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Figure S.1: Diagram describing different FDR based error control strategies applied in this study.
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Figure S.2: Structure of hash table for accessing the original RNA-seq meta information

29




Scale
chir14:

abFarts g

IGHE <]

DKF ZpESE01E217T £
IGHE <]

IGHE <]

EEMTKMHEWELTCLMWE , G|<]
EEMTEMEWELTCLME , G |<]
CMWGHEALFLAF TR, T <]
ELALMELMWTLTCLAR . G|+
GTTWTWEEASFTEFE V| <]
TFFWLDEDGEFFFFT o H| <]
CEVMHEALHMHY TRE &
CEVMHEALHMHY TRE  —
AVEWESHGEFEMMHTE T
AFMLDOE0GEEFFLYER I
EEMTHNGWELTCLVE . G
EEMTHNGWELTCLVE . G
EFHWTWOGEWEVHMHAR , T
FLGGFEVWFLFFFEFE . D

28 kbl | haig
166, 6o, aaa| 186, 108, aan| 186,118, aaal 1@5, 126, 6aa| 186,158, aaal
Fefzeq Genes
MIRSETI-2 1 MIRSETI-2 1 ELKZAF ol
MIRSETLi-1 1 MIRSETi-11

UCSC Genes (Reffeq, GenBank, CCDE, Rfam, TRMAS & Comparative Genomics)
TR TKR [
V.
V.
V.
V.
ATT4E447 1 DKFZRESE01E621 7 Mm——ca [
ELKZAF fHul
ELKZAF ol

Mowe IFept jdes

I0=F ., STEETTAALGCLMK , —  MUtation | ID=—, KGFTFSOGEFFLTSH L -

—————l

T
I0=F, WERGHYFSCEWMHEALHMHY TRKEG , 5 =

L
T
|
1

-

[®
r T
I

[
I0=—,WTYSSASFTEFK.D |

I0=F.FEMTCYYWOMVSHEDFEGENW . E | 1
ID=F, TFEWTCWWWOWEHEDF EVAF MW YWDGYEGHRESE | E [ ID=M, GLGYHRELEFAGEWESHGEFEHHYE , T |+
I0=—, EMAGGHWFSCEMMHEALHHHYTGK, S |

R

I0=—, TTTPMLOSOGEFFLY 2K . L | {-

I0=—, 3FEWTITLFFSREEMTE . M -+ I0=H, WWSWLTYWHEMHLMGE  E |
ID=R . WQAGHWFEZEYMHEALHHHLFFEREE . M {3
ID=-. TTFFYLDEDGEFCFHFGRR . 2 {4

ID==%. AHGLTWWHROMLHGK . E | i I0=-, SATEFLGGFIWFLFFFEFK . O |
I0=A . EMaGYKFHEYDGVEYHMAR L T | -
I0=F . CCEPAGGAVEIEHYFCGREWFLFEFREFK . O | [
I0=-, REGHTHETYRYWENTCUWYDWIHEDFEWVE . T | {1~
I0=—, EGEGEHFEHHTETTFFWWDGWEVHHALK . T |[—~i-
I0=—,WTWSSASFTEFK . D Hi-

ZHMF= in Fublications
Human mEMHA=s from GenBank

Humah mEHAs ==eFee——/——————————ii———————————J - —8—F————————————————————————————§—

Human EST= That Hawe Been Spliced

Epliced ESTs

“ m—-HHH -

FEepeating Elements by EepeatMasker

Repeattasker I 1 10 HE | NN I . Bl I |

1 “ ! il HH-

Figure S.3: UCSC genome browser plot of our novel peptide identifications within complex immunogloblin region

rearrangements included in our peptide identification result.
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UCSC genome browser plot of peptide identification in a possible novel gene area where a gene predic-

Figure S.5

tion method also reported as a possible gene.



