Gene MSTRG.2390

aug3.g11807.t1 [ ______

MSTRG.2390.6 } ______________

MSTRG.239%05 e

MSTRG.2390.4 [_ .6 H@Q

aug3.g11806.t1 pe= —N

506153 193329
MSTRG.23%0.2 (" {( " ~~""~""~""""""7""~" oo

MSTRG.2390.1 |~~~ L— _M

Scaffold=Scf5bk3_112  ——

I I I I I I
480000 485000 490000 495000 500000 505000
MSTRG.2390.4  MCLFLLLHLSLIISFETRYL et

CIVFLSIIGLVLCAIDPEAL DCE-ADFPEADF -
aug3.g11807.t]l ——--——- e CIVFLSIIGLVLCAIDPEAL DCE-ADFPEADF w
MSTRG.2390.2  —-———————mmm e IWIILLSIIGLALCEIDPEALK i F ~ L
MSTRG.2390.1  —-—--——mmmmm e IWIILLSIIGLALCEIDPEALK i F L

MSTRG.2390.5 - LNIDLRNI - e

MSTRG.2390.4 N¥EENKATMRSSCRSOCFKRSEFYDSCRRAAEYFF - — - — - — = = — = — - e e e e e
aug3.g11807.t1 YEENKATMRSSCRSOCFKSEFYDSCKRAAEYFF - - ————————— - oo
MSTRG.2390.2 FF == — = — o e
MSTRG.2390.1 I AIGDGWGNILKMMRRPVIPILIPFRGNSQOHLLEGGSRGEGETLGGYRIA

MSTRG.2390.5 —————— e

F|
F|

MSTRG.2390.4 -———
aug3.gl11807.t1 ----
MSTRG.2390.2 -———
MSTRG.2390.1 PLFI
MSTRG.2390.5 —_——

Figure S4. The exon-intron structure of predicted transcripts at gene MSTRG.2390 (no BLAST hit) is shown
at top. The alignment of all distinct proteins predicted at this locus is shown at bottom. Transcripts

producing identical proteins are indicated by shaded boxes of the same color. The arrow indicates inferred
direction of transcription. Numbers over introns represent spliced read counts for novel junctions

across all libraries.



