Figure S9. H-Inv Annotation Viewers

(A) G-integra: A gemone mapping viewer.
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Figure S9. H-Inv Annotation Viewers

(B) SOUP Locus annotation Viewer.
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Figure S9. H-Inv Annotation Viewers
(C) SOUP cDNA annotation Viewer.

3 AnnotationVYiewer — S50UP - Microsoft Internet Explorer |- “

[=]]

Annotation Viewer

‘ HITO00095440 ‘HIH]ZIIZIIZI'.-'EEE‘ oeoi1770 | Homo sapiens, Similar to FAST kinase, clone MGC:19784 IMAGE:3831196, mRNA, complete MG 9784 ‘ “zkin, melanatic ‘ ‘ MGG NG

cdz. IM&AGEIE31196 tmelanoma.”

" wiviewer |7 TRANsFAC [T TP |" FASTAServer |7 BLAST Server |

cOMA Viewer KEGG OMIM cDNA-Genome Pairwize Alienment /£ Multiple Alienment

Eu & L______I.I"_____..[QJ |E|

Ident ity (% Falue
Home saprans i1 4295 100 T4e-131
Yertebrates i3, I[=2 et 6.9=-103
Eukaryvotes C1E161 28.261 Q0002a
Bacteria and Viruzes 41972 30135 a2.3e-06

Data Source

214296

Evidence ® FasTY O BLAST-¥ O BLAST-¥ RefSeq/SWISS-PROT (O BLAST-N (O InterPraScan
Identity (Data Source) 100

Coverage (Data Source) 100

SpECIEs Homa zapiens (Humanl

Faz-activated serinefthreonine kinase (EC 2.7.1.-23 (FAST kinaszel.

Definition

© Identical to known human proteinCategory D,

Similarity Similar to known proteiniCategary I,

_ IPR domain containing proteiniCategary IO
[ Hypothetical J

Conzerved hypothetical proteiniCategary TV,
Hypothetical proteiniCategary W0,

Giere MamelSymbal)
(DDB.J/EMBL/ GenBank.)

Gene MamelSymbal)
(EWISS-PROTERefSeq) FASTE.

HUGD Approved Gene Sy mbol
(Genem) Mew Mame
EC Mumber
(DDE.J/EMBL/GenBank)
EC Mumber
(SWISS-PROTER:fSeq) BG2.71.-
EC Mumber
{Inter Pra&Gion
EC Mumber EG 271 (SWISS-PROT&RefSeq)
tH-irw conclusian?
[] frameshift error ] 8 truncated ] 3 truncated
[] fragment F zplicing wariant ] immature
[] chimeric ZEQUENCE [] nonsenze mutation ] M-terminus truncated
[] G-terminuz truncated ] orF queztiohable [] Ma COS in databaze i

=1 =1 =1 E&I



Figure S9. H-Inv Annotation Viewers
(D) SMOViewer: The similarity, motif and ORF information viewer.

a SMO-VYiewer — Microsoft Internet Explorer

- =X
/ .f;l

JrHE AREE FTA) BRIZADG WD AJLTHHD
LY
LSW 0 ’ ' l’ _
DMA databank information _Z e e_r
Accession BCOOT 0259
Definition Homo sapiens, procollagen—proline, 2—oxoglutarate 4-dicxygenase (proline 4-hydromsdaze ) beta polypeptide (protein dizulfide izomeraze; thyroid hormone binding protein pS5) clone MGECE192 IMAGEZSTI4H 1, mRMA, complete cds.
chs
Froduct  procollagen—proling, 2-oxoelutarate
Function none
Protein J0 A4aH1 02591
lm 2438
Motif search & gene prediction viewer
Fah frame ORF —— Ah Grade
Leneth
4 I -
FOTZ23Y +3 B <1
| | | | | 1] | 11 1 N i | || ]
Met/Stop  +1 1 =TT ! | —
| |
Met/Stop +2 I A LA | I 1 L L L L LI, T1
ME:t.-"E'tDI:I +3 |I e : : I I|I ]
| | I I | | A 11| | | 1| | |
Met/Stop -1 1 I R =1
| | | 1| |
Met/Stop -2 T R
| | | [ |
Met/Stop 3 I T UL A I L
- ——
fra me Egﬂgmgphm_i |
+7 S —— | 5 7]
+3 ] —— | 7
+7 T I ——— ] 7]
+7 g7 ——— | 57| ]
+7 1P ———— ] 5 7]
+7 S —— | 5 7
Motif —— A Program IFR Mame Type
Leneth
174 200 a FPrintscan IPROO0DGE Thioredoxin tvpe domain Domain
198 W 227 10 FPrintScan IPROO00GE Thioredoxin tvpe domain Domain
327 b 362 12 FPrintacan IPRODOOGS Thioredoxin tvpe domain Domain ™
LY
[ Show data  |select program [ Show data  |select Identity [ show data  |select mvalue [ Show data ]Select Organism =
(F)FASTY 24411 (iz=75K o Homs sanions
(I NCEI-BLASTX 2.0.11 (%) »=50% (Cio-1o/ 10w wertebrate (non MHomo ssoens )
(I MCBI-BLASTX 2.011 (RefSeq+Swissprot) () n=25y () all Eukaryote non Vertebrate )
(I NCEI-BLASTM 222 an Bacteria & Wirus ]
Others
FASTY 2 4411 ==lfprotein 1D auto—annotation self= auto current definition
Dl |5l Transfer AA Length Identity(X) Score FYalue Species Description
':E:' {:} FOT23T 45 1565 bp 508 100.000 27079 39e-143 Hom Frotein disulfide izomerase precursor (FDIVECG 5.3.4.1 1(Prabhd 4— hydrosodase beta subunit) (Cellular
E_%QE aa thyroid hormone binding protein) (P55
FO5307 45 1868 bp 510 ; a94.002 2RET.0 ?.2a-136 Warteh Frotein dizulfide isomerase precursor (FDI)(EC 5.3.4.1 ) (Praly 4= hydromxdase beta subunit) (Cellular
com | — e e
y %1'3' 2 thyroid hormone binding protein) (PEE]
{:} {:} QER4Z 4?1 _éEEE b E0O9 03hR24 2541 8 Tle-134 Warteh Protein dizulfide—izomeraze (EC 5341 =

& D @ stk




