaE
AIR-10 ACCCGUA | MIMATOO0OO0DSE MIMATOO04512 | chril 122152240 122152206 - Verebrala Eumetazo
Mir-10-F2b naa-mar-99b MIR-10 ACCCGUA | MIMATOO0D0GES  MIMATOO0467E | chri 51692618 51692677 * lebra Eumatazo
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Fia 1251 MIR-10 COCUGAG  MIMATOODO04Z3  MIMATOO04582 | chril 122099768 122099830 rebral Evmetlazoa
sa-Mir-10-P3b hsa-mar-125a MER-10 CCCUGAG  MIMATOO000443 MIMATOO04602 | chrid 51693268 51693327 + riebral Exs lazo
b-2 | MIR-10 CCCUGAG  MIMATOOO004Z3 MIMATOO04603 | chr2i 16580253 16580313 + riebral Ewmatazn
Figure 5: For each species in MirGeneDB an overview browse page exists that lists all genes. For each gene the following information
is provided and sortable: hyperlinked names (both MirGeneDB ID and miRBase ID linking to MirGeneDB and miRBase,
respectively), family- and seed- assignments, and arm preference (A), genomic coordinates (B); inferred phylogenetic origin of both
the gene locus and family (C); information on the presence or absence of 3 NTU’s and sequence motifs (D); and a normalized heatmap

for available datasets (E).
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Comparative genomics of 45 microRNA complements

Figure 6  Bilateria Vertebrata Eutheria Protostomia
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Figure 7: The evolution of the 1275 microRNA families across the 45 metazoan species currently annotated in MirGeneDB
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