FirstGlance 4.6 loading modes:

1. mol=PDB-ID.
2. mol=filename.pdb with header section
3. mol=filename.pdb with NO header section
4. mol=consurffile.pdb
5. mol=filename.cif must be AF
6. dropped .pdb
7. dropped consurf .pdb with FabianGlaserHeader
8. dropped .cif must be AF
9. URL

The following sections summarize the code execution steps in each mode.


1. mol=PDB-ID

A. fg.htm calls ajaxThenJSmol()  scripts.js #55a, #55c
B. which calls getModelStatus() -> if released 
C. getModelSizes() -> getModelSizes2() -> 3 -> 4 ->
D. if (!consurfFilename) -> doView1Script() (fork for .cif)->
E. loads model by running makeJmolV1Script() which ends with
F. message  mark_end_firstview (messageMarkEndFirstView)
G. triggering in consurf/msgcall.js beginFetchPDBHeader() which
H. sets collectMessages = true, then runs script
I. makeGetPDBFileHeaderSpt() in scripts.js
J. which returns “show pdbheader” + messageMarkEndHeader
K. triggering msgcall.js to run processPDBHeader (long, complicated; does nothing consurf-wise when pipeBlock.length is zero)
L. which ends, when not consurf, startupPanels() in controls.js
M.  getHeaderBlocks() (moltab.js) detects OPM, SwissModel, RosettaFold using pdbHeaderToAtom.
N. returns true, else pdbNoHeader = true;
O. startupPanels2() -> determineChains(), biounits, 
P. setupControlPanelTabs(), askCrosslinkHelp(),
Q. doPostLoadActions() (top.js)

pdbHeader is captured by message callback (consurf/msgcall.js) after “show pdbheader” (moltab.js) + messageMarkEndHeader.

pdbHeaderToAtom is obtained (moltab.js) via getproperty “filecontents” because MODEL 1 precedes RoseTTAFold REMARKs,
thus pdbHeader does not include those remarks.

2. mol=filename.pdb with Header Section
Examples: 1r3m-opm.pdb (in localPDBFiles) or
	2x9x_redone.pdb&offline (in localTestPDBFiles)
	1ucy-N-consurf-colab.pdb (consurfFilename)
	1u-colab.pdb (!consurfFilename  but is ConSurf Colab)

A. top.js: dotPDB = true, fg.htm calls ajaxThenJSMol() (scripts.js) -> #55b (timeout), #55c
B. startDotPDBWhenReady() (scripts.js) #72
C. If validPDBId, wait for sizes via Ajax (but sizes are not used if consurfFilename) #56a / else model sizes not gotten -> #56. (scripts.js) Either way -> 
D. doView1Script() -> 2() #82 (scripts.js) handles droppedModel and consurfModel (from opener), else does 
E. makeJmoV1Script().
F. through Q. SAME as above I think but not checked step by step.


3. mol=filename.pdb with NO header section
Example: afcolab-2025-alpha2-beta2-tetramer-rank1.pdb
(AlphaFold Colab models have no header section. This is why FirstGlance must ask the user!)

I think the same A-Q as #2 (.pdb with header) except
pdbNoHeader = true
which generates the Molecule Information Tab with noHeader() (moltab.js) instead of makeMoleculePanel()
and greatly affects help.js etc.


4. mol=consurffile.pdb

(Left for another day)



5. mol=filename.cif must be AF
Example (AF Server): af3-examplefold_pdb_7bbv_model_0.cif
Example (AF Database*): AF-Q85SP0-F1-model_v6.cif
Example NOT AF: 9dos.cif
* AF Database offers both mmCIF and PDB formats.

A. fg.htm: isCIFFile=true (based on “.cif”), loads .cif file without showing it and echos “Determining whether is an AF model”, then checkCIFFile() (util.js) which uses JSmol function filepeekkeys to look for any of 3 AF identifying strings (JSmol echo: Determining … AF). ~peekkeyseen is initially blank “”; waits till it becomes either string “true” or “false” #19 util.js. If “true”, sets cifIsAF to same #84 (scripts.js), pdbIsAlphaFold=true, and -> ajaxThenJSmol(). If “false” -> rejectCIF(). #55a, #55c (scripts.js)
B. startDotPDBWhenReady() (scripts.js) #72
C. #56 (scripts.js) startDotPDBWhenReady() ->
D. doView1Script() ->
E. makeJmolV1Script() OMITS biomol 1 filter (since loading deposited model as is) & OMITS load command since .cif is already loaded.
F. Through Q proceed as above, but note:

pdbHeader contains only the first line of AF .cif files.


6. dropped .pdb
Examples are in fgij/external-supplements/droppedModel-Tests
· 1UCY-3bu<au.pdb
· 1ZW0-15bu<>.pdb

i. Enterurl.js: A small blue rectangle JSmol is created as a landing pad, with jmolDragDropCallback(). Parameter 5 is “cache://DROP_” + the filename of the dropped file. That filename is put into droppedFileName[N]. ->
ii. getDroppedFile(): The contents of the dropped file is put into JSmol-landing-pad variable ~dropped = getProperty(“fileContents”), and then into Javascript array droppedFileContents[N] via Jmol.evaluate().
iii. verifyDroppedFile(fileName) (enterurl.js): If the file lacks “\nloop_\n” (is not mmCIF), then alerts & returns false if file lacks both “\nATOM   “ (3 trailing spaces) and “\nHETATM ” (1 trailing space), therefore is not PDB format, then restores landing pad, retaining previous drops if any. **
iv. If verifyDroppedFile() returns true, droppedCount++ and FG is started with mol=droppedModelN

**This fails when a .txt or .spt file is dropped that causes a script processing error in JSmol. Then drop callback occurs but the only coordinates in JSmol are those of any previously dropped model. The result is that a new FG session is opened with the previous model.

A. Since !isCIFFile, -> ajaxThenJSmol() as usual #55a, #55c
B. startDotPDBWhenReady() (scripts.js) #72, #56
C. (no sizes gotten)
D. If (!consurfFilename) -> doView1Script() (scripts.js)-> droppedModelToJSmol() (scripts.js) which, using the number in mol=droppedModelN, gets droppedModelContents and droppedModelFilename via window.opener.
E. makeJmolV1Script() -> load model ({0}) "@~droppedModelContents” [filter to simplify if BU=N] [makeEchoPDBIdSpt() detects “droppedModel” in pdbURL and substitutes droppedFileName.] 
F. through Q probably proceed as above, but has not been carefully traced.


7. Dropped ConSurf with FabianGlaser header.
Examples are in fgij/external-supplements/droppedModel-Tests
Example: AFDB-Q9AY27-F1-model_v1-ConSurf.pdb

Works √


8. dropped .cif, must be AF
Examples are in fgij/external-supplements/droppedModel-Tests
Example AF colab: afcolab-2025-alpha2-beta2-tetramer-rank1.pdb
Examples AFDB:
· AFDB-Q9AY27-F1-model_v6.pdb
· AFDB-Q9AY27-F1-model_v6.cif
· AFDB-Q9AY27-F1-model_v1-ConSurf.pdb
Example AF3 Server: af3s-q05038_120_end_length_756_model_0.cif
Example .cif NOT AF: 9dos-4x-a1a8v.cif (CIF only)

i. through iv. as above for #6, except that in iii:
“\nloop_\n” tells verifyDroppedFile() that this is a .cif file.
It then looks for any of 4 keys that signal AF3 or AFDB:
· alphafoldserver
· DeepMind
· Hassabis
· Highly accurate protein structure prediction with AlphaFold
If found, it returns true, and FG proceeds.
If not found, it alerts and FG does not proceed.


A. top.js: dotPDB = true, fg.htm calls ajaxThenJSMol() (scripts.js) -> #55b (timeout), #55c
B. startDotPDBWhenReady() (scripts.js) #72
C. (model sizes not gotten) -> #56 (scripts.js)
D. through Q. SAME as #1 above I think but not checked step by step.




