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nom1 mutants DC5
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Summary of gene nom1

Gene: nom1 ENSDARG00000060027

Description nucleolar protein with MIF4G domain 1 [Source-ZFIN; Acc:ZDB-GENE-060503-321]
Location Chromosome 7: 42 037.543-42 050,504 reverse strand.
Transcripts This gene has 3 transcripts (splice variants)
Show/hide columns
 Name = Transcript 1D Length (bp) Protein ID 'Length (aa) = Biotype .
' nom1-201 | ENSDART00000115152 2680  ENSDARP00000100654 | 835  Protein coding
nom1-002  ENSDART00000142315 | 2017  ENSDARP00000122404 | 598  Protein coding

nom1-001  ENSDART00000084153 1886 ENSDARPOO00007E558 487 Protein coding




plice variants

— 21.52 kb
42,035,000 42,037,500 42,040,000 42,042,500 42,045,000 42,047,500 42,050,000 42,052,500
Genes (Merged...
Genes (Merged...
i .
Pfam domain. PFO2847 PF02854
Initiation_fac elF4g_MI MIF4G-like typ-3
SMART domains. SMO0544 SMO0543
Initiation_fac_elFdg_MI MIF4iG-like %E-S
Superfamily do.... SSF48371
ARM-ty pe_fold
ENSDARTOO0001423
neml-002 —— - - = = =SS . -
) | ]
PROSITE profiles PS50313
i .
Pfam domain. PF02847 PF02854
Initiation fac elFdg Ml M| FaiE-like -3
) 1 | 4 & - ——
SMART. domains. . T — SM00543
Initiation_fac_elF4g_MI MIF4G-like -3
Superfamily do.... S5F48371
ARM-type_fold
ENSDARTOO0001151
neml-201 —— - - B = S S S
" | |
B i PS50313 PS50318
i m—am—a
Pfam domain. PFO2847 PF02854
Initiation_fac elFd4g_MI MIF4G-like typ-3
SMO0544 SMO054 3
Initiation_fac_elF4g_MI MIF4G-like typ-3
S5R48371
ARM-ty pe_fold
1316 kb —
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Dottup:Nom1-AA-835 vs .487

451 —

351

I 4

251

AbIF34856.1

201 —

181 —

101 -

51 —

1 101 am 301 401 501 G601 7o 201

F1REZZ-DANRE



String: Functional protein association
networks of nom1

® nomi nucleclar protein with MIF4G domain 1
{Danio rerio)

P

B =8 Smw —_

£2535402%

sAEQgdES

SegSEEES
3558s558 ¢
zo00Wolft g
FrHrr77;7 w
2 eifda3 Eukaryotic initiation factor 44-111 (EC 3.6.1.-)(Eukaryotic translation imitiation factor 44 1= [...] (406 aa) » = |0.364
2 noc3l Mucleolar complex protein 3 homolog (NOC3 protein homolog)(NOC3-like protein){Nucleclar complex [...] (800 aa) - 0.5819
! mphosphl0 M-phase phosphoprotein 10 (U3 small nucleclar ribonucleoprotein) (695 aa) - 0.806
© wu:flk33d07 Mowvel protein (533 aa) - 0.789
2 zge:56258  RNA binding motif protein 28 (856 aa) - 0.739
def Digestive organ expansion factor ; Regulates the p53 pathway to control the expansion growth of [L..] (753 aa) . 0.781
2 nocdl Mucleolar complex protein 4 homolog (NOC4 protein homolog){NOC4-like protein){Nucleolar complex [...] (528 aa) . 0.771
@ chig4 Si-dkey-91i17.1 protein Fragment (676 aa) . 0.762
2 mvybbpla Myb-binding protein 1A-like protein ; May activate or repress transcription via interactions wi [...] {1140 aa) . 0.753
2 wdr36 WD repeat domain 36 (826 aa) . 0.752



Hydrophily&Hydrophobic Analysis
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Hardness&Flexibility Analysis

FrotScale output for user seguence
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Secondary structure prediction

- -1l

FEIR BT e 8] bbb

e
Ml

| M‘M’tﬁ‘*’@ fl

GOR4 :

eta bridge

tttttttt

ttttttttttt



probability
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TMHMM

TMHMM posterior probabilities for WEBSEQUENCE
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Score
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Signal IP Prediction

SignalP-4 .1 prediction (euk networks): Sequence

C-score
S-score
Y-score
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ITESSER: Protein Structure Prediction
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Reference: Human nom1 gene

532C
S280 M319 R65Y
5258 5317 R650
S525:  Kaonz T435 K641
SIII.SE 52”¢|1E 'II'EIB'J;'SEEI T433 K531 Y566 To37? 5'?:65

MIF4G MA3

Swiss-Prot Protein: Q5C924 //

Identical to: NP_612409
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Reference: Human nom1 gene
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Reference: Human nom1 gene
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Reference: Human nom1 gene

RMA EXS'ES&i::;IE; in purple showing the RMNA expression Protein
or 25ch tissus, calculated as FRKM valuss. Grgan system Lecalization {score)
20 10 g N ™ h
Liver and pancreas
— Liver —
— Gallbladder —
NE— Pancreas ——
Digestive tract (GlHract]
Oral mucosa A
— Salivary gland —
—— Esophagus I
—— Ztomach I
— Cuodenum u—
— Small intestine R
T — Appendix —
— Calon I
Rectum —
— Kidney I
— I

Urinary bladder
Male reproductive system [Male tissues]

Testis

Epididymis

Frostate

Seminal vesicle



Reference: Human nom1 gene

Breast and female reproductive system

Breast

Yagina
Cervix, utering
Uterus
Fallapian tube

Owary

Placenta

Skin and soft tissues.

Adipose tissue
Skin

Skeletal muscle
Smooth muscle

Softtissue

Blood and immune system (Hematopoietic

Bone marrow

Lymph node

Tonsil

Spleen

Central nervous system (Brain

Cerebral cortex
Hippocampus

Lateral ventricle

Cerebellum
Endocrine glands
Thyroid gland

Parathyroid gland

Adrenal gland

Respiratory system (Lung

Masopharynx

Bronchus

Lung



Needleman Sequence Alignment

Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY nom1_human 860Aa
nom1_zebrafish 487Aa

863 1704.0 3271863 (37.9%) 400/363 (46.3%) 379/363 (43.9%)

Pairwise Alignment Result

nom1_ Alligator 670Aa
LENGTH SCORE IDENTITY SIMILARITY nom1_zebrafish 487Aa

674 1750.5 335/674 (49.7%) 4111674 (61.0%) 191/674 (28.3%)

Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY nom1_Alligator 187-670Aa

438 1750.5 335/438 (63.6%) 4117488 (34.2%) 51435 (1.0%) nom1_zebrafish 487Aa

Pairwise Alignment Result

LENGTH IDENTITY SIMILARITY noml Bosmutusl312Aa

1324 1596.5 31811324 (24.0%) 386/1324 (29.2%) 849/1324 (64.1%) nom1_Zebrafish 487Aa

Pairwise Alignment Result

LENGTH IDENTITY SIMILARITY noml Bosmutus837-1312Aa
nom1_Zebrafish 487Aa

4388 1596.5 318/488 (65.2%) JB6/488 (79.1%) 131488 ( 2.7%)




Thank you for your attention!
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